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Figure S1 (related to Figure 1).

(A) FACS analysis of sorted DCLK1-B"¢" and DCLK1-B"*¥ HCT116 cells (left), and immunoblot of DCLK1-B expression (right)
in both cell populations. Relative band intensity of target protein in DCLK1-B"¥ cell population was normalized to B-actin in
the DCLK 1-B"#" cell population. (B) Representative images of formed spheres of both DCLK1-B"¢" and DCLK 1-B'¥. The data

are presented as the means = SEMs. *** indicates p < 0.001. Statistical significance was determined by unpaired two-tailed
Student’s t tests for comparisons between two groups.
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Figure S2 (related to Figure 1).

(A) Schematic illustration of in vivo experiments investigating the tumorigenic effect of DCLK1-B on the first-generation and
second-generation xenograft tumors (left), and growth curves of first tumor generation (right). For first in vivo tumor generation,
DCLK1-B WT and DCLK1-B OE HCT116 cells (1x10° cells/mouse mixed with Matrigel) were injected into the inguinal folds
of NSG mice. Mice were tracked for 35 days after the subcutaneous injection (n = 12 mice per each group). (B) Final volume
and weight of first generation tumors at 35 days post-injection. (C) and (D) After 35 days, first generation xenografted tumors
were removed and dissociated into single cells to reinject into NSG mice (10x104, 2x10*%, 0.5x10%, 0.1x10* n = 8/group) for in
vivo LDA. The regrowth of tumors was monitored for 32 days. On day 32 after reinjection, mice were sacrificed and the incidence
of tumor-bearing mice was determined. (C) In vivo LDA comparing the tumor-repopulating potential between DCLK1-B WT
and DCLKI1-OE inoculations. Statistical significance was determined by the extreme LDA webtool
(http://bioinf.wehi.edu.ac/software/elda). (D) Second generation tumor growth was monitored for 32 days and at 32 days post-
reinjection, final tumor volumes were compared. (E) Quantitative analysis of metastatic burden in microscopic level. The data
are presented as the means + SEMs. *** indicates p < 0.001. Statistical significance was determined by unpaired two-tailed
Student’s t tests for comparisons between two groups and by two-way repeated-measures ANOVA followed by the Bonferroni
post hoc test for multiple comparisons of tumor growth over time.
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Figure S3 (related to Figure 2).

(A) Altered expression of DCLK1-A and DCLK1-B upon DCLK1-B OE and KO (n = 3 biological replicates). (B)-(E)
Representative images of altered biological functions upon DCLK1-B OE and KO in HCT116 cell lines. (B) Representative
image of surviving colonies from clonogenic assay. (C) Representative flow cytometry 2D scatter plots showing cells doubly
stained with PI and Annexin-V for apoptotic analysis. The gates were established by staining with corresponding isotype antibody.
(D) Representative images of wound closure assay 0 h and 48 h after IBIDI detachment. (E) Representative images of invasion
assay at the time point of 24 h. (F) Immunoblot of DCLK1-A and DCLK1-B expression upon DCLK1-B KD by siRNA
transfection. (G) Altered mRNA expression of DCLK1-A and DCLK1-B upon siDCLK1-B transfection in hCRC#1 cell lines (n
= 3 biological replicates). (H)-(J) Representative images of altered biological functions upon DCLK1-B expression in hCRC#1
cells. (H) Representative image of surviving colonies from clonogenic assay. (I) Representative flow cytometry 2D scatter plots
showing cells doubly stained with PI and Annexin-V for apoptotic analysis. The gates were established by staining with
corresponding isotype antibody. (J) Representative images of wound closure assay 0 h and 48 h after IBIDI detachment. (K)
Immunoblot of DCLK1-A and DCLK1-B expression in human colorectal cell lines (SW480, HT29, HCT116, DLDI, Lovo and
LS174T) and colorectal patient-derived cell lines (hCRC#1 and hCRC#2). (L) Relative mRNA expression of DCLK1-A and
DCLKI1-B in HT29 cells upon siDCLK1-A or siDCLK1-B transfection (n = 3 biological replicates). (M)-(O) Representative
images of altered biological functions upon alteration of DCLK1-A and DCLK1-B expression in HT29 cells (n = 3 biological
replicates). (M) Surviving colonies from clonogenic assay. (N) Flow cytometry 2D scatter plots (right) showing cells doubly
stained with PI and Annexin-V for apoptotic analysis. The gates were established by staining with corresponding isotype antibody.
(O) Wound closure assay 0 h and 48 h after IBID detachment. (P) Representative images of surviving colonies from clonogenic
assay upon DCLK1-IN-1 treatment (1 uM) in HCT116 (top) and hCRC#1 (bottom) cells. (Q) Representative flow cytometry 2D
scatter plots showing HCT116 and hCRC#1 cells doubly stained with PI and Annexin-V for apoptotic analysis upon DCLK1-
IN-1 treatment (1 pM). The gates were established by staining with corresponding isotype antibody. (R) Representative images
of wound closure assay in HCT116 and hCRC#1 cells 0 h and 48 h after IBIDI detachment upon DCLK1-IN-1 treatment (1 uM).
The data are presented as the means + SEMs. *** indicates p < 0.001. Statistical significance was determined by unpaired two-
tailed Student’s t tests for comparisons between two groups and by one-way ANOVA with Dunnett’s multiple comparison test
for comparisons among three or more groups.
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Figure S4 (related to Figure 3).

(A) Disease and function analyses show the top 50 affected categories according to IPA analysis upon DCLK1-B KO. Categories
with p <0.05 and |z-score| > 2 were considered statistically significant. (B) Alteration of COX2 expression upon DCLK1-B KD
(top) and DCLK1-B kinase domain inhibition (bottom) in hCRC#1 cells. (C) Alteration of COX2 mRNA expression upon
DCLKI1-B expressional regulation (left) and DCLK1-B kinase domain inhibition (right) (n = 3 biological replicates). (D)
Alteration of COX2 expression upon DCLK1-A and DCLK1-B KD in HT29 cells. (n = 3 biological replicates). (E) Alteration
of COX2 protein and mRNA expression upon DCLK1-B kinase domain inhibition (1 uM) in DLD-1 cells. The data are presented
as the means + SEMs. *** indicates p < 0.001. Statistical significance was determined by unpaired two-tailed Student’s t tests
for comparisons between two groups and by one-way ANOVA with Dunnett’s multiple comparison test for comparisons among
three or more groups.
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Figure S5 (related to Figure 3).

(A) Schematic flow for identification of DCLK1-B binding proteins based on Co-IP with anti-DCLK1-B monoclonal antibody
and subsequent liquid chromatography with tandem mass spectrometry (LC-MS). LC-MS identified a total 943 proteins in the
co-IP samples. Functional annotation was performed by DAVID functional classification analysis. Categories with p <0.05 were
considered statistically significant. (B) Immunoblot of phospho (p)-XRCC5 and total XRCCS upon DCLK1-A and DCLK1-B
KD independently. (C) Immunoblot of p-XRCCS5 and total XRCCS5 upon DCLK1-B kinase domain inhibition (1 pM).
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Figure S6 (related to Figure 3).

Immunofluorescence analysis of XRCC5 and COX2 localization upon OE of ectopic WT, non-phosphorylatable (inactive,
T715A) and phosphomimetic (active, T715D) XRCC5. Columns show immunofluorescence staining for XRCCS5 (green), COX2
(red), and DAPI (blue) with corresponding merged images. Scale bars, 20 pm.
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Figure S7 (related to Figure 3).

Immunoblot of COX2, p-XRCC5 and XRCC5 upon DCLK1-IN-1 treatment (1 pM) in various cancer cell lines; breast cancer
cell line (BT-474), lung cancer cell line (A549) and pancreatic cancer cell line (PANC-1). Relative band intensity of target protein
was normalized to -actin as fold of the non-treated group.
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Figure S8 (related to Figure 4).

(A) Immunoblot of DCLK 1-A and DCLK 1-B expression in the intestine of B6 and ApcM™* mice. Quantification of band intensity
is shown in the bar graph. (B) Frequencies of polyp formation in each section of intestine (SI, small intestine; LI, large intestine)
from both AAV-Ctrl and AAV-XRCC5XP groups are presented along with total number of polyps (n = 9 for both AAV-Ctrl and
AAV-XRCC5KP), The data are presented as the means = SEMs. *, ** and *** indicate p < 0.05, p < 0.01, and p < 0.001,
respectively. Statistical significance was determined by unpaired two-tailed Student’s t tests for comparisons between two groups
and one-way ANOVA with Dunnett’s multiple comparison test for comparisons among three or more groups.
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Figure S9 (related to Figure 4).

(A) In vivo imaging and graphing of tumor growth. (B) After 14 days of treatment, final volume and weight of tumors were
measured and compared between the vehicle and DCLK1-IN-1 treated group. (C) Body weight was measured throughout
DCLKI1-IN-1 treatment to monitor any adverse effects. (D) Schematic illustration of in vivo experiments investigating the
therapeutic effect of DCLK1-IN-1 in breast cancer syngeneic model. Luciferase-labeled 4T1 cells (1x10° cells/mouse mixed
with Matrigel) were injected into BALB/c mice prior to treatment. Once the mean volume of xenograft tumors reached 100 mm?,
10mg/kg of DCLK1-IN-1 was administered daily. Resultant growth of tumors were tracked for a total of 21 days (14 days post
treatment). (n = 8 for both the vehicle and DCLK1-IN-1 treated group). (E) In vivo imaging and graphing of tumor growth. (F)
After 14 days of treatment, final volume and weight of tumors were measured and compared between the vehicle and DCLK1 -
IN-1 treated groups. (G) Body weight was measured throughout DCLK1-IN-1 treatment to monitor any adverse effects. (H)
Level of PGE; in plasma and tumor tissue. Plasma was collected from naive BALB/c and tumor-bearing BALB/C mice. Tumor
tissues were collected from vehicle and DCLK1-IN-1-treated tumor-bearing mice. (n = 8 biological replicates). (I) RT-qPCR
heat map of relative expression of pro-inflammation, M2 polarization, cytokine production, and immune tolerance-related genes
in vehicle and DCLK1-IN-1-treated mice. The data are presented as the means £ SEMs. *, ** and *** indicate p < 0.05, p <
0.01, and p < 0.001, respectively. Statistical significance was determined by unpaired two-tailed Student’s t tests for comparisons
between two groups, one-way ANOVA with Dunnett’s multiple comparison test for comparisons among three or more groups,
and two-way repeated-measures ANOVA followed by the Bonferroni post hoc test for comparison of tumor metastasis over time.
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Figure S10 (related to Figure 5).

(A)-(C) Representative images of altered biological functions upon PGE, treatment of DCLK1-B WT and KO HCT116 cells (n
= 3 biological replicates). (A) Representative image of surviving colonies from clonogenic assay. (B) Representative flow
cytometry 2D scatter plots showing cells doubly stained with PI and Annexin-V for apoptotic analysis. The gates were established
by staining with corresponding isotype antibody. (C) Representative images of wound closure assay at 0 h and 48 h after IBID
detachment. (D)-(F) Quantitative analysis (left) and representative images (right) of altered biological functions upon PGE»
treatment and siDCLK1-B in hCRC#1 cells (n = 3 biological replicates). (D) Representative image of surviving colonies from
clonogenic assay. (E) Representative flow cytometry 2D scatter plots showing cells doubly stained with PI and Annexin-V for
apoptotic analysis. The gates were established by staining with corresponding isotype antibody. (F) Representative images of
wound closure assay 0 h and 48 h after IBIDI detachment. (G) RT-qPCR heat map of relative expression of CSC genes and
malignance genes comparing siCtrl, siDCLK1-B, and siDCLK1-B + PGE; groups. (H) Representative images of sphere forming
assay. (I) Stemness was investigated with various methods, e.g., measuring sphere size, sphere growth, and sphere-forming
potential. Sphere size was analyzed by diameter and fold of the mean value of siCtrl; growth was analyzed by cell titer blue
quantification; Statistical significance was determined by one-way ANOVA with Dunnett’s multiple comparison test and two-
way repeated-measures ANOVA followed by Bonferroni post-test (n = 4 biological replicates). Sphere-forming potential was
analyzed by in vitro LDA. p values indicate overall statistical significance of differences in stem cell frequencies between any
of the groups. (J)-(L) Representative images of altered biological upon COX2 inhibitor, celecoxib treatment of DCLK1-B WT
and OE HCT116 cells (n = 3 biological replicates). (J) In vitro ELISA showing the amount of PGE, secreted into the cell culture
medium. (K) Representative images of wound closure assay at 0 h and 48 h after IBIDI detachment. (L) Stemness was assessed
in DCLK1-B WT and OE HCT116 cells treated with celecoxib (30 uM). p values indicate overall statistical significance of
differences in stem cell frequencies between any of the groups. The data are presented as the means = SEMs. *** indicates p <
0.001. Statistical significance was determined by unpaired two-tailed Student’s t tests for comparisons between two groups and
one-way ANOVA with Dunnett’s multiple comparison test for comparisons among three or more groups.
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Figure S11 (related to Figure 5).

(A)-(D) Representative images of altered biological functions upon upon KD of XRCCS5 and inhibition of PGE, signaling.
Statistical significance was determined by the one-way ANOVA with Dunnett’s multiple comparison test (n = 3 biological
replicates). (A) Representative images of surviving colonies from clonogenic assay. (B) Representative flow cytometry 2D scatter
plots showing cells doubly stained with PI and Annexin-V for apoptotic analysis. The gates were established by staining with
corresponding isotype antibody. (C) Representative images of sphere forming assay. (D) Representative images of wound closure
assay 0 h and 48 h after IBIDI detachment. (E) A set of biological function assays representing the effect of altering the
DCLK1/XRCCS5 axis on cancer cell survival, apoptosis, and migration. (F) RT-qPCR heat map of relative expression of CSC
genes and malignance genes comparing DCLK1 WT, DCLK1-B OE + siCtrl, and DCLK1-B OE + siXRCCS5 groups (n = 3
biologically replicates). (G) Stemness was investigated with various methods, e.g., measuring sphere size, sphere growth, and
sphere-forming potential. Sphere size were analyzed by diameter and fold of the mean value of siCtrl; growth was analyzed by
cell titer blue quantification; sphere-forming potential was analyzed by in vitro LDA. p values indicate overall statistical
significance of differences in stem cell frequencies between any of the groups. (H)-(J) Aggressive behaviour of CRC cells were
investigated using phosphomimetic active XRCC5 (T715D) or phosphorylatable inactive XRCC5 (T715A) in DCLK1-B WT
and KO HCTI116 cells. (H) Establishment of phosphor-mutant XRCC5 overexpressing DCLK1-B WT and DCLK1-B KO
HCT116 cell lines. Transfection efficiency was confirmed by GFP expression. (I) Quantities analysis and representative images
of wound closure assay. (J) Stemness was assessed in DCLK1-B WT and OE HCT116 cells transfected with different mutant
form of XRCCS, active and inactive. p values indicate overall statistical significance of differences in stem cell frequencies
between any of the groups. The data are presented as the means + SEMs. *** indicates p < 0.001. Statistical significance was
determined by unpaired two-tailed Student’s t tests for comparisons between two groups and one-way ANOVA with Dunnett’s
multiple comparison test for comparisons among three or more groups and two-way repeated-measures ANOVA followed by the
Bonferroni post hoc test for comparisons of sphere growth.
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Figure S12 (related to Figure 6).

(A) (Left) Body weight was measured throughout DCLK1-IN-1 treatment (n = 8 for each group). (Right) Final tumor volume
upon DCLK1-IN-1 treatment. Mice were tracked for a total of 28 days (21 days post-treatment initiation). (B) Serological
parameters for detecting liver and kidney toxicity. (C) Tumor growth of second-generation CRC cells was monitored for 32 days,
at which time final tumor volumes were compared. Statistical significance was determined by two-way repeated-measures
ANOVA followed by Bonferroni post-test for tumor growth and unpaired two-tailed Student’s t-tests for tumor volume. /n vivo
LDA comparing the tumor formation frequency between second-generation Ctrl-treated and DCLK1-IN-1-treated cells.
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Statistical significance was determined by the extreme LDA webtool (http://bioinf.wehi.edu.ac/software/eld). The data are
presented as the means £ SEMs. *, ** and *** indicate p < 0.05, p <0.01, and p < 0.001, respectively. Statistical significance
was determined by unpaired two-tailed Student’s t tests for comparisons between two groups and two-way repeated-measures
ANOVA followed by the Bonferroni post hoc test for comparison of body weight changes and tumor repopulation.
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Figure S13 (related to Figure 6).

(A) Docking model of DDQ-1 in the X-ray co-crystal structure of the DCLK1 kinase domain. (B) Cell viability and cytotoxic
ICso were determined by the MTT assay after 48 h treatment with DDQ-1 in HCT116 and hCRC#1 cells (n = 5 biological
replicates). (C) A radiometric protein kinase assay was performed to determine the ICso of DDQ-1 for kinase activity inhibition
via scintillation counting. (D) Immunoblot of COX2, p-XRCC5 and XRCCS5 upon DDQ-1 treatment. Relative band intensity of
target protein was normalized to B-actin as fold of the non-treated group. (E) Level of PGE, altered by DDQ-1 treatment. Cell
culture media was collected and the level of PGE, was measured by in vitro ELISA (n = 5 biological replicates). (F) Stemness
was investigated with various methods, e.g., measuring sphere growth and sphere size. Sphere growth was analyzed by cell titer
blue quantification while size was analyzed by measuring diameter and fold of the mean value of Ctrl. (G) Schematic illustration
of the protocol for in vivo treatment with DDQ-1. HCT116 cells (1x10° cells mixed with Matrigel/mouse) were injected
subcutaneously into the inguinal folds of NSG mice prior to treatment. Once the mean volume of the xenograft tumors reached
100 mm?, 10 mg/kg of DDQ-1 was administered daily. Mice were tracked for 32 days after DCLK1 inhibitor injection (n = 8
mice per group). (H) Growth curves of the first tumor generation between the Ctrl and DDQ-1 treatment group. (I) (Left) Body
weight was measured throughout DDQ-1 treatment (n = 8 for each group). (Right) Final tumor volume upon DDQ-1 treatment.
Mice were tracked for a total of 28 days (21 days post-treatment initiation). (J) Serological parameters for detecting liver and
kidney toxicity. (K) Tumor re-populating potential of the second generation was compared between Ctrl and DDQ-1 treated
group. (L) In vivo LDA comparing the tumor formation frequency between second-generation Ctrl-treated and DDQ-1-treated
cells. Statistical significance was determined by the extreme LDA webtool (http:/bioinf.wehi.edu.ac/software/eld). (M) Levels
of PGE; in plasma and tumor tissue. Plasma and tumor tissues were collected from ctrl- and DDQ-1 treated B6 tumor-bearing
mice. The estimated normal range of the plasma PGE; level was determined by the values obtained in naive mice (shaded in
gray). The data are presented as the means + SEMs. *** indicates p < 0.001. Statistical significance was determined by unpaired
two-tailed Student’s t-tests for comparisons between two groups and by two-way repeated-measures ANOVA followed by the
Bonferroni post hoc test for comparison of sphere growth over time, in vivo body weight changes and in vivo tumor growth.
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Figure S14.

KEGG analysis of pathways enriched in DCLK1-B WT cells compared to DCLK1-B KO HCT116 cells from RNA sequencing
profiles.
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Table S1. Clinical information of CRC patient samples used for establishing patient-derived primary CRC cells

and association of clinicopathologic characteristics in patients with resected colon cancer (n = 123)

Primary tumour cells from CRC patient tissues

Pathological diagnosis
Cell lines | Sex | Age Diagnosis Surgical stage

K-ras EGFR P53 MS

Perforated S colon
hCRC#1 M 45 cancer with liver and T4aN2bM1 Wild | Mutation | Positive | MSS

lung metastasis

Proximal a-colon cancer
hCRC#2 M 84 T3N1IM1 Wild | Mutation | Positive | MSS
with liver metastasis

Clinicopathological analysis of CRC patients (n = 123)

Variable Low (<50%, n=62) High (> 50%, n=61) p-value
T stage
T2-3 59 (95.2%) 46 (75.4%) 0.003
T4 3 (4.8%) 15 (24.6%)
N stage
NO 35 (56.5%) 28 (45.9%) 0.171
N1 18 (29.0%) 19 (31.1%)
N2 9 (14.5%) 14 (23.0%)
TNM stage
II 35 (56.5%) 28 (45.9%) 0.096
I 27 (43.5%) 33 (54.1%)
Recurrence
Yes 5(8.1%) 12 (19.7%) 0.021
No 57 (85.5%) 49 (80.3%)
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Table S2. List of DEGs in DCLK1-high versus DCLK1-low tumors from patients with CRC

Attached as a separate Excel file.
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Table S3. List of DEGs in DCLK1-B WT versus DCLK1-B KO HCT116 cells

Attached as a separate Excel file.
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Table S4. List of DCLK1-binding proteins identified by co-IP and subsequent LC-MS analysis.

Attached as a separate Excel file.
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Table S5. List of primers used for real-time RT-qPCR or ChIP assay

Primer List
Gene Forward Reverse
hPPIA TGCCATCGCCAAGGAGTAG TGCACAGACGGTCACTCAAA
hDCLK1-A GGAGTGGTGAAACGCCTGTAC GGTTCCATTAACTGAGCTGG

ACACTAAGACTGTGTCCATGTTAGAA
hDCLK1-B AAGCCTTCCTCCGACACTTCT

CTC
hXRCC5 GGTTTTCTTTAAGTGGGGTGGG GCAGAGATTGGGCCAAAAGG
hCOX2 CCCACCCATGTCAAAACCGA TCCAAAATCCCTTGAAGTGG
hCD44 GGAGCAGCACTTCAGGAGGTT GGAATGTGTCTTGGTCTCTGGTAGC
hCD133 CAGAGTACAACGCCAAACCA AAATCACGATGAGGGTCAGC
hOCT4 GGGCTCTCCCATGCATTCAAAC CACCTTCCCTCCAACCAGTTGC
hSOX2 TCGGCAGACTGATTCAAATA CCATGCAGGTTGACACCGTT
hNANOG TGGGATTTACAGGCGTGAGCCAC AAGCAAAGCCTCCCAATCCCAAAC
hOCT1 CCCTGTCTCAGCCCATACAGA GCTGCAAATTGGTGGTTGGAT
hKLF5 CCCTTGCACATACACAATGC GGATGGAGGTGGGGTTAAAT
hALDHIAI CAAATAGTGCACTGTCTCCAGG ACGACACTACTTATTTGTAACACCT
hMYC CAAGTATACGTGGCAATGCGT TCAAGAGTCCCAGGGAGAG
hSOX4 GGTCTCTAGTTCTTGCACGCTC CGGAATCGGCACTAAGGAG

CAACAACCGAAAATGCACCAGCCCCA
hKLF4 ACGATCGTGGCCCCGGAAAAGGACC
G

hSOX9 CATGAGCGAGGTGCACTCC TCGCTTCAGGTCAGCCTTG
hKIT GCCTATCAGCTTCAGAATGGC CCTGCGAAGGAGGCTAAACC
hNFKBI1 TGCCATTGTCTTCAAAACTCCA GGGCATGAGCTTCTGACGTT
hPIK3CA CATGCATTGTTTTGCACCCC ATGGAAGACGGGAGATTCACAT
hCXCR2 ATGCTGTTACGGATCCTGCC CCCCATGTGGGCCTTAAACA
hCXCR4 AGGAACCCTGTTTCCGTGAAG GCAGCCTGTACTTGTCCGTC
hMMP9 CGTTCAGGGAGATGCCCATT TCGTAGTCAGCTGTTGTGCT
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hMMP7

TCGGAGGAGATGCTCACTTCGA

GGATCAGAGGAATGTCCCATACC

hTWIST CCTGCGCAAGATCATCCCCA GCTGCAGCTTGCCATCTTGGA
hSNAIL1 CTGGGTGCCCTCAAGATGCA CCGGACATGGCCTTGTAGCA
hSNAIL2 TACCGCTGCTCCATTCCACG CATGGGGGTCTGAAAGCTTGG
hZEB1 CCTACTCAGCCTCCTCCACTC CCAGTAGCTGATGAAACAGAGGA
hIL18 TTGACCAAGGAAATCGGCCT GGTCCGGGGTGCATTATCTC
hVIM ACCCGCACCAACGAGAAGGT ATTCTGCTGCTCCAGGAAGCG
hTRAF1 CGATGGCACTTTCCTGTGGAAG TACAGCCGCAGGCACAACTTGT
hCD68 CGAGCATCATTCTTTCACCAGCT ATGAGAGGCAGCAAGATGGACC
hBIRC3 GCTTTTGCTGTGATGGTGGACTC CTTGACGGATGAACTCCTGTCC
hCTSD GCAAACTGCTGGACATCGCTTG GCCATAGTGGATGTCAAACGAGG
hCXCL3 TTCACCTCAAGAACATCCAAAGTG TTCTTCCCATTCTTGAGTGTGGC
hNFKBIA TCCACTCCATCCTGAAGGCTAC CAAGGACACCAAAAGCTCCACG
hBBC3 ACGACCTCAACGCACAGTACGA CCTAATTGGGCTCCATCTCGGG
hCXCL8 GAGAGTGATTGAGAGTGGACCAC CACAACCCTCTGCACCCAGTTT
hTP53BP-1 AAGCCAGGCAAGAGAATGAGGC GGCTGTTGACTCTGCCTGATTG
hBAX TCAGGATGCGTCCACCAAGAAG TGTGTCCACGGCGGCAATCATC
hMMP14 CCTTGGACTGTCAGGAATGAGG TTCTCCGTGTCCATCCACTGGT
hBCL2L1 GCCACTTACCTGAATGACCACC AACCAGCGGTTGAAGCGTTCCT
mDCLK1-A TCAATGAGGACCAGCTCCAG TCCGAGAGAGTTCGGGTCA
mDCLK1-B AAGACGTCAGCCTTACGCAG GAGAGATCCTCTGCTTCCGC
mDCLK1-

AGCGGAGAACCGCATTTCAA ATCTCTGCCGAACGACATGG
AB
mXRCCS5 TCCAATTGAACAAGCAAAGAAAGT CTTGCCAGCAAGGGCATTATC
mGAPDH ATGTGTCCGTCGTGGATCTGA TTGAAGTCGCAGGAGACAACC
mPTGS2 GATGCTCTTCCGAGCTGTG GGATTGGAACAGCAAGGATTT
mIGFIR GCCTGACACCGTAGGTCTTT GGCAAAAATGGCAGCGTGAA
mMCAM CATAGCGGGCTCTACCAGTG TCAGGGGCAGTTGGATTCAC
mlIL1B GTCGCTCAGGGTCACAAGAA GTGCTGCCTAATGTCCCCTT
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mRORC GGGGAGAGCTTTGTGCAGAT TCAGTAGGGTAGCCCAGGAC
mlL17a ACTACCTCAACCGTTCCACG ATGTGGTGGTCCAGCTTTCC
mCTLA4 GTACCTCTGCAAGGTGGAACTC CCAAAGGAGGAAGTCAGAATCCG
mCD206 GCTGTTCAGCTATTGGACGC CGGAATTTCTGGGATTCAGCTTC
mTGM2 CCGATCCCCTGTATGACTGC CCAGCTTGTGGAGGCCAATA
mARGI GCAGTGGCTTTAACCTTGGC CTGTGATGCCCCAGATGGTT
mYM?2 GTACCCTGGGTCTCGAGGAA GCAGCCTTGGAATGTGGTTC
mFIZZ1 CTGCTACTGGGTGTGCTTGT GCAGTGGTCCAGTCAACGAG
mMRCl1 GTCAGAACAGACTGCGTGGA CAGCAGCAGTCTCGATGGAA
mCXCL10 TAACTGGAGTGAAGCCACGC TAGCAGCTGATGTGACCACG
mCXCL11 CCACGCTACCTTCTGTGGTT ATGTTCGTGTGCCTCGTGAT
mCXCL9 CTGGGCAGAAGTTCCGTCTT TTACCGAAGGGAGGTGGACA
mCCND2 CGTCAAGAGCAGCATAACGC CGAATGGCTTCCTCACAGGT
mTNFRSF4 AAGGCGGCTCAACTGTGTTA GGTATGATCACAGCGGCTCA
mCD274 CCAGCCACTTCTGAGCATGA AAACATCATTCGCTGTGGCG
mCD247 GCAGAAGCCTACAGTGAGATCG CCAAGGGTCCTTGTGAGTTCTG
mCD3E TGCCCTCTAGACAGTGACGA TTGAGGCTGGTGTGTAGCAG
mPDCDILG2 | TGCTGCCGATACTGAACCTG AGTGCATTCTCTGCGGTCAA
mSERPINE2 | AGAGACTCCCTCCCCACATC TTTCTTCTGACACAGCCCCG
COX2

promoter, CGTTTTGGACATTTAGCGTCCC AGCTAAGTTGCTTTCAACAGAAGA
ChIP#1

COXx2

promoter, AAGAAACAAGGAGGGGGTGAA ACGACGCTTAATAGGCTGTATATC
ChIP#2

COX2

promoter, AAGCTATGTATGTATGTGCTGCAT GGACACTTGGCTTCCTCTCC
ChIP#3

COXx2

CCCTCTAAAGACGTACAGACCAGA

CTCTCCTGTCTGATCCCTCCC
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promoter,

ChIP#4

COX2
promoter,

ChIP#5

CGGGCAAAGACTGCGAAGAA

CCCCACAAATTTTTCCCTCCTC

COX2
promoter,

ChIP#6

AGCTTCCTGGGTTTCCGATTT

TGGTCGCTAACCGAGAGAAC

H, human; m, mouse.
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Table S6. List of short interfering RNAs

Sense Antisense
SiDCLK1A GAGGCUUAAUUGACACCUU AAGGUGUCAAUUAAGCCUC
siDCLK1B#1 CCGUUGGUAUUCAGGUCCA UGGACCUGAAUACCAACGG
siDCLK1B#?2 AUGCAGCCAAGUUACCGUC GACGGUAACUUGGCUGCAU
siXRCC5#1 GUGGAAUGAAUACACACAU AUGUGUGUAUUCAUUCCAC
siXRCC5#2 GACUGACCAUUGGCUCCAA UUGGAGCCAAUGGUCAGUC
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Table S7. List of antibodies

Target Conjugation Catalog # Application
Human DCLKI (total) - ab31704 / Abcam IF
Human DCLK1-B - ABC1389 / Sigma-Aldrich IF
- 93790S / Cell Signaling Technology IF
Human EpCam
Alexa488 14-9326-82 / eBioscience™ IF
Mouse DCLK1 - ab31704 / Abcam IF
Mouse GFP - A-11122 / Invitrogen IF
Mouse COX2 - 1228285/ Cell Signaling Technology IF
Mouse XRCC5 - MAS5-12933 / Invitrogen IF
Mouse p-XRCC5 - PAS5-36720 / Invitrogen IF
Goat anti-mouse Alexa488 A32723 / Invitrogen IF
Goat anti-mouse Alexa555 A21422 / Invitrogen IF
Goat anti-rabbit Alexad05 A-31556 / Invitrogen IF
Donkey anti-mouse Alexa488 A-21202 / Invitrogen IF
Donkey anti-rabbit Alexa488 A-21206 / Invitrogen IF
Donkey anti-rabbit Alexa555 A-31572 / Invitrogen IF
Donkey anti-goat Alexad88 A-11055 / Invitrogen IF
Human DCLKI1 (total) - ab31704 / Abcam Immunoblot
Human DCLK1-B - ABC1389 / Sigma-Aldrich Immunoblot
Human XRCC5 - ab80592 / Abcam Immunoblot
Human p-XRCC5 - PA5-38118 / Invitrogen Immunoblot
Human COX2 - 1228285/ Cell Signaling Technology Immunoblot
Human B-actin - A5316 / Sigma-Aldrich Immunoblot
Mouse GFP - A-11122 / Invitrogen Immunoblot
Mouse COX2 - 1228285/ Cell Signaling Technology Immunoblot
Mouse XRCC5 - ab80592 / Abcam Immunoblot
Mouse p-XRCC5 - PA5-36720 / Invitrogen Immunoblot
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chain-specific

Mouse B-actin - A5316 / Sigma-Aldrich Immunoblot
Goat anti-mouse HRP 554002 / BD Pharmigen™ Immunoblot
Goat anti-rabbit HRP 554021 / BD Pharmigen™ Immunoblot

Goat anti-mouse, Light
HRP 911968 / Cell Signaling Technology Immunoblot

HRP, horseradish peroxidase; IF, immunofluorescence
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Supplementary materials and methods

No statistical methods were used to predetermine sample size. The investigators were not blinded to allocation

during experiments and outcome assessment.

Isolating DCLK1-B"&" and DCLK1-B"” HCT116 cells

The green fluorescent protein (GFP) tagged DCLK1-B reporter was constructed by inserting the DCLK1-B
promoter sequence acquired from promoter-reporter constructs used in a previous report [1] into pLenti-
Promoterless-GFP (Promega, Madison, WI, USA). HCT116 cells were infected with lentiviral particles and
selected with puromycin for one week. Dilution cloning was performed to obtain different monoclonal cell
populations. Transfection efficiencies of multiple clones were estimated by GFP intensity detection. Then, for
further experiments, DCLK1-Bh¢" and DCLK1-B'¥ cells were isolated by a fluorescence-activated cell sorting
(FACS) Aria instrument (BD Biosciences, Franklin Lakes, NJ, USA) according to the intrinsic level of DCLK1-

B, represented by GFP intensity.

Generation of DCLK1 overexpression (OE) and knockout (KO) cell lines

Establishment of DCLK1 OE and KO HCT116 cell lines were achieved as described in our previous report [1].
The DCLK1-B KO HCT116 cell line (NM_01195415.1 in NCBI data base) was generated by Transomic
Technologies (Alabama, USA). Two specific guide RNAs (gRNAs) targeting different regions of the human
DCLKI-B gene were designed and cloned into the pCLIP-All (EFS-Puro) expression vector. gRNAs targeting
DCLKI-B were as follows; gDCLKI1-B (I): CCTGAGCGCGGAGTAGAGAGCT, gDCLKI1-B (I):
TTGGCGACTTGCCTGAGCGCGG. HCT116 cells were infected with lentiviral particles containing pCLIP-All
and selected with puromycin for one week. Dilution cloning was performed to obtain different monoclonal cell
populations. The KO efficiencies of multiple clones were estimated by real-time PCR analysis, and then we
selected a single clone showing the most potent KO efficiency from each gRNA sequence. These two clones
generated from two different sequences were subjected to western blot analysis for validating protein ablation.
The two validated clones were used for further experiments. DCLK1-B OE vector (NM_00119541.1, cat # EX-

7.8538-M68) and control empty vector (cat # EX-NEG-M68) were purchased from GeneCopoeia™ (Rockville,
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MD, USA). These vectors were transfected by Lipofectamine 2000 (Invitrogen, Carlsbad, CA, USA) according
to the manufacturer’s recommendations. Dilution cloning was performed to obtain different monoclonal cell
populations. The OE efficiency was estimated at both the mRNA level by real-time PCR and the protein level by

western blotting.

Generation of XRCC5 mutant cell lines

XRCC5 (NM_021141.4) mutant vectors were generated by inducing mutations at threonine 715 of enhanced GFP-
tagged XRCCS5-expressing vector, pPEGFP-C1-FLAG-KU80 (Addgene, Watertown, MA, USA) [2]. Mutagenesis
generating non-phosphorylatable XRCC5 (T715A) and phosphomimetic XRCC5 (T715D) [3] was performed by
Macrogene (Seoul, Republic of Korea). For expressional analysis of COX2 reliant to XRCC5 phosphorylation
status, HEK293T cells were infected with lentiviral particles expressing wild-type (WT) XRCCS5, non-
phosphorylatable XRCCS5 (T715A), and phosphomimetic XRCCS5 (T715D) and selected with G418 for one week.
For functional analysis on phosphorylation of XRCC5, DCLK1-B WT and KO HCT116 cells were infected with
lentiviral particles expressing mutant forms of XRCCS. The transfection efficiency was estimated at the protein

level of eGFP by flow cytometry, and transfected cells were used for further experiments.

Subcutaneous xenograft models

Luciferase-labeled MC-38 cells (C57BL/6J mouse-derived colon carcinoma cell line) or 4T1 cells (Balb/c mouse-
derived breast carcinoma cell line) were inoculated subcutaneously into 5-week-old C57BL/6J mice (5x10*
cells/mouse) or Balb/C mice (1x10° cells/mouse), respectively. Tumor growth was monitored by measuring
luciferase activity for 21 days from cell inoculation (14 days from treatment initiation) until necropsy (n = 5 or 8
for each group, respectively). DCLK1 inhibitor (DCLK1-IN-1) was administered daily for the experimental period.
After necropsy, tumor volumes were calculated as follows: tumor volume = (length x width?)/2. Blood was
collected from the abdominal vena cava, stored in ethylenediamine tetraacetic acid (EDTA) blood collection tubes,
and subjected to PGE2 Elisa Assay (R&D systems, Minneapolis, MN, USA). Age-matched naive C57BL/6J mice
(n=15) and Balb/C mice (n = 8) were used as the control group. DCLK1 OE HCT116 and wild-type HCT116 cells

were inoculated subcutaneously into 8-week-old NSG mice (1x10° cells/mouse). Tumor growth was monitored
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and measured for 35 days from cell inoculation until necropsy (n = 8 for each group). Tumor volumes were

calculated as stated above.

In vivo limiting dilution assay

In vivo limiting dilution assays (LDAs) were performed as described in previous reports [1, 4]. Briefly, primary
tumors were removed and dissociated into single cells to compare the tumor regrowth potential of each group.
After depleting stromal cells with a mouse cell depletion kit (Miltenyl Biotec, Bergisch Gladhac, Germany), the
isolated tumor cells were subcutaneously injected into the inguinal folds of mice with Matrigel at various dilutions.
Tumors formed by this injection were monitored twice a week, and tumor volumes were measured by a caliper.
The definitive ratio of tumor-bearing mice was determined by necropsy, and the frequency of stem cells was

calculated by the extreme LDA webtool (http://bioinf.wehi.edu.au/software/elda).

Intrasplenic inoculation model

A splenic injection experiment was performed to estimate the step governing metastasis and distant organ
colonization. In this model, DCLK1-B WT and DCLK1-B OE HCT116-luc cells (1x10° cells/mouse) were
inoculated into the spleen followed by splenectomy, and the surviving cells that grew in distant organs then
contributed to the formation of liver metastases. Liver metastasis was routinely monitored weekly by visualizing
luciferase activity for 28 days (n = 8 for each group). After sacrifice, the livers were removed to determine liver

metastasis.

AAV9-CMV-GFP construction and tail vein injection

XRCCS knockdown (KD) and control recombinant adeno-associated virus-GFP vector 9 (AAV9-GFP) plasmids
were constructed (Vigene Biosciences, Rockville, MD, USA). The administrations were performed according to
previous studies [5]. Briefly, 1x10'" physical particles of AAV in 100 uL of PBS were injected into the tail veins
of 4-week-old C57BL/6J and C57BL/6J-Apc™™/J mice. Small intestine and colon were removed for GFP

expression evaluation with western blotting and immunohistochemistry. Number of polyps were counted and total
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tumor burden was calculated as follow: number of polyps * 1 (0 mm < polyp < 3 mm), number of polyps * 2 (3

mm < polyp < 5 mm), number of polyps * 3 (5§ mm < polyp).

PGE: ELISA assay

Plasma segregated from blood of experimented mice and protein extracted from xenografted tumor tissue were
analyzed for systemic and local PGE; levels, respectively. Level of PGE, was assessed by PGE, ELISA assay kit
(R&D system, Minneapolis, MN, USA) according to the manufacturer’s instructions. The quantitative analysis of
PGE; was measured at a wavelength of 540 or 570 nm (normalized by 450 nm) using Epoch microplate reader

(Biotek, Winooski, VT, USA).

RNA isolation and real time-qPCR

Total RNA was isolated from mouse tissues or cells using TRIzol reagent (Invitrogen, Waltham, MA, USA). The
purity of RNA was verified by measuring the 260/280 nm and 260/230 nm absorbance ratios. The cDNA templates
were synthesized from 2 pg of total RNA using the PrimeScript™ 1% strand cDNA Synthesis Kit (Takara Bio Inc.,
Kusatsu, Shiga, Japan) with random primers. Then, Power SYBR Green PCR Master Mix and Step-One Real-
time PCR systems (Applied Biosystems, Waltham, MA, USA) were used for the PCR amplification of cDNAs.

The primers used are listed in Table S5.

Gene expression modification via siRNA

Cells were transfected with siRNA targeting specific genes or a nonspecific negative control siRNA (Bioneer,
Daejeon, Republic of Korea) in media (serum-, phenol-, antibiotic-free) with Lipofectamine™ 2000 (Invitrogen)
according to the manufacturer’s instructions. Knockdown efficiency was confirmed by measuring mRNA

expression using reverse transcription PCR and RT-qPCR. The sequences of siRNAs are listed in Table S6.

Protein isolation and western blot analysis
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Tissues or cells were homogenized in radioimmunoprecipitation assay (RIPA) buffer for 20 min on ice. RIPA
buffer was prepared in our laboratory as previously reported [6]. The BCA Protein Assay kit was used to determine
protein concentrations using the bicinchoninic acid (BCA) assay (Thermo Fisher Scientific, Waltham, MA, USA).
Proteins were denatured by boiling at 95 °C for 5 min with sodium dodecyl sulfate (SDS) (Sigma-Aldrich, St.
Louis, MO, USA). On 8 % acrylamide gels, equal amounts of total protein (4-15 g) were electrophoresed, and the
separated proteins were transferred to a polyvinylidene difluoride membrane (MilliporeSigma, Burlington, MA,
USA). The membrane was blocked with 5% bovine serum albumin (Sigma-Aldrich, St. Louis, MO, USA) before
being incubated with the primary antibodies overnight at 4 °C. The membrane was then treated with secondary
antibodies that were conjugated to horseradish peroxidase. Horseradish peroxidase chemiluminescence was
created using ECL reagent (Atto, Tokyo, Japan) and identified using a digital imaging equipment (ProteinSimple,

San Jose, CA, USA). Antibodies used for western blot analyses are listed in Table S7.

Apoptosis assay (Annexin V+)

The rate of cell apoptosis was quantified using apoptosis assays performed with an Annexin V-Fluorescein
isothiocyanate (FITC) Apoptosis Detection Kit I. (BD Biosciences). Washing cells twice with cold PBS yielded
cell suspensions (1x10° cells/mL). The suspension was then transferred to a tube containing 5 L of FITC, annexin
V, and propidium iodide (PI). After gentle vortexing, the mixture was incubated at room temperature for 15 mins

in the dark. After incubation, 400 L of 1 x binding buffer was added before flow cytometry analysis.

Immunofluorescence and quantification

Formalin-fixed and paraffin-embedded sections of CRC patients’ intestinal tissue and primary xenografted tumors
were dewaxed and hydrated in an OTTIX bath (Diapath, Martinengo, Italy). The dewaxed slides were incubated
with specific primary antibodies at 4 °C overnight. After washes with Tris-buffered saline containing 0.5 %
Tween-20 (TBST), slides were incubated with secondary antibodies at room temperature for 20 min. Then, slides
were washed with TBST, and the nuclei were counterstained with DAPI for 10 s. Slides were then dehydrated
using an OTTIX bath (Diapath) and mounted with mounting solution (Vector Laboratories, Burlingame, CA,

USA). Fluorescence was visualized and analyzed using Axio Imager 2 (Carl Zeiss, Oberkochen, Germany). The
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dewaxed slides were stained with hematoxylin (Sigma-Aldrich) and eosin (Diapath) to histologically observe the
morphology of tissues. Images were captured with a phase-contrast microscope (Carl Zeiss). Antibodies used to

visualize proteins by immunofluorescence are listed in Table S7.

Cells were seeded on poly-L-lysine and collagen I-coated cover glasses. After cells were fully attached to the
cover slips, cells were fixed in 4% formalin. Cells were permeabilized, blocked, and stained with specific primary
antibodies listed in Table S7. Nuclei were counterstained with DAPI (Sigma-Aldrich, St. Louis, MO, USA).
Secondary antibodies conjugated with fluorescent dyes were used to visualize target proteins (Table S7).

Fluorescence was visualized using Axio Imager 2 (Carl Zeiss, Oberkochen, Germany).

Luciferase reporter assay

A luciferase COX2-reporter assay was performed as described in a previous publication to analyze the
transcription of COX2 [7]. CRC cells were seeded into 12-well plates. The mixture of DNA (COX2-reporter
vector), B-galactosidase, and Lipofectamine was prepared in the proportions of 1 pg : 1 pg : 2 pL in 50 pL of
serum-free medium/well. Twenty-four hours after the mixed solution was applied to the seeded cells, cells were
lysed. Luciferase reagent was added to detect luciferase activity and detected using a luminometer (Promega,
Madison, WI, USA) according to the manufacturer’s recommendations. The relative COX2 transcription level
was determined by measuring luciferase activity and normalizing the raw results of COX2 expression to [3-

galactosidase expression.

Identification of DCLK1-B-interacting proteins

Potential DCLK1-B-interacting proteins were obtained from whole-protein lysates of HCT116 cells by using
monoclonal antibody-based immunoprecipitation (IP). IP samples incubated with isotype IgG control antibody
were used as negative controls. Peptide samples were obtained by sodium dodecyl sulfate-polyacrylamide gel
electrophoresis (SDS-PAGE) and in-gel digestion with trypsin. The peptide samples were purified and
concentrated using columns containing C18 reverse-phase resin. The peptides were identified by liquid
chromatography with tandem mass spectrometry (LC-MS). Raw mass spectrometric data were processed with

Sorcerer 2™-SEQUEST (Sage N Research, Milpitas, CA, USA). A list of proteins enriched in the DCLK1-IP
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samples versus the IgG control IP samples was obtained by estimating the protein abundance through Top3

analyses.

Clonogenic assay

A clonogenic assay was performed as described in our previous report [1]. Briefly, cells were seeded in 12-well
plates (200 cells/well) and cultured for 14 days. The colonies greater than 50 pum in size were counted after staining

with crystal violet (n = 3/group)

Migration and invasion assay

The Transwell system (8 pm pore size, Corning) was employed for migration and invasion assays. For migration
assays, 3x10° cells were seeded in the upper chambers in serum-free medium, and for invasion assays, 3x10° cells
were seeded in the upper chamber of a Matrigel-coated Transwell system (8 um pore size, Corning) in serum-free
medium. The bottom chamber was filled with medium supplemented with 20% FBS. After incubation for 24 h at
37 °C, the cells that had migrated to or invaded the bottom of the insert membrane were fixed, stained with crystal

violet, and counted under observation with a phase-contrast microscope (Carl Zeiss, biological triplicates).

Cell viability

Cells were seeded in 6-well or 96-well plates and incubated for various time points. The numbers of viable cells
were measured with an automated cell counter (Countess II, ThermoFisher Scientific, Waltham, MA, USA) or
measured by staining with thiazolyl blue tetrazolium bromide (MTT, Sigma-Aldrich, St. Louis, MO, USA), and
the absorbance was measured using a microplate spectrophotometer (Bio-Tek Instruments Inc., Winooski, VT,

USA).

Bioinformatics analysis using an open-source database

To compare the DCLK1 mRNA expression levels between normal and tumor tissues, gene expression data were
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obtained from an open-source database (R2: Genomic analysis and visualization platform). Gene set enrichment
analysis (GSEA) was conducted as described in our previous study [1]. Briefly, the differentially expressed gene
(DEQG) list was obtained using the R2 Platform (GSE21510) by comparing two groups of patients with CRC
(divided according to median DCLK1 level; n = 52/group). Total DEG lists (p < 0.001) were applied as a ranked
gene list. The GSEA of the ranked gene list was conducted using the Java implementation of GSEA obtained from
http://www.broadinstitue.org/gsea/ (1,000 permutations; minimum term size: 15; maximum term size: 500, C2:
all curated genes). The normalized enrichment score accounts for the differences in gene set size. The false

discovery rate g-value was used to set a significance threshold.

RNA sequencing and Ingenuity Pathway Analysis (IPA)

RNA sequencing was performed to observe the altered gene expression signature between DCLK1-B KO and
control (EV-transfected) HCT116 cells. Samples were prepared in biological triplicates, and RNA sequencing
analysis was performed by LAS science (Seoul, Republic of Korea). Briefly, the mRNA sequencing library was
prepared using a TruSeq Stranded mRNA Sample Preparation Kit and the Illumina NextSeq platform. The whole
list of DEGs altered in DCLK1-KO HCT116 cells was subjected to IPA (Qiagen, Redwood City, CA, USA) to
identify the potential diseases, functions, and upstream regulators that are significantly associated with DCLK1 -

B KO.

ChIP assay

Reagents were used according to the manufacturer’s recommendations (EZ ChIP, #17-371, Upstate). For ChIP
assays, cells in culture (70 — 80 % confluent) were fixed in 1 % formaldehyde to crosslink DNA to bound proteins,
and the reaction was stopped by adding 0.125 M glycine. Cells were washed with cold PBS, pelleted at 4 °C in
the presence of protease inhibitor cocktail (Sigma) and resuspended in 500 pL of ChIP sonication buffer (20 %
SDS and protease inhibitors), followed by sonication and centrifugation of fragments (200—700 bp long) at 10,000
RPM. The crosslinked chromatin supernatant was immunoprecipitated using target-specific antibody (2 pg
purified IgG) at 4 °C overnight. Control samples contained no antibody. For obtaining input levels of the

corresponding proteins, equivalent numbers of cells were also processed for western immunoblot analysis. Protein
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A agarose beads, preabsorbed by salmon sperm DNA (100 pg/mL) were added to the chromatin-antibody complex
and centrifuged to sediment the beads. The beads were washed with cold buffer, and DNA was eluted from the
beads with elution buffer (Elution Reagent C, #20-294). DNA in the supernatant was precipitated using a high-
salt method according to the manufacturer's recommendations. The extracted DNA was purified using a kit, and
2 uL of the purified DNA was used for PCR amplification with specific primers designed around the transcription
factor binding site of interest. The binding site of XRCC5 on the COX2 promoter was amplified using primer sets

shown in Table S5.

In vitro limiting dilution assay

To examine their self-renewal ability, cells were seeded in sphere culture conditions (poly-HEMA-coated plates;
Sigma #P3932) at varying cell densities of 10, 100, 500, 1000, 5000 and 10,000. After 14 days of culture, the
number of wells with spheres was counted (n = 12/group) and analyzed by the extreme LDA webtool

(http://bioinf. wehi.edu.au/software/elda) as described in a previous report [6]. p values indicate statistical

significance of differences in stem cell frequencies between any of the groups. For the sphere formation assay,
cells were seeded at varying cell densities and incubated under sphere culture conditions, and then the number of

spheres was counted and their size measured (n = 4/group).

In silico virtual screening

To explore a new compound targeting DCLK kinase, in silico virtual screening was performed based on the X-
ray crystal structure of the DCLK1 kinase domain (Protein Data Bank ID: 5JZN). Interactions of new compound
DDQ-1 and DCLK1 kinase domain was investigated by docking simulation using DCOKER algorithms in

Discover Studio program (Accelrys, San Diego, CA, USA).
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Table S2. List of DEGs in DCLK1-high versus DCLK1-low tumours from patients with CRC

1D P.Value logFC Gene.symbol Gene.title
235570_at 8.37E-12 7.43E-01 RBMS3 RNA binding motif single stranded interacting protein 3
238447 _at 8.43E-12 8.76E-01 RBMS3 RNA binding motif single stranded interacting protein 3
229530_at 1.21E-11 1.12 GUCY1A3 guanylate cyclase 1 soluble subunit alpha
205609 _at 1.26E-11 8.85E-01 ANGPT1 angiopoietin 1
213891_s_at 3.22E-11 7.88E-01 TCF4 transcription factor 4
205529 _s_at 4.68E-11 7.31E-01 RUNX1T1 RUNX1 translocation partner 1
209242_at 7.23E-11 5.71E-01 PEG3 paternally expressed 3
203817_at 9.15E-11 8.68E-01 GUCY1B3 guanylate cyclase 1 soluble subunit beta
227235_at 1.09E-10 1.17 GUCY1A3 guanylate cyclase 1 soluble subunit alpha
228827_at 1.89E-10 8.51E-01 RUNX1T1 RUNX1 translocation partner 1
209708 _at 3.03E-10 9.18E-01 MOXD1 monooxygenase DBH like 1
205407_at 3.11E-10 7.14E-01 RECK reversion inducing cysteine rich protein with kazal motifs
212385_at 4.53E-10 6.73E-01 TCF4 transcription factor 4
212764 _at 6.13E-10 8.14E-01 ZEB1 zinc finger E-box binding homeobox 1
235518 at 6.21E-10 8.38E-01 SLC8A1 solute carrier family 8 member Al
212386_at 8.50E-10 7.49E-01 TCF4 transcription factor 4
203753_at 1.22E-09 7.25E-01 TCF4 transcription factor 4
212387_at 1.28E-09 7.53E-01 TCF4 transcription factor 4
201843_s_at 1.39E-09 9.05E-01 EFEMP1 EGF containing fibulin like extracellular matrix protein 1
212382_at 1.73E-09 8.52E-01 TCF4 transcription factor 4
1554474 _a_at 1.78E-09 4.65E-01 MOXD1 monooxygenase DBH like 1
227662_at 1.97E-09 1.21 SYNPO2 synaptopodin 2
221942_s_at 2.01E-09 9.56E-01 GUCY1A3 guanylate cyclase 1 soluble subunit alpha
228333_at 2.05E-09 6.51E-01 ZEB2 zinc finger E-box binding homeobox 2
228636_at 2.60E-09 9.43E-01 BHLHE22 basic helix-loop-helix family member e22
244050_at 3.32E-09 1.05 HACD4 3-hydroxyacyl-CoA dehydratase 4
212636_at 3.34E-09 9.27E-01 QKI QKI, KH domain containing RNA binding
232113_at 3.44E-09 1.13
227561 _at 3.46E-09 5.33E-01 DDR2 discoidin domain receptor tyrosine kinase 2
227059 _at 3.60E-09 7.75E-01 GPC6 glypican 6
217757 _at 4.63E-09 7.30E-01 A2M alpha-2-macroglobulin
202994 _s_at 4.85E-09 7.38E-01 FBLN1 fibulin 1
213306_at 4.89E-09 5.22E-01 MPDZ multiple PDZ domain crumbs cell polarity complex component
204359_at 5.69E-09 7.18E-01 | LOC100506718///FLRT2 |uncharacterized LOC100506718///fibronectin leucine rich transmembrane protein 2
206101_at 5.76E-09 7.39E-01 ECM2 extracellular matrix protein 2
227623_at 6.77E-09 8.49E-01 CACNA2D1 calcium voltage-gated channel auxiliary subunit alpha2delta 1
223672_at 8.00E-09 5.36E-01 SGIP1 SH3 domain GRB2 like endophilin interacting protein 1
209335_at 8.70E-09 9.40E-01 DCN decorin
227554 _at 1.22E-08 3.63E-01 MAGI2-AS3 MAGI2 antisense RNA 3
226751_at 1.28E-08 5.07E-01 CNRIP1 cannabinoid receptor interacting protein 1
223475_at 1.65E-08 8.88E-01 CRISPLD1 cysteine rich secretory protein LCCL domain containing 1
233364_s_at 1.75E-08 5.19E-01
201842_s_at 1.87E-08 1.12 EFEMP1 EGF containing fibulin like extracellular matrix protein 1
227688 _at 2.16E-08 4.73E-01 LRCH2 leucine rich repeats and calponin homology domain containing 2
1556427_s_at 3.19E-08 3.97E-01 LRRN4CL LRRN4 C-terminal like
212758 s_at 3.20E-08 5.36E-01 ZEB1 zinc finger E-box binding homeobox 1
223343_at 3.51E-08 1.01 MS4A7 membrane spanning 4-domains A7
225381 _at 3.56E-08 4.76E-01 MIR100HG mir-100-let-7a-2 cluster host gene
205079_s_at 3.82E-08 3.12E-01 MPDZ multiple PDZ domain crumbs cell polarity complex component
209210_s_at 3.89E-08 7.65E-01 FERMT2 fermitin family member 2
230550_at 4.11E-08 9.47E-01 MS4A6A membrane spanning 4-domains A6A
225442 _at 4.13E-08 7.36E-01 DDR2 discoidin domain receptor tyrosine kinase 2
203180_at 4.27E-08 9.59E-01 ALDH1A3 aldehyde dehydrogenase 1 family member A3
201163_s_at 4.65E-08 5.17E-01 IGFBP7 insulin like growth factor binding protein 7
212646_at 4.65E-08 6.36E-01 RFTN1 raftlin, lipid raft linker 1
211959 at 4.72E-08 9.85E-01 IGFBPS insulin like growth factor binding protein 5
202291_s_at 5.90E-08 9.14E-01 MGP matrix Gla protein
205399 _at 5.91E-08 4.47E-01 DCLK1 doublecortin like kinase 1
209539 _at 6.26E-08 6.04E-01 ARHGEF6 Rac/Cdc42 guanine nucleotide exchange factor 6
202191_s_at 6.44E-08 4.26E-01 GAS7 growth arrest specific 7
235616_at 6.97E-08 4.63E-01 TSHZ2 teashirt zinc finger homeobox 2
225710_at 7.12E-08 7.81E-01 GNB4 G protein subunit beta 4
212157 _at 7.82E-08 5.22E-01 SDC2 syndecan 2
206070_s_at 8.49E-08 7.06E-01 EPHA3 EPH receptor A3
210643_at 1.04E-07 1.29 TNFSF11 tumor necrosis factor superfamily member 11
201162_at 1.05E-07 5.83E-01 IGFBP7 insulin like growth factor binding protein 7
222146_s_at 1.06E-07 5.86E-01 TCF4 transcription factor 4
229357_at 1.14E-07 7.93E-01 ADAMTSS ADAM metallopeptidase with thrombospondin type 1 motif 5
225782_at 1.14E-07 9.62E-01 MSRB3 methionine sulfoxide reductase B3
205898 _at 1.20E-07 5.33E-01 CX3CR1 C-X3-C motif chemokine receptor 1
203485_at 1.35E-07 6.72E-01 RTN1 reticulon 1
212158 at 1.46E-07 7.69E-01 SDC2 syndecan 2
244740_at 1.47€E-07 3.07E-01
230493_at 1.58E-07 1.17 SHISA2 shisa family member 2




227478 _at 1.58E-07 8.88E-01 SETBP1 SET binding protein 1

230730_at 1.66E-07 4.00E-01 SGCD sarcoglycan delta

231001_at 1.69E-07 3.20E-01 FIBIN fin bud initiation factor homolog (zebrafish)
206481_s_at 1.76E-07 6.15E-01 LDB2 LIM domain binding 2

209200_at 1.81E-07 7.13E-01 MEF2C myocyte enhancer factor 2C

204557_s_at 1.92E-07 2.65E-01 DZIP1 DAZ interacting zinc finger protein 1
222033_s_at 2.05E-07 3.52E-01 FLT1 fms related tyrosine kinase 1

236600_at 2.22E-07 4.97E-01 SPG20 spastic paraplegia 20 (Troyer syndrome)
219087_at 2.24E-07 1.49 ASPN asporin

228850_s_at 2.25E-07 4.12E-01 SLIT2 slit guidance ligand 2

208308 _s_at 2.36E-07 -6.74E-01 GPI glucose-6-phosphate isomerase
208396_s_at 2.45E-07 4.35E-01 PDE1A phosphodiesterase 1A

209348 s_at 2.53E-07 7.26E-01 MAF MAF bZIP transcription factor

228176_at 2.56E-07 6.39E-01 S1PR3 sphingosine-1-phosphate receptor 3
226769 _at 2.71E-07 7.86E-01 FIBIN fin bud initiation factor homolog (zebrafish)
205982_x_at 2.72E-07 -1.78E-01 SFTPC surfactant protein C

213800_at 2.78E-07 7.93E-01 CFH complement factor H

228837_at 2.95E-07 3.27E-01 TCF4 transcription factor 4

235183 _at 3.17E-07 5.52E-01 FILIP1 filamin A interacting protein 1

225163_at 3.25E-07 5.47E-01 FRMD4A FERM domain containing 4A

212526_at 3.48E-07 6.34E-01 SPG20 spastic paraplegia 20 (Troyer syndrome)
203603_s_at 3.51E-07 7.28E-01 ZEB2 zinc finger E-box binding homeobox 2
229800_at 3.63E-07 5.28E-01 DCLK1 doublecortin like kinase 1

223395_at 3.67E-07 1.03 ABI3BP ABI family member 3 binding protein
228438 _at 3.84E-07 3.41E-01 MSC-AS1 MSC antisense RNA 1

231234 _at 3.95E-07 3.67E-01 CTSC cathepsin C

228750_at 4.15E-07 7.14E-01 COL14A1 collagen type XIV alpha 1 chain

242332_at 4.67E-07 2.58E-01 FENDRR FOXF1 adjacent non-coding developmental regulatory RNA
218718 at 4.95E-07 8.67E-01 PDGFC platelet derived growth factor C

205608 _s_at 5.10E-07 3.31E-01 ANGPT1 angiopoietin 1

219935_at 5.24E-07 5.87E-01 ADAMTSS ADAM metallopeptidase with thrombospondin type 1 motif 5
208747_s_at 5.41E-07 7.38E-01 C1S complement component 1, s subcomponent
224694 _at 5.42E-07 8.83E-01 ANTXR1 anthrax toxin receptor 1

227761_at 5.49E-07 6.46E-01 MYO5A myosin VA

1552696_at 5.51E-07 -3.03E-01 NIPA1 non imprinted in Prader-Willi/Angelman syndrome 1
219666_at 5.63E-07 6.42E-01 MS4A6A membrane spanning 4-domains A6A
212077_at 5.65E-07 6.68E-01 CALD1 caldesmon 1

65718_at 5.71E-07 2.42E-01 ADGRA2 adhesion G protein-coupled receptor A2
202555_s_at 5.90E-07 6.00E-01 MYLK myosin light chain kinase

212353_at 6.04E-07 1.01 SULF1 sulfatase 1

244521 _at 6.50E-07 4.98E-01 TSHZ2 teashirt zinc finger homeobox 2
211813_x_at 6.57E-07 7.06E-01 DCN decorin

227070_at 7.92E-07 7.84E-01 GLT8D2 glycosyltransferase 8 domain containing 2
206317_s_at 8.01E-07 -2.25E-01 ABCB8 ATP binding cassette subfamily B member 8
219607_s_at 8.01E-07 1.01 MS4A4A membrane spanning 4-domains A4A
212865_s_at 8.04E-07 6.52E-01 COL14A1 collagen type XIV alpha 1 chain
207173_x_at 8.32E-07 8.51E-01 CDH11 cadherin 11

219427 _at 8.93E-07 7.05E-01 FAT4 FAT atypical cadherin 4

222717 _at 9.05E-07 5.84E-01 SDPR serum deprivation response

226322_at 9.36E-07 6.26E-01 TMTC1 transmembrane and tetratricopeptide repeat containing 1
213069 _at 9.37E-07 5.62E-01 HEG1 heart development protein with EGF like domains 1
225895_at 9.37E-07 9.41E-01 SYNPO2 synaptopodin 2

211896_s_at 1.03E-06 8.73E-01 DCN decorin

226621_at 1.05E-06 5.57E-01 OSMR oncostatin M receptor

231747 _at 1.10E-06 6.15E-01 CYSLTR1 cysteinyl leukotriene receptor 1
218656_s_at 1.13E-06 5.88E-01 LHFP lipoma HMGIC fusion partner

235593 _at 1.16E-06 2.75E-01 ZEB2 zinc finger E-box binding homeobox 2
223620_at 1.17E-06 8.14E-01 GPR34 G protein-coupled receptor 34

241789 _at 1.19E-06 3.37E-01 RBMS3 RNA binding motif single stranded interacting protein 3
209906_at 1.24E-06 4.56E-01 C3AR1 complement component 3a receptor 1
226225_at 1.32E-06 7.06E-01 MCC mutated in colorectal cancers

215051_x_at 1.47E-06 4.51E-01 AlF1 allograft inflammatory factor 1

225575_at 1.50E-06 7.19E-01 LIFR leukemia inhibitory factor receptor alpha
219777_at 1.61E-06 7.55E-01 GIMAP6 GTPase, IMAP family member 6

206932_at 1.77E-06 9.81E-01 CH25H cholesterol 25-hydroxylase

236277_at 1.85E-06 4.52E-01 PAK3 p21 (RAC1) activated kinase 3

230744 _at 1.86E-06 2.61E-01 FSTL1 follistatin like 1

212230_at 1.87E-06 5.58E-01 PLPP3 phospholipid phosphatase 3

229910_at 1.88E-06 3.42E-01 SHE Src homology 2 domain containing E
223344 s_at 1.88E-06 4.16E-01 MS4A7 membrane spanning 4-domains A7
213416_at 1.95E-06 7.35E-01 ITGA4 integrin subunit alpha 4

227705_at 2.01E-06 4.92E-01 TCEAL7 transcription elongation factor A like 7
213429 _at 2.03E-06 7.15E-01 BICC1 BicC family RNA binding protein 1
240232_at 2.07E-06 4.25E-01

1561099 _at 2.08E-06 -1.31E-01 TBC1D22A-AS1 TBC1D22A antisense RNA 1

204464 _s_at 2.09E-06 1.06 EDNRA endothelin receptor type A

225720_at 2.15E-06 7.84E-01 SYNPO2 synaptopodin 2




211365_s_at 2.16E-06 -1.65E-01 PCDHA2 protocadherin alpha 2

215388 _s_at 2.20E-06 7.26E-01 CFHR1///CFH complement factor H related 1///complement factor H

215049 x_at 2.24E-06 7.02E-01 CD163 CD163 molecule

213241 _at 2.24E-06 7.10E-01 PLXNC1 plexin C1

208676_s_at 2.28E-06 -2.77E-01 PA2G4 proliferation-associated 2G4

236995_x_at 2.32E-06 1.93E-01 TFEC transcription factor EC

235318 at 2.36E-06 6.38E-01 FBN1 fibrillin 1

236151_at 2.37E-06 -1.53E-01 SRRM4 serine/arginine repetitive matrix 4

222453 _at 2.41E-06 8.24E-01 CYBRD1 cytochrome b reductase 1

213423_x_at 2.42E-06 4.57E-01 TUSC3 tumor suppressor candidate 3

239710_at 2.65E-06 2.31E-01 FIGN fidgetin, microtubule severing factor

236038 _at 2.67E-06 1.92E-01 RNF150 ring finger protein 150

206408 _at 2.67E-06 2.04E-01 LRRTM2 leucine rich repeat transmembrane neuronal 2

204939 _s_at 2.70E-06 8.58E-01 PLN phospholamban

228376_at 2.71E-06 4.66E-01 GGTA1P glycoprotein, alpha-galactosyltransferase 1 pseudogene

204236_at 2.77E-06 6.19E-01 FLI1 Fli-1 proto-oncogene, ETS transcription factor

226237_at 2.79E-06 1.22 COL8A1 collagen type VIl alpha 1 chain

239262_at 2.82E-06 2.99E-01

228554 _at 2.89E-06 2.45E-01 PGR progesterone receptor

229554 _at 2.90E-06 8.37E-01 LUM lumican

228602_at 2.91E-06 3.81E-01 SGCD sarcoglycan delta

224356_x_at 3.02E-06 7.56E-01 MS4A6A membrane spanning 4-domains A6A

214807_at 3.06E-06 6.41E-01 PLXDC2 plexin domain containing 2

209967_s_at 3.07E-06 4.41E-01 CREM cAMP responsive element modulator

224823 _at 3.13E-06 6.49E-01 MYLK myosin light chain kinase

225275_at 3.14E-06 7.64E-01 EDIL3 EGF like repeats and discoidin domains 3

215951 _at 3.14E-06 -1.41E-01 TBC1D2B TBC1 domain family member 2B

219279 _at 3.18E-06 5.73E-01 DOCK10 dedicator of cytokinesis 10

1561615_s_at 3.19E-06 3.91E-01 SLC8A1 solute carrier family 8 member Al

218939 _at 3.32E-06 -2.76E-01 LETM1 leucine zipper and EF-hand containing transmembrane protein 1

230722_at 3.37E-06 3.73E-01 BNC2 basonuclin 2

201893_x_at 3.39E-06 7.06E-01 DCN decorin

211485_s_at 3.61E-06 -2.58E-01 FGF18 fibroblast growth factor 18

203868_s_at 3.77E-06 7.83E-01 VCAM1 vascular cell adhesion molecule 1

226497_s_at 3.78E-06 4.83E-01 FLT1 fms related tyrosine kinase 1

202664 _at 3.79E-06 7.05E-01 WIPF1 WAS/WASL interacting protein family member 1

201540_at 3.97E-06 6.41E-01 FHL1 four and a half LIM domains 1

206584 _at 4.02E-06 9.27E-01 LY96 lymphocyte antigen 96

227140_at 4.03E-06 7.67E-01 INHBA inhibin beta A subunit

235368_at 4.04E-06 5.18E-01 ADAMTSS ADAM metallopeptidase with thrombospondin type 1 motif 5

216232_s_at 4.07E-06 -4.01E-01 GCN1 GCN1, elF2 alpha kinase activator homolog

208782_at 4.09E-06 5.64E-01 FSTL1 follistatin like 1

232675_s_at 4.10E-06 -2.69E-01 UCKL1 uridine-cytidine kinase 1 like 1

216321_s_at 4.13E-06 8.37E-01 NR3C1 nuclear receptor subfamily 3 group C member 1

204861_s_at 4.13E-06 3.60E-01 NAIP NLR family apoptosis inhibitory protein

218001_at 4.15E-06 -5.18E-01 MRPS2 mitochondrial ribosomal protein S2

227646_at 4.24E-06 4.75E-01 EBF1 early B-cell factor 1

225990_at 4.34E-06 3.16E-01 BOC BOC cell adhesion associated, oncogene regulated

239580_at 4.34E-06 2.37E-01 GUCY1A3 guanylate cyclase 1 soluble subunit alpha

218918_at 4.43E-06 5.38E-01 MAN1C1 mannosidase alpha class 1C member 1

230264_s_at 4.54E-06 5.81E-01 AP1S2 adaptor related protein complex 1 sigma 2 subunit

218820_at 4.55E-06 3.60E-01 Cl4orf132 chromosome 14 open reading frame 132

238458 _at 4.56E-06 3.60E-01 MICU3 mitochondrial calcium uptake family member 3

225481 _at 4.68E-06 6.30E-01 FRMD6 FERM domain containing 6

206363_at 4.80E-06 4.68E-01 MAF MAF bZIP transcription factor

210362_x_at 4.83E-06 -1.88E-01 PML promyelocytic leukemia

243306_s_at 4.95E-06 -1.23E-01 GCC1 GRIP and coiled-coil domain containing 1

203505_at 4.95E-06 5.72E-01 ABCA1 ATP binding cassette subfamily A member 1

223280_x_at 5.06E-06 6.91E-01 MS4A6A membrane spanning 4-domains A6A

210960_at 5.14E-06 -1.19E-01 ADRA1D adrenoceptor alpha 1D

229029 _at 5.24E-06 2.54E-01 CAMK4 calcium/calmodulin dependent protein kinase IV

229327_s_at 5.29E-06 6.06E-01 MAF MAF bZIP transcription factor

212067_s_at 5.30E-06 5.26E-01 C1R complement C1r subcomponent

226841_at 5.32E-06 6.96E-01 MPEG1 macrophage expressed 1

202159 _at 5.37E-06 -3.95E-01 FARSA phenylalanyl-tRNA synthetase alpha subunit

205347_s_at 5.45E-06 6.18E-01 TMSB15B///TMSB15A [thymosin beta 15B///thymosin beta 15a

223774 at 5 59E-06 4.82E.01 SNORA16A///SNORA61//|small nucleolar RNA, H/ACA box 16A///small nucleolar RNA, H/ACA box 61///small
/SNORA44///SNHG12 [nucleolar RNA, H/ACA box 44///small nucleolar RNA host gene 12

228471_at 5.64E-06 6.44E-01 ANKRD44 ankyrin repeat domain 44

232090_at 5.78E-06 6.65E-01 DNM30S DNM3 opposite strand/antisense RNA

203923_s_at 5.85E-06 3.99E-01 CYBB cytochrome b-245 beta chain

217926_at 5.92E-06 -3.72E-01 C190rf53 chromosome 19 open reading frame 53

225721 _at 6.03E-06 5.95E-01 SYNPO2 synaptopodin 2

231167_at 6.08E-06 5.46E-01

203185_at 6.12E-06 4.39E-01 RASSF2 Ras association domain family member 2

203645_s_at 6.14E-06 7.33E-01 CD163 CD163 molecule




202766_s_at 6.17E-06 7.35E-01 FBN1 fibrillin 1
232016_at 6.18E-06 -1.95E-01 FAN1 FANCD2/FANCI-associated nuclease 1
1554483 _at 6.42E-06 -2.15E-01 TMEM37 transmembrane protein 37
222885_at 6.65E-06 5.29E-01 EMCN endomucin
218308_at 6.65E-06 -5.08E-01 TACC3 transforming acidic coiled-coil containing protein 3
204463_s_at 6.79E-06 1.05 EDNRA endothelin receptor type A
217764_s_at 6.88E-06 7.02E-01 RAB31 RAB31, member RAS oncogene family
217767_at 6.94E-06 9.82E-01 C3 complement component 3
209285_s_at 6.98E-06 4.69E-01 FAM208A family with sequence similarity 208 member A
223922_x_at 7.01E-06 4.97E-01 MS4A6A membrane spanning 4-domains A6A
209621_s_at 7.06E-06 5.89E-01 PDLIM3 PDZ and LIM domain 3
227096_at 7.07E-06 -1.86E-01 JOSD2 Josephin domain containing 2
224325_at 7.33E-06 4.36E-01 MIR4683///FZD8 microRNA 4683///frizzled class receptor 8
213910_at 7.37E-06 1.84E-01 IGFBP7 insulin like growth factor binding protein 7
221049 _s_at 7.37E-06 -2.20E-01 POLL polymerase (DNA) lambda
212609 _s_at 7.39E-06 6.03E-01 AKT3 AKT serine/threonine kinase 3
204646_at 7.40E-06 9.69E-01 DPYD dihydropyrimidine dehydrogenase
205528 _s_at 7.54E-06 2.41E-01 RUNX1T1 RUNX1 translocation partner 1
201615_x_at 7.54E-06 5.09E-01 CALD1 caldesmon 1
complement component 4B (Chido blood group), copy 2///complement component 4B
214428 _x_at 7:59E-06 5.46E-01 C4B_2///CaB//[CAA (Chido blood group)///complement component 4A (Rodgers blood group)
209732_at 7.81E-06 7.39E-01 CLEC2B C-type lectin domain family 2 member B
204682_at 7.94E-06 4.71E-01 LTBP2 latent transforming growth factor beta binding protein 2
201617_x_at 8.01E-06 7.59E-01 CALD1 caldesmon 1
205935_at 8.04E-06 5.59E-01 FOXF1 forkhead box F1
207539 _s_at 8.25E-06 -1.21E-01 IL4 interleukin 4
222643_s_at 8.33E-06 -1.33E-01 BBS1 Bardet-Biedl syndrome 1
209550_at 8.41E-06 7.71E-01 NDN necdin, MAGE family member
1559438 at 8.50E-06 -1.45E-01 C210rf58 chromosome 21 open reading frame 58
219243 _at 8.71E-06 5.06E-01 GIMAP4 GTPase, IMAP family member 4
214227 _at 8.75E-06 -1.35E-01
212813 _at 8.96E-06 3.57E-01 JAM3 junctional adhesion molecule 3
209493_at 8.96E-06 8.53E-01 PDZD2 PDZ domain containing 2
202115_s_at 9.19E-06 -3.33E-01 NOC2L NOC2 like nucleolar associated transcriptional repressor
239952_at 9.25E-06 2.11E-01 ZEB1 zinc finger E-box binding homeobox 1
220262_s_at 9.46E-06 -1.76E-01 DLK2 delta like non-canonical Notch ligand 2
214180_at 9.67E-06 3.63E-01 MAN1C1 mannosidase alpha class 1C member 1
207426_s_at 9.81E-06 6.69E-01 TNFSF4 tumor necrosis factor superfamily member 4
225975_at 9.85E-06 6.66E-01 PCDH18 protocadherin 18
213384 x_at 9.89E-06 -2.28E-01 PLCB3 phospholipase C beta 3
222812_s_at 1.01E-05 -3.43E-01 RHOF ras homolog family member F, filopodia associated
239294 _at 1.03E-05 8.13E-01 PIK3CG phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit gamma
36030_at 1.04E-05 2.80E-01 IFFO1 intermediate filament family orphan 1
213139 at 1.04E-05 6.11E-01 SNAI2 snail family transcriptional repressor 2
230414 _s_at 1.08E-05 -1.28E-01 TMEM170A transmembrane protein 170A
242828 at 1.09E-05 1.60E-01 FIGN fidgetin, microtubule severing factor
225464 _at 1.11E-05 6.42E-01 FRMD6 FERM domain containing 6
1565823 _at 1.11E-05 8.05E-01 SEP7 septin 7
227095_at 1.11E-05 5.21E-01 LEPROT leptin receptor overlapping transcript
207490_at 1.12E-05 -1.85E-01 TUBA4B tubulin alpha 4b
1555255_a_at 1.14E-05 -3.25E-01 PPIP5K1 diphosphoinositol pentakisphosphate kinase 1
207026_s_at 1.16E-05 -1.83E-01 ATP2B3 ATPase plasma membrane Ca2+ transporting 3
204774 _at 1.19E-05 8.45E-01 EVI2A ecotropic viral integration site 2A
213095_x_at 1.20E-05 4.13E-01 AIF1 allograft inflammatory factor 1
221541 _at 1.20E-05 5.94E-01 CRISPLD2 cysteine rich secretory protein LCCL domain containing 2
234721_s_at 1.20E-05 -1.64E-01 CYP26B1 cytochrome P450 family 26 subfamily B member 1
214301_s_at 1.21E-05 -1.24E-01 DPYSL4 dihydropyrimidinase like 4
212844 at 1.23E-05 -2.14E-01 RRP1B ribosomal RNA processing 1B
201744 _s_at 1.23E-05 6.24E-01 LUM lumican
1566816_at 1.31E-05 -1.64E-01 FGF22 fibroblast growth factor 22
220146_at 1.32E-05 4.21E-01 TLR7 toll like receptor 7
217755_at 1.33E-05 -5.52E-01 HN1 hematological and neurological expressed 1
225450_at 1.34E-05 4.12E-01 AMOTL1 angiomotin like 1
218296 x_at 1.36E-05 3.32E-01 MSTO2P///MSTOL misato family member 2, pseudogene///misato 1, mitochondrial distribution and
morphology regulator
226766_at 1.36E-05 8.70E-01 ROBO2 roundabout guidance receptor 2
214844 s_at 1.41E-05 3.32E-01 DOK5 docking protein 5
223743_s_at 1.41E-05 -5.89E-01 MRPL4 mitochondrial ribosomal protein L4
224822 _at 1.42E-05 6.61E-01 DLC1 DLC1 Rho GTPase activating protein
203083_at 1.43E-05 1.14 THBS2 thrombospondin 2
228665_at 1.44E-05 4.95E-01 CYYR1 cysteine and tyrosine rich 1
209209_s_at 1.44E-05 2.76E-01 FERMT2 fermitin family member 2
224964 _s_at 1.44E-05 6.48E-01 GNG2 G protein subunit gamma 2
203989_x_at 1.46E-05 4.82E-01 F2R coagulation factor Il thrombin receptor
232612_s_at 1.47E-05 -3.35E-01 ATG16L1 autophagy related 16 like 1
231213 _at 1.48E-05 2.63E-01 PDE1A phosphodiesterase 1A




200795_at 1.48E-05 7.41E-01 SPARCL1 SPARC like 1

218353_at 1.51E-05 7.08E-01 RGS5 regulator of G-protein signaling 5

202686_s_at 1.56E-05 5.29E-01 AXL AXL receptor tyrosine kinase

215306_at 1.58E-05 3.22E-01

222391 _at 1.59E-05 4.36E-01 TMEM30A transmembrane protein 30A

231993_at 1.60E-05 3.32E-01 ITGBL1 integrin subunit beta like 1

228692_at 1.63E-05 5.33E-01 PREX2 phosphatidylinositol-3,4,5-trisphosphate dependent Rac exchange factor 2
231983_at 1.65E-05 -3.56E-01 IBA57 IBA57 homolog, iron-sulfur cluster assembly

219574 _at 1.70E-05 4.66E-01 01-3 membrane associated ring-CH-type finger 1
222671_s_at 1.72E-05 -2.88E-01 JMID4 jumonji domain containing 4

241698 _at 1.72E-05 2.15E-01 RFTN2 raftlin family member 2

229383_at 1.73E-05 4.79E-01 01-3 membrane associated ring-CH-type finger 1
1562903_at 1.74E-05 -1.63E-01 FAMS86B3P family with sequence similarity 86, member A pseudogene
207866_at 1.74E-05 -1.67E-01 BMP8A bone morphogenetic protein 8a

214326_x_at 1.80E-05 -1.84E-01 JUND JunD proto-oncogene, AP-1 transcription factor subunit
227360_at 1.81E-05 -1.52E-01

238478 _at 1.82E-05 3.96E-01 BNC2 basonuclin 2

206715_at 1.84E-05 7.19E-01 TFEC transcription factor EC

238146_at 1.86E-05 4.89E-01

223690_at 1.87E-05 3.79E-01 LTBP2 latent transforming growth factor beta binding protein 2
243366_s_at 1.90E-05 5.91E-01 ITGA4 integrin subunit alpha 4

210302_s_at 1.90E-05 4.69E-01 MAB21L2 mab-21 like 2

214770_at 1.91E-05 6.18E-01 MSR1 macrophage scavenger receptor 1

201264 _at 1.94E-05 -4.71E-01 COPE coatomer protein complex subunit epsilon

202948 _at 1.95E-05 5.59E-01 ILIR1 interleukin 1 receptor type 1

1555611 s_at 1.96E-05 -1.59E-01 MBD1 methyl-CpG binding domain protein 1

243041_s_at 1.96E-05 1.86E-01

60794 _f at 1.98E-05 4.95E-01 ZNF814 zinc finger protein 814

227874 at 1.99E-05 4.36E-01 EMCN endomucin

204940_at 2.01E-05 4.72E-01 PLN phospholamban

210405_x_at 2.05E-05 -3.35E-01 TNFRSF10B TNF receptor superfamily member 10b

228149 at 2.05E-05 4.89E-01 BMT2 base methyltransferase of 255 rRNA 2 homolog
201168 x_at 2.05E-05 -2.96E-01 ARHGDIA Rho GDP dissociation inhibitor alpha

201251_at 2.07E-05 -5.74E-01 PKM pyruvate kinase, muscle

1554553_s_at 2.08E-05 -4.02E-01 YIF1B Yip1 interacting factor homolog B, membrane trafficking protein
244741 s_at 2.11E-05 2.28E-01 ZNF667-AS1 ZNF667 antisense RNA 1 (head to head)

202450_s_at 2.12E-05 6.42E-01 CTSK cathepsin K

203926_x_at 2.14E-05 -3.44E-01 ATP5D ATP synthase, H+ transporting, mitochondrial F1 complex, delta subunit
1570307_s_at 2.16E-05 -1.62E-01 ST18 ST18, C2H2C-type zinc finger

226771_at 2.17E-05 4.12E-01 ATP8B2 ATPase phospholipid transporting 882

231980_at 2.20E-05 1.44E-01 DOK6 docking protein 6

1555222_a_at 2.20E-05 -1.33E-01 LOC101927122 uncharacterized LOC101927122

213726_x_at 2.20E-05 -3.95E-01 TUBB4B tubulin beta 4B class IVb

208131_s_at 2.20E-05 4.45E-01 PTGIS prostaglandin 12 (prostacyclin) synthase

204894 _s_at 2.21E-05 4.20E-01 AOC3 amine oxidase, copper containing 3

230467_at 2.21E-05 -2.96E-01 TMEM52 transmembrane protein 52

1552316_a_at 2.27E-05 4.07E-01 GIMAP1 GTPase, IMAP family member 1

204749 _at 2.27E-05 4.51E-01 NAP1L3 nucleosome assembly protein 1 like 3

203838 _s_at 2.28E-05 -1.98E-01 TNK2 tyrosine kinase non receptor 2

212990_at 2.33E-05 3.99E-01 SYNJ1 synaptojanin 1

200986_at 2.35E-05 5.78E-01 SERPING1 serpin family G member 1

229859 _at 2.36E-05 -1.89E-01

232544 _at 2.40E-05 2.08E-01

229968 _at 2.41E-05 4.06E-01

226905_at 2.48E-05 4.74E-01 FAM101B family with sequence similarity 101 member B
226047_at 2.48E-05 3.97E-01 MRVI1 murine retrovirus integration site 1 homolog
226876_at 2.49E-05 3.75E-01 FAM101B family with sequence similarity 101 member B
204930_s_at 2.50E-05 -3.02E-01 BNIP1 BCL2 interacting protein 1

204619 _s_at 2.53E-05 6.98E-01 VCAN versican

230147_at 2.60E-05 7.06E-01 F2RL2 coagulation factor Il thrombin receptor like 2

221933 _at 2.60E-05 3.27E-01 NLGN4X neuroligin 4, X-linked

236534 _at 2.60E-05 -1.50E-01 BNIPL///Clorf56 BCL2 interacting protein like///chromosome 1 open reading frame 56
235385_at 2.63E-05 4.17E-01 MARCHF1 membrane associated ring-CH-type finger 1
215107_s_at 2.65E-05 -1.16E-01 TTC22 tetratricopeptide repeat domain 22

206091 _at 2.66E-05 1.94E-01 MATN3 matrilin 3

209392_at 2.68E-05 9.18E-01 ENPP2 ectonucleotide pyrophosphatase/phosphodiesterase 2
203539 _s_at 2.74E-05 -1.55E-01 GFAP glial fibrillary acidic protein

205880_at 2.75E-05 5.15E-01 PRKD1 protein kinase D1

235471_at 2.76E-05 2.02E-01 VSTM4 V-set and transmembrane domain containing 4
227061_at 2.78E-05 3.38E-01 LINC01279 long intergenic non-protein coding RNA 1279
216323_x_at 2.78E-05 -2.96E-01 TUBA3D///TUBA3C tubulin alpha 3d///tubulin alpha 3c

230145_at 2.78E-05 -1.20E-01 DUS3L dihydrouridine synthase 3 like

228640_at 2.78E-05 1.01 PCDH7 protocadherin 7

235306_at 2.79E-05 4.62E-01 GIMAP8 GTPase, IMAP family member 8

226818 _at 2.80E-05 6.58E-01 MPEG1 macrophage expressed 1

91952_at 2.83E-05 -2.90E-01 DCAF15 DDB1 and CUL4 associated factor 15

221731_x_at 2.86E-05 6.51E-01 VCAN versican




1566324_a_at 2.86E-05 1.29E-01 MAF MAF bZIP transcription factor

211730_s_at 2.88E-05 -5.81E-01 POLR2L RNA polymerase Il subunit L

230391_at 2.91E-05 4.88E-01 CD84 CD84 molecule

202988 _s_at 2.92E-05 8.79E-01 RGS1 regulator of G-protein signaling 1

205923 _at 2.94E-05 2.32E-01 RELN reelin

1558118_at 3 95E-05 139601 |LOC100287576///DGCRS lcjggrnagr)acterized LOC100287576///DiGeorge syndrome critical region gene 5 (non-protein
218225_at 2.98E-05 -3.88E-01 ECSIT ECSIT signalling integrator

236644 _at 2.99E-05 1.08E-01 RNF180 ring finger protein 180

203504_s_at 2.99E-05 6.69E-01 ABCA1 ATP binding cassette subfamily A member 1
1553592_x_at 3.02E-05 -1.53E-01 BCRP3 breakpoint cluster region pseudogene 3
203131 _at 3.03E-05 7.86E-01 PDGFRA platelet derived growth factor receptor alpha
204863_s_at 3.03E-05 4.47E-01 IL6ST interleukin 6 signal transducer

217525_at 3.05E-05 3.47E-01 OLFML1 olfactomedin like 1

209540_at 3.06E-05 2.31E-01 IGF1 insulin like growth factor 1

208977_x_at 3.08E-05 -4.49E-01 TUBB4B tubulin beta 4B class IVb

208611_s_at 3.09E-05 -4.27E-01 SPTAN1 spectrin alpha, non-erythrocytic 1

226828 s_at 3.11E-05 3.12E-01 HEYL hes related family bHLH transcription factor with YRPW motif-like
205409_at 3.26E-05 -2.05E-01 FOSL2 FOS like 2, AP-1 transcription factor subunit
230955_s_at 3.35E-05 -1.95E-01 NOLAL nucleolar protein 4 like

1562924 _at 3.35E-05 -1.41E-01 LOC340357 uncharacterized LOC340357

219584 _at 3.37E-05 4.29E-01 PLALA phospholipase A1 member A

204273_at 3.39E-05 9.82E-01 EDNRB endothelin receptor type B

236432_at 3.41E-05 4.44E-01

203184 _at 3.43E-05 6.58E-01 FBN2 fibrillin 2

242134 at 3.45E-05 7.02E-01

214985_at 3.46E-05 3.66E-01 EXT1 exostosin glycosyltransferase 1

204787_at 3.49E-05 3.84E-01 VSIG4 V-set and immunoglobulin domain containing 4
226241_s_at 3.57E-05 -4.21E-01 MRPL52 mitochondrial ribosomal protein L52
221650_s_at 3.60E-05 2.78E-01 |LOC100996782///MED18 rlngediator of RNA polymerase |l transcription subunit 18-like///mediator complex subunit
209228 x_at 3.61E-05 3.06E-01 TUSC3 tumor suppressor candidate 3

204688 _at 3.62E-05 8.53E-01 SGCE sarcoglycan epsilon

229461_x_at 3.63E-05 3.95E-01 NEGR1 neuronal growth regulator 1

209496_at 3.66E-05 5.68E-01 RARRES2 retinoic acid receptor responder 2

228776_at 3.70E-05 4.45E-01 GJC1 gap junction protein gamma 1

211671_s_at 3.75E-05 6.64E-01 NR3C1 nuclear receptor subfamily 3 group C member 1
230511_at 3.78E-05 3.59E-01 CREM cAMP responsive element modulator

224233 _s_at 3.78E-05 -3.16E-01 MSTO1 misato 1, mitochondrial distribution and morphology regulator
218688_at 3.84E-05 -3.89E-01 TKFC triokinase and FMN cyclase

221667_s_at 3.90E-05 2.32E-01 HSPB8 heat shock protein family B (small) member 8
209370_s_at 3.92E-05 -2.14E-01 SH3BP2 SH3 domain binding protein 2

224357 _s_at 3.93E-05 2.10E-01 MS4A4A membrane spanning 4-domains A4A
232351_at 3.95E-05 3.31E-01

216568 x_at 3.99E-05 -4.63E-01

212587_s_at 4.03E-05 7.70E-01 PTPRC protein tyrosine phosphatase, receptor type C
205099 _s_at 4.07E-05 3.21E-01 CCR1 C-C motif chemokine receptor 1

213894 _at 4.10E-05 2.37E-01 THSD7A thrombospondin type 1 domain containing 7A
208379_x_at 4.19E-05 -1.62E-01 NPY2R neuropeptide Y receptor Y2

214803_at 4.21E-05 4.21E-01 CDH6 cadherin 6

1554539 _a_at 4.26E-05 -4.23E-01 RHOF ras homolog family member F, filopodia associated
212607_at 4.29E-05 6.06E-01 AKT3 AKT serine/threonine kinase 3

201721_s_at 4.30E-05 5.95E-01 LAPTM5 lysosomal protein transmembrane 5
217786_at 4.32E-05 -4.50E-01 PRMT5 protein arginine methyltransferase 5
203697_at 4.35E-05 8.42E-01 FRZB frizzled-related protein

218559 _s_at 4.36E-05 5.79E-01 MAFB MAF bZIP transcription factor B

216834 _at 4.38E-05 6.83E-01 RGS1 regulator of G-protein signaling 1
1561286_a_at 4.38E-05 -3.64E-01 DIP2A disco interacting protein 2 homolog A
228410_at 4.39E-05 3.23E-01 GAB3 GRB2 associated binding protein 3
218009_s_at 4.50E-05 -4.74E-01 PRC1 protein regulator of cytokinesis 1

226682 _at 4.54E-05 8.05E-01 RORA RAR related orphan receptor A

229367_s_at 4.57E-05 3.80E-01 GIMAP6 GTPase, IMAP family member 6

218522 _s_at 4.59E-05 -3.53E-01 MAP1S microtubule associated protein 1S
212955_s_at 4.62E-05 -4.49E-01 POLR2| RNA polymerase Il subunit |

206911 _at 4.64E-05 -1.81E-01 TRIM25 tripartite motif containing 25

207922_s_at 4.65E-05 -3.59E-01 MAEA macrophage erythroblast attacher

218901 _at 4.69E-05 7.11E-01 PLSCR4 phospholipid scramblase 4

228218_at 4.74E-05 7.03E-01 LSAMP limbic system-associated membrane protein
1554547 _at 4.76E-05 6.61E-01 FAM13C family with sequence similarity 13 member C
212218 s_at 4.78E-05 -4.06E-01 FASN fatty acid synthase

206234 _s_at 4.79E-05 -1.82E-01 MMP17 matrix metallopeptidase 17

204556_s_at 4.80E-05 2.07E-01 DZIP1 DAZ interacting zinc finger protein 1
1556075_at 4.82E-05 -1.05E-01 BMPR2 bone morphogenetic protein receptor type 2
219304_s_at 4.84E-05 7.47E-01 PDGFD platelet derived growth factor D

219214 _s_at 4.94E-05 -3.27E-01 NT5C 5', 3'-nucleotidase, cytosolic

230689 _at 4.97E-05 5.78E-01

217903_at 5.00E-05 -2.67E-01 STRN4 striatin 4




47550_at 5.02E-05 2.57E-01 LZTS1 leucine zipper tumor suppressor 1

207824 _s_at 5.05E-05 -2.08E-01 MAZ MYC associated zinc finger protein

226437 _at 5.05E-05 -4.94E-01 YIF1B Yipl interacting factor homolog B, membrane trafficking protein

212139 at 5.07E-05 -3.27E-01 GCN1 GCN1, elF2 alpha kinase activator homolog

227937 _at 5.11E-05 -1.74E-01 MYPOP Myb related transcription factor, partner of profilin

215841 _at 5.11E-05 -1.41E-01 GUCA1B guanylate cyclase activator 1B

31637_s_at 5.14E-05 -2.43E-01 NR1D1///THRA nuclear receptor subfamily 1 group D member 1///thyroid hormone receptor, alpha

230422_at 5.15E-05 5.61E-01 FPR3 formyl peptide receptor 3

204793_at 5.15E-05 4.36E-01 GPRASP1 G protein-coupled receptor associated sorting protein 1

206074 _s_at 5.19E-05 -4.80E-01 HMGA1 high mobility group AT-hook 1

1553178 a_at 5.21E-05 -1.14E-01 SSTR3 somatostatin receptor 3

228071_at 5.22E-05 7.16E-01 GIMAP7 GTPase, IMAP family member 7

210575_at 5.24E-05 -1.22E-01 NUDC nuclear distribution C, dynein complex regulator

229942 _at 5.24E-05 2.84E-01 BNC2 basonuclin 2

201858 _s_at 5.25E-05 7.51E-01 SRGN serglycin

222162_s_at 5.27E-05 6.47E-01 ADAMTS1 ADAM metallopeptidase with thrombospondin type 1 motif 1

238673_at 5.29E-05 7.28E-01 SAMD12 sterile alpha motif domain containing 12

64438_at 5.30E-05 -1.98E-01 OGFOD3 2-oxoglutarate and iron dependent oxygenase domain containing 3

242388 x_at 5.31E-05 3.54E-01 TAGAP T-cell activation RhoGTPase activating protein

212588 _at 5.37E-05 8.04E-01 PTPRC protein tyrosine phosphatase, receptor type C

203710_at 5.44E-05 4.41E-01 ITPR1 inositol 1,4,5-trisphosphate receptor type 1

216490_x_at 5.48E-05 | -1.78E-01

217066_s_at 5.49E-05 -1.50E-01 DMPK dystrophia myotonica protein kinase

219315_s_at 5.50E-05 3.66E-01 TMEM?204 transmembrane protein 204

201979_s_at 5.55E-05 -2.08E-01 PPP5C protein phosphatase 5 catalytic subunit

226397_s_at 5.57E-05 3.01E-01 PHACTR1 phosphatase and actin regulator 1

204589 _at 5.58E-05 5.17E-01 NUAK1 NUAK family kinase 1

211716_x_at 5.59E-05 -3.19E-01 ARHGDIA Rho GDP dissociation inhibitor alpha

223425_at 5.59E-05 -2.51E-01 RAVER1 ribonucleoprotein, PTB binding 1

201616_s_at 5.63E-05 6.64E-01 CALD1 caldesmon 1

241752_at 5.66E-05 1.35E-01 SLC8A1 solute carrier family 8 member A1

211905_s_at 5.78E-05 -1.79E-01 ITGB4 integrin subunit beta 4

227370_at 5.80E-05 5.81E-01 FAM171B family with sequence similarity 171 member B

1555731_a_at 5.86E-05 -4.60E-01 AP1S3 adaptor related protein complex 1 sigma 3 subunit

1554192_s_at 5.87E-05 -1.95E-01 TRMT44 tRNA methyltransferase 44 homolog (S. cerevisiae)

200518_at 5.93E-05 1.85E-01 SMARCD1 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d,
member 1

204726_at 5.95E-05 3.58E-01 CDH13 cadherin 13

202202_s_at 6.01E-05 4.66E-01 LAMA4 laminin subunit alpha 4

229356_x_at 6.03E-05 -2.38E-01 INO80 INO80 complex subunit

238408 _at 6.04E-05 6.70E-01

219892 _at 6.04E-05 2.61E-01 TM6SF1 transmembrane 6 superfamily member 1

241370_at 6.07E-05 6.77E-01 LOC286052 uncharacterized LOC286052

209901_x_at 6.09E-05 3.54E-01 AIF1 allograft inflammatory factor 1

207410_s_at 6.09E-05 -1.25E-01 TLX2 T-cell leukemia homeobox 2

201716_at 6.10E-05 -3.35E-01 SNX1 sorting nexin 1

240590_at 6.15E-05 -1.27E-01 SPATA3-AS1 SPATA3 antisense RNA 1 (head to head)

223393_s_at 6.18E-05 3.49E-01 TSHZ3 teashirt zinc finger homeobox 3

243481 _at 6.18E-05 1.55E-01 RHOJ ras homolog family member J

201175_at 6.22E-05 -3.71E-01 TMX2 thioredoxin related transmembrane protein 2

229487 _at 6.27E-05 2.36E-01 EBF1 early B-cell factor 1

244593 _at 6.33E-05 -1.44E-01 HID1 HID1 domain containing

227691_at 6.36E-05 -1.43E-01 AKAPSL A-kinase anchoring protein 8 like

205280_at 6.45E-05 1.97E-01 GLRB glycine receptor beta

1560439 _at 6.48E-05 -1.29E-01 LINGO3 leucine rich repeat and Ig domain containing 3

224310_s_at 6.51E-05 -1.41E-01 BCL11B B-cell CLL/lymphoma 11B

204620_s_at 6.57E-05 5.86E-01 VCAN versican

211546_x_at 6.66E-05 -1.33E-01 SNCA synuclein alpha

204959 _at 6.69E-05 6.37E-01 MNDA myeloid cell nuclear differentiation antigen

1566168_at 6.76E-05 -1.28E-01

226201_at 6.85E-05 -3.13E-01 DOTIL DOT1 like histone lysine methyltransferase

1555938 x_at 6.90E-05 4.83E-01 VIM vimentin

244455 _at 6.92E-05 1.91E-01 KCNT2 potassium sodium-activated channel subfamily T member 2

212432 _at 6.93E-05 -4.39E-01 GRPEL1 GrpE like 1, mitochondrial

211222_s_at 6.95E-05 -1.53E-01 HAP1 huntingtin associated protein 1

1554864_a_at 6.98E-05 -1.36E-01 SDC3 syndecan 3

219947_at 7.04E-05 6.25E-01 CLECAA C-type lectin domain family 4 member A

1554728 _at 7.18E-05 -1.00E-01 SLC9A1 solute carrier family 9 member Al

241827_at 7.25E-05 5.30E-01 ZNF615 zinc finger protein 615

226931 _at 7.30E-05 3.97E-01 TMTC1 transmembrane and tetratricopeptide repeat containing 1

220630_s_at 7.32E-05 -1.65E-01 CHIA chitinase, acidic

219213 _at 7.33E-05 2.68E-01 JAM2 junctional adhesion molecule 2

213041_s_at 7.34E-05 -5.00E-01 ATP5D ATP synthase, H+ transporting, mitochondrial F1 complex, delta subunit

214423_x_at 7.40E-05 -1.33E-01 ALDOB aldolase, fructose-bisphosphate B

226607_at 7.44E-05 3.18E-01 C200rf194 chromosome 20 open reading frame 194

236393_at 7.45E-05 -1.45E-01




212354 _at 7.46E-05 7.53E-01 SULF1 sulfatase 1

210806_at 7.46E-05 -1.64E-01 TTLLS tubulin tyrosine ligase like 5

64418 at 7.47E-05 3.42E-01 SYNRG synergin, gamma

218105_s_at 7.58E-05 -3.78E-01 MRPL4 mitochondrial ribosomal protein L4
202167_s_at 7.59E-05 -3.72E-01 MMS19 MMS19 homolog, cytosolic iron-sulfur assembly component
213543_at 7.63E-05 2.86E-01 SGCD sarcoglycan delta

1553594 a_at 7.69E-05 -1.49E-01 INSL3 insulin like 3

230866_at 7.79E-05 3.85E-01 CYSLTR1 cysteinyl leukotriene receptor 1

201865_x_at 7.81E-05 5.87E-01 NR3C1 nuclear receptor subfamily 3 group C member 1
226664 _at 7.83E-05 -3.25E-01 TBC1D20 TBC1 domain family member 20

214927 _at 7.92E-05 4.32E-01 ITGBL1 integrin subunit beta like 1

226641_at 7.96E-05 7.28E-01 ANKRD44 ankyrin repeat domain 44

225285_at 7.97E-05 6.53E-01 BCAT1 branched chain amino acid transaminase 1
229127 _at 7.98E-05 2.11E-01 JAM2 junctional adhesion molecule 2

238472_at 8.03E-05 3.63E-01 FBXO9 F-box protein 9

218780_at 8.07E-05 -3.40E-01 HOOK?2 hook microtubule tethering protein 2

235438 _at 8.07E-05 4.49E-01 CYP7B1 cytochrome P450 family 7 subfamily B member 1
206702_at 8.07E-05 4.53E-01 TEK TEK receptor tyrosine kinase

216063_at 8.09E-05 -1.39E-01 HBBP1 hemoglobin subunit beta pseudogene 1
1556209_at 8.11E-05 2.66E-01 CLEC2B C-type lectin domain family 2 member B
210704_at 8.16E-05 -1.32E-01 FEZ2 fasciculation and elongation protein zeta 2
228423_at 8.20E-05 1.2 MAP9 microtubule associated protein 9

242845_at 8.23E-05 1.29E-01 RUNX1T1 RUNX1 translocation partner 1

220635_at 8.25E-05 -1.72E-01 PSORS1C2 psoriasis susceptibility 1 candidate 2

209031 _at 8.26E-05 8.37E-01 CADM1 cell adhesion molecule 1

218824 _at 8.30E-05 3.08E-01 PNMAL1 paraneoplastic Ma antigen family like 1

214794 _at 8.31E-05 -4.47E-01 PA2G4 proliferation-associated 2G4

226677_at 8.35E-05 4.57E-01 ZNF521 zinc finger protein 521

219554 _at 8.39E-05 -3.61E-01 RHCG Rh family C glycoprotein

220894 x_at 8.49E-05 -1.79E-01 PRDM12 PR/SET domain 12

209199 _s_at 8.61E-05 5.21E-01 MEF2C myocyte enhancer factor 2C

203254 _s_at 8.62E-05 -2.33E-01 TLN1 talin 1

206420_at 8.63E-05 5.06E-01 IGSF6 immunoglobulin superfamily member 6
209473_at 8.64E-05 3.70E-01 ENTPD1 ectonucleoside triphosphate diphosphohydrolase 1
229802_at 8.66E-05 7.06E-01 WISP1 WNT1 inducible signaling pathway protein 1
222440_s_at 8.76E-05 -1.48E-01 THRAP3 thyroid hormone receptor associated protein 3
218521 s_at 8.81E-05 4.40E-01 UBE2W ubiquitin conjugating enzyme E2 W (putative)
224710_at 8.83E-05 3.29E-01 NARR///RAB34 nine-amino acid residue-repeats///RAB34, member RAS oncogene family
240845_at 8.85E-05 4.11E-01

202109_at 8.86E-05 -3.24E-01 ARFIP2 ADP ribosylation factor interacting protein 2
1560620_at 8.86E-05 -1.78E-01 KCNK15 potassium two pore domain channel subfamily K member 15
222349 x_at 8.88E-05 -2.32E-01 RNF126P1 ring finger protein 126 pseudogene 1

227394 _at 8.94E-05 2.77E-01 NCAM1 neural cell adhesion molecule 1

233534 _at 9.06E-05 -9.30E-02 KRTAP3-2 keratin associated protein 3-2

208357_x_at 9.17E-05 -1.27E-01 CSH1 chorionic somatomammotropin hormone 1
237387_at 9.18E-05 2.33E-01

216675_at 9.33E-05 -1.48E-01

210328_at 9.34E-05 -1.60E-01 GNMT glycine N-methyltransferase

231297 _at 9.38E-05 -2.04E-01 DOTIL DOT1 like histone lysine methyltransferase
1560359 _at 9.39E-05 4.70E-01 ITGA1 integrin subunit alpha 1

1552395_at 9.44E-05 -1.84E-01 TSSK3 testis specific serine kinase 3

215504_x_at 9.57E-05 2.56E-01 ANKRD10-IT1 ANKRD10 intronic transcript 1

216865_at 9.64E-05 -1.19E-01 COL14A1 collagen type XIV alpha 1 chain

204052_s_at 9.67E-05 8.63E-01 SFRP4 secreted frizzled related protein 4

230371_at 9.69E-05 -1.18E-01 HPS6 HPS6, biogenesis of lysosomal organelles complex 2 subunit 3
236933_at 9.71E-05 -1.34E-01 EVPLL envoplakin like

227082_at 9.72E-05 6.73E-01 ZBTB20 zinc finger and BTB domain containing 20
204069 _at 9.73E-05 4.87E-01 MEIS1 Meis homeobox 1

229969 _at 9.73E-05 4.37E-01 SEC63 SEC63 homolog, protein translocation regulator
210762_s_at 9.79E-05 5.25E-01 DLC1 DLC1 Rho GTPase activating protein
203550_s_at 9.79E-05 -2.61E-01 FAM189B family with sequence similarity 189 member B
1554386_at 9.92E-05 -1.37E-01 CST9 cystatin 9

1562910_at 9.96E-05 -1.44E-01 SH3PXD2B SH3 and PX domains 2B

205015_s_at 1.01E-04 -1.47E-01 TGFA transforming growth factor alpha

223857_x_at 1.01E-04 -3.36E-01 EMC4 ER membrane protein complex subunit 4
1555715_a_at 1.01E-04 -1.49E-01 HRH3 histamine receptor H3

204424 _s_at 1.01E-04 2.88E-01 LMO3 LIM domain only 3

44617 _at 1.03E-04 -2.50E-01 OGFOD2 2-oxoglutarate and iron dependent oxygenase domain containing 2
204570_at 1.03E-04 2.88E-01 COX7A1 cytochrome c oxidase subunit 7A1

1553952_at 1.03E-04 -1.66E-01 ZDHHC19 zinc finger DHHC-type containing 19
210100_s_at 1.04E-04 -1.50E-01 ABCA2 ATP binding cassette subfamily A member 2
224019 _at 1.04E-04 -1.16E-01 SCD5 stearoyl-CoA desaturase 5

225912 _at 1.05E-04 5.82E-01 TP53INP1 tumor protein p53 inducible nuclear protein 1
227549 x_at 1.05E-04 -2.27E-01 ZDHHC24 zinc finger DHHC-type containing 24
221000_s_at 1.05E-04 -1.91E-01 KAZALD1 Kazal type serine peptidase inhibitor domain 1
225103_at 1.05E-04 -3.97E-01 MRPL38 mitochondrial ribosomal protein L38

223694 _at 1.05E-04 -8.08E-01 TRIM7 tripartite motif containing 7




211012_s_at 1.07E-04 -2.71E-01 PML promyelocytic leukemia

223809 _at 1.07E-04 4.38E-01 RGS18 regulator of G-protein signaling 18

224913 _s_at 1.07E-04 -5.25E-01 TIMMS50 translocase of inner mitochondrial membrane 50

225350_s_at 1.07E-04 2.90E-01 ZYG11B zyg-11 family member B, cell cycle regulator

221900_at 1.08E-04 3.34E-01 COL8A2 collagen type VIl alpha 2 chain

206953_s_at 1.09E-04 5.05E-01 ADGRL2 adhesion G protein-coupled receptor L2

209687_at 1.09E-04 6.43E-01 CXCL12 C-X-C motif chemokine ligand 12

211662_s_at 1.10E-04 -3.40E-01 VDAC2 voltage dependent anion channel 2

216243_s_at 1.10E-04 -1.76E-01 ILIRN interleukin 1 receptor antagonist

226517_at 1.10E-04 7.07E-01 BCAT1 branched chain amino acid transaminase 1

229912_at 1.10E-04 1.87E-01 SDK1 sidekick cell adhesion molecule 1

226425_at 1.11E-04 6.49E-01 CLIP4 CAP-Gly domain containing linker protein family member 4

202945_at 1.11E-04 -3.05E-01 FPGS folylpolyglutamate synthase

201441_at 1.11E-04 -3.31E-01 COX6B1 cytochrome c oxidase subunit 6B1

1555943_at 1.12E-04 -2.90E-01 PGAMS5 PGAM family member 5, mitochondrial serine/threonine protein phosphatase

1554967_at 1.12E-04 -1.41E-01 DIP2A disco interacting protein 2 homolog A

230413_s_at 1.13E-04 6.09E-01

226103_at 1.13E-04 6.26E-01 NEXN nexilin F-actin binding protein

202475_at 1.13E-04 -3.83E-01 TMEM147 transmembrane protein 147

1563302_at 1.14E-04 -1.19€-01 LOC101927534 uncharacterized LOC101927534

210775_x_at 1.14E-04 -2.16E-01 CASP9 caspase 9

211794 _at 1.15E-04 2.92E-01 FYB FYN binding protein

214462 _at 1.15E-04 -3.24E-01 SOCS6 suppressor of cytokine signaling 6

202415_s_at 1.15E-04 -3.42E-01 HSPBP1 HSPA (Hsp70) binding protein 1

201859 _at 1.16E-04 5.55E-01 SRGN serglycin

228225_at 1.17E-04 3.38E-01 PEX2 peroxisomal biogenesis factor 2

227405_s_at 1.18E-04 2.89E-01 MIR4683///FZD8 microRNA 4683///frizzled class receptor 8

230071_at 1.18E-04 4.34E-01 11-9 septin 11

209126_x_at 1.19E-04 -2.66E-01 KRT6B keratin 6B

213781 _at 1.21E-04 -1.51E-01 PPP1R37 protein phosphatase 1 regulatory subunit 37

203416_at 1.21E-04 5.24E-01 CD53 CD53 molecule

230130_at 1.21E-04 8.58E-01 SLIT2 slit guidance ligand 2

217140_s_at 1.22E-04 -5.12E-01 VDAC1 voltage dependent anion channel 1

217762_s_at 1.22E-04 5.52E-01 RAB31 RAB31, member RAS oncogene family

212670_at 1.23E-04 1.42E-01 ELN elastin

224468 s_at 1.23E-04 -4,12E-01 | SNORDS88C///C190rf48 |small nucleolar RNA, C/D box 88C///chromosome 19 open reading frame 48

215581_s_at 1.24E-04 -1.28E-01 MCM3AP minichromosome maintenance complex component 3 associated protein

236179 _at 1.24E-04 5.86E-01 CDH11 cadherin 11

231629 x_at 1.24E-04 -1.68E-01 KLK3 kallikrein related peptidase 3

236125_at 1.25E-04 5.46E-01

230024_at 1.25E-04 -2.24E-01 AARS2 alanyl-tRNA synthetase 2, mitochondrial

223389 _s_at 1.25E-04 -3.64E-01 ZNF581 zinc finger protein 581

209030_s_at 1.26E-04 4.77E-01 CADM1 cell adhesion molecule 1

228728_at 1.26E-04 7.27E-01 CPED1 cadherin like and PC-esterase domain containing 1

201226_at 1.27E-04 -4.28E-01 NDUFB8 NADH:ubiquinone oxidoreductase subunit B8

219506_at 1.27E-04 3.79E-01 Clorf54 chromosome 1 open reading frame 54

225357_s_at 1.28E-04 -1.96E-01 INO80 INO80 complex subunit

232569 _at 1.28E-04 2.61E-01

1557961 _s_at 1.28E-04 2.88E-01 C80rf88 chromosome 8 open reading frame 88

226498_at 1.28E-04 5.10E-01 FLT1 fms related tyrosine kinase 1

216381_x_at 1.29E-04 -4.58E-01 AKR7A3 aldo-keto reductase family 7 member A3

211675_s_at 1.29E-04 7.08E-01 MDFIC MyoD family inhibitor domain containing

209541 _at 1.29E-04 4.96E-01 IGF1 insulin like growth factor 1

202154 x_at 1.29E-04 -4.18E-01 TUBB3 tubulin beta 3 class Il

228397_at 1.29E-04 4.50E-01 TUG1 taurine up-regulated 1 (non-protein coding)

218204_s_at 1.30E-04 3.62E-01 FYCO1 FYVE and coiled-coil domain containing 1

238031_at 1.30E-04 -1.61E-01 L0C101928707 uncharacterized LOC101928707

209071_s_at 1.31E-04 6.68E-01 RGS5 regulator of G-protein signaling 5

205422_s_at 1.31E-04 5.76E-01 ITGBL1 integrin subunit beta like 1

207720_at 1.31E-04 -1.22E-01 LOR loricrin

234141 s_at 1.32E-04 1.46E-01 LOC286050 tumor. necrosis factor receptor superfamily member 10d, decoy with truncated death
domain pseudogene

1559280_a_at 1.32E-04 2.79E-01 APELA apelin receptor early endogenous ligand

1561179_s_at 1.32E-04 -1.31E-01 AMZ1 archaelysin family metallopeptidase 1

212154 at 1.33E-04 4.86E-01 SDC2 syndecan 2

223444 at 1.33E-04 4.12E-01 SENP7 SUMO1/sentrin specific peptidase 7

1553361_x_at 1.34E-04 -1.41E-01 FBXL18 F-box and leucine rich repeat protein 18

210966_x_at 1.34E-04 -3.00E-01 LARP1 La ribonucleoprotein domain family member 1

1554499 s_at 1.34E-04 -1.66E-01 PPA2 pyrophosphatase (inorganic) 2

1556299_s_at 1.34E-04 -1.08E-01 C120rf76 chromosome 12 open reading frame 76

227237_x_at 1.36E-04 -2.76E-01 ATAD3B ATPase family, AAA domain containing 3B

1568598 _at 1.36E-04 -1.98E-01 KAZALD1 Kazal type serine peptidase inhibitor domain 1

204115_at 1.37E-04 4.48E-01 GNG11 G protein subunit gamma 11

48659_at 1.37E-04 -2.28E-01 MIIP migration and invasion inhibitory protein

210095_s_at 1.37E-04 6.00E-01 IGFBP3 insulin like growth factor binding protein 3

206134 _at 1.37E-04 1.07 ADAMDEC1 ADAM like decysin 1

1558801_at 1.37E-04 5.60E-01 NNT-AS1 NNT antisense RNA 1




205273_s_at 1.39E-04 -3.50E-01 PITRM1 pitrilysin metallopeptidase 1
214738 s_at 1.39E-04 -1.52E-01 NEK9 NIMA related kinase 9
220638_s_at 1.41E-04 -5.20E-01 CBLC Cbl proto-oncogene C
204331_s_at 1.42E-04 -6.04E-01 MRPS12 mitochondrial ribosomal protein S12
225719 s_at 1.42E-04 -2.89E-01 MRPL55 mitochondrial ribosomal protein L55
214969 _at 1.43E-04 -1.84E-01 MAP3K9 mitogen-activated protein kinase kinase kinase 9
203500_at 1.43E-04 -3.17E-01 GCDH glutaryl-CoA dehydrogenase
243464 _at 1.43E-04 -1.27E-01
214991 _s_at 1.44E-04 -2.39E-01 PIGO phosphatidylinositol glycan anchor biosynthesis class O
220258 _s_at 1.45E-04 -2.21E-01 WRAP53 WD repeat containing antisense to TP53
205269 _at 1.45E-04 5.89E-01 LCP2 lymphocyte cytosolic protein 2
1553808_a_at 1.45E-04 4.11E-01 NKX2-3 NK2 homeobox 3
236862_at 1.46E-04 5.31E-01 GOPC golgi associated PDZ and coiled-coil motif containing
230257_s_at 1.47E-04 -2.65E-01 TSEN15 tRNA splicing endonuclease subunit 15
235494 _at 1.48E-04 2.65E-01 LSAMP limbic system-associated membrane protein
1560618_at 1.48E-04 -1.42E-01
231889 _at 1.49E-04 -1.08E-01 UBR4 ubiquitin protein ligase E3 component n-recognin 4
227510_x_at 1.51E-04 5.91E-01 MALAT1 metastasis associated lung adenocarcinoma transcript 1 (non-protein coding)
224531 _at 1.54E-04 -1.24E-01 GPR61 G protein-coupled receptor 61
231807_at 1.54E-04 4.11E-01 KIAA1217 KIAA1217
227265_at 1.55E-04 8.24E-01 FGL2 fibrinogen like 2
213940_s_at 1.55E-04 3.91E-01 FNBP1 formin binding protein 1
225897_at 1.55E-04 4.65E-01 MARCKS myristoylated alanine rich protein kinase C substrate
228766_at 1.55E-04 3.23E-01 CD36 CD36 molecule
1558463_s_at 1.55E-04 -1.52E-01 LMF1 lipase maturation factor 1
228508_at 1.56E-04 -1.12E-01 MAML3 mastermind like transcriptional coactivator 3
202712_s_at 1.56E-04 -6.67E-01 CKMT1A///CKMT1B [creatine kinase, mitochondrial 1A///creatine kinase, mitochondrial 1B
205515_at 1.57E-04 -3.32E-01 PRSS12 protease, serine 12
211752_s_at 1.57E-04 -4.88E-01 NDUFS7 NADH:ubiquinone oxidoreductase core subunit S7
1552641_s_at 1.58E-04 -2.96E-01 ATAD3B///ATAD3A ATPase family, AAA domain containing 3B///ATPase family, AAA domain containing 3A
205686_s_at 1.58E-04 3.70E-01 CD86 CD86 molecule
221489 _s_at 1.58E-04 -3.98E-01 SPRY4 sprouty RTK signaling antagonist 4
218644 _at 1.59E-04 -4.67E-01 PLEK2 pleckstrin 2
243467 _at 1.59E-04 -1.17E-01
232557_at 1.60E-04 -1.11E-01 UBAP1L ubiquitin associated protein 1 like
234273_at 1.60E-04 -1.65E-01
1569434 _at 1.61E-04 -1.23E-01 C140rf105 chromosome 14 open reading frame 105
205419 _at 1.62E-04 6.66E-01 GPR183 G protein-coupled receptor 183
213002_at 1.63E-04 3.82E-01 MARCKS myristoylated alanine rich protein kinase C substrate
203931_s_at 1.63E-04 -4.37E-01 MRPL12 mitochondrial ribosomal protein L12
209227_at 1.63E-04 2.23E-01 TUSC3 tumor suppressor candidate 3
228202_at 1.64E-04 2.70E-01
211795_s_at 1.64E-04 5.85E-01 FYB FYN binding protein
224607_s_at 1.65E-04 -3.12E-01 SRP68 signal recognition particle 68
230109_at 1.66E-04 2.21E-01 PDE7B phosphodiesterase 7B
1561394 _s_at 1.66E-04 1.87E-01 KIAA1755 KIAA1755
209372_x_at 1.67E-04 -2.78E-01 TUBB2B///TUBB2A tubulin beta 2B class Ilb///tubulin beta 2A class lla
204642_at 1.67E-04 2.35E-01 S1PR1 sphingosine-1-phosphate receptor 1
1554773_at 1.68E-04 -1.22E-01 WFIKKN2 WAP, follistatin/kazal, immunoglobulin, kunitz and netrin domain containing 2
230836_at 1.68E-04 6.14E-01 ST8SIA4 ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 4
235044 _at 1.68E-04 3.64E-01 CYYR1 cysteine and tyrosine rich 1
228297 _at 1.69E-04 5.40E-01 CNN3 calponin 3
238592_at 1.70E-04 4.02E-01
201167_x_at 1.70E-04 -2.35E-01 ARHGDIA Rho GDP dissociation inhibitor alpha
1552914 _a_at 1.70E-04 -1.62E-01 CD276 CD276 molecule
221698 s_at 1.72E-04 4.32E-01 CLEC7A C-type lectin domain family 7 member A
205648_at 1.73E-04 4.38E-01 WNT2 Whnt family member 2
1555548_at 1.73E-04 -1.18E-01 NDUFA10 NADH:ubiquinone oxidoreductase subunit A10
229130_at 1.73E-04 5.05E-01
222611_s_at 1.73E-04 -1.85E-01 PSPC1 paraspeckle component 1
214448 x_at 1.74E-04 -2.17E-01 NFKBIB NFKB inhibitor beta
227858 _at 1.74E-04 -1.72E-01 PCNX3 pecanex homolog 3 (Drosophila)
201743_at 1.75E-04 5.35E-01 CD14 CD14 molecule
209347_s_at 1.75E-04 -1.07E-01 MAF MAF bZIP transcription factor
240345_x_at 1.76E-04 -1.27E-01
212288 _at 1.77E-04 4.62E-01 FNBP1 formin binding protein 1
immunoglobulin heavy variable 3-23///immunoglobulin heavy variable 4-
IGHV3-23///IGHV4-  |31///immunoglobulin heavy constant mu///immunoglobulin heavy constant gamma 3
214916_x_at 1.77E-04 3.16E-01 |31///IGHM///IGHG3///I1G |(G3m marker)///immunoglobulin heavy constant gamma 1 (G1m
HG1///IGHA2///IGHA1 |marker)///immunoglobulin heavy constant alpha 2 (A2m marker)///immunoglobulin
heavy constant alpha 1
202920_at 1.77E-04 3.39E-01 ANK2 ankyrin 2, neuronal
236789 _at 1.77E-04 -8.78E-02 MAPT-AS1 MAPT antisense RNA 1
233550_s_at 1.77E-04 -1.82E-01 SLC4A11 solute carrier family 4 member 11
216383_at 1.78E-04 -2.88E-01
204178 s_at 1.78E-04 -3.07E-01 RBM14 RNA binding motif protein 14




206760_s_at 1.79E-04 -1.38E-01 FCER2 Fc fragment of IgE receptor Il

204267_x_at 1.79E-04 -2.20E-01 PKMYT1 protein kinase, membrane associated tyrosine/threonine 1
1555878 _at 1.79E-04 -4.22E-01 RPS24 ribosomal protein S24

218664 _at 1.79E-04 -2.68E-01 MECR mitochondrial trans-2-enoyl-CoA reductase
228532_at 1.81E-04 3.67E-01 Clorfl62 chromosome 1 open reading frame 162

212991 _at 1.81E-04 2.41E-01 FBXO9 F-box protein 9

232568_at 1.81E-04 3.41E-01 MGC24103 uncharacterized MGC24103

210594 x_at 1.81E-04 -2.84E-01 MPZL1 myelin protein zero like 1

236437_at 1.82E-04 4.62E-01

216602_s_at 1.83E-04 -4.97E-01 FARSA phenylalanyl-tRNA synthetase alpha subunit
212193_s_at 1.84E-04 -4.41E-01 LARP1 La ribonucleoprotein domain family member 1
205934 _at 1.84E-04 3.61E-01 PLCL1 phospholipase C like 1

1559914 _at 1.84E-04 -9.85E-02

200664_s_at 1.85E-04 -5.67E-01 DNAJB1 DnaJ heat shock protein family (Hsp40) member B1
213156_at 1.85E-04 5.87E-01 ZBTB20 zinc finger and BTB domain containing 20
226885_at 1.86E-04 1.3 RNF217 ring finger protein 217

1555360_a_at 1.87E-04 -2.38E-01 DNAJC11 DnalJ heat shock protein family (Hsp40) member C11
44563 _at 1.87E-04 -2.55E-01 WRAP53 WD repeat containing antisense to TP53
218603_at 1.87E-04 3.37E-01 HECA hdc homolog, cell cycle regulator

201231_s_at 1.88E-04 -4.60E-01 ENO1 enolase 1

1562675_at 1.88E-04 -1.10E-01 FAAP20 Fanconi anemia core complex associated protein 20
225118 _at 1.88E-04 -2.26E-01 KMT5A lysine methyltransferase 5A

221645_s_at 1.89E-04 7.13E-01 ZNF83 zinc finger protein 83

223003_at 1.89E-04 -3.74E-01 C190rf43 chromosome 19 open reading frame 43
1569520_at 1.90E-04 -1.75E-01 LOC101929747 uncharacterized LOC101929747

202237_at 1.91E-04 6.45E-01 | LOC101928916///NNMT |uncharacterized LOC101928916///nicotinamide N-methyltransferase
235458 _at 1.91E-04 3.72E-01 HAVCR2 hepatitis A virus cellular receptor 2

219228 _at 1.91E-04 7.66E-01 ZNF331 zinc finger protein 331

203887_s_at 1.91E-04 4.68E-01 THBD thrombomodulin

214302_x_at 1.91E-04 -1.44E-01 GJC2 gap junction protein gamma 2

1555751_a_at 1.92E-04 -2.84E-01 GEMIN7 gem nuclear organelle associated protein 7
238816_at 1.92E-04 -1.52E-01 PSEN1 presenilin 1

219358 s_at 1.92E-04 2.49E-01 ADAP2 ArfGAP with dual PH domains 2

201497_x_at 1.92E-04 3.90E-01 MYH11 myosin heavy chain 11

216641_s_at 1.93E-04 -2.83E-01 LAD1 ladinin 1

206596_s_at 1.93E-04 -1.23E-01 NRL neural retina leucine zipper

1555734 _x_at 1.93E-04 -2.24E-01 AP1S3 adaptor related protein complex 1 sigma 3 subunit
1554985_at 1.94E-04 1.69E-01 ZNF396 zinc finger protein 396

216299 _s_at 1.94E-04 -2.17E-01 XRCC3 X-ray repair cross complementing 3

218702_at 1.95E-04 -3.45E-01 SARS2 seryl-tRNA synthetase 2, mitochondrial
212038_s_at 1.96E-04 -5.08E-01 VDAC1 voltage dependent anion channel 1

235432 _at 1.97E-04 4.15E-01 NPHP3 nephronophthisis 3 (adolescent)

1559946_s_at 1.97E-04 -3.87E-01 RUVBL2 RuvB like AAA ATPase 2

210620_s_at 1.98E-04 -1.86E-01 GTF3C2 general transcription factor I1IC subunit 2
221700_s_at 1.98E-04 -2.35E-01 UBA52 ubiquitin A-52 residue ribosomal protein fusion product 1
1556479 _at 1.98E-04 -1.37E-01

1561136_at 1.98E-04 -7.67E-02 GYPE glycophorin E (MNS blood group)

201377_at 1.99E-04 -3.48E-01 UBAP2L ubiquitin associated protein 2 like

244824 at 1.99E-04 -1.43E-01 LINCO1563 long intergenic non-protein coding RNA 1563
208074_s_at 1.99E-04 -4.19E-01 AP2S1 adaptor related protein complex 2 sigma 1 subunit
227212_s_at 2.00E-04 -4.14E-01 PHF19 PHD finger protein 19

1557233 _at 2.01E-04 -1.04E-01 F11-AS1 F11 antisense RNA 1

215099 _s_at 2.01E-04 -1.38E-01 RXRB retinoid X receptor beta

231481 _at 2.02E-04 -1.53E-01 CCNB3 cyclin B3

205249 _at 2.03E-04 4.79E-01 EGR2 early growth response 2

31861 _at 2.03E-04 -1.34E-01 IGHMBP2 immunoglobulin mu binding protein 2

203091_at 2.03E-04 -2.09E-01 FUBP1 far upstream element binding protein 1

241003_at 2.03E-04 -1.16E-01

226066_at 2.03E-04 5.47E-01 MITF melanogenesis associated transcription factor
211161_s_at 2.04E-04 4.94E-01 COL3A1 collagen type Il alpha 1 chain

230214 _at 2.07E-04 3.37E-01 MRVI1 murine retrovirus integration site 1 homolog
204495_s_at 2.09E-04 -2.95E-01 C150rf39 chromosome 15 open reading frame 39
203106_s_at 2.10E-04 2.94E-01 VPS41 VPS41, HOPS complex subunit

240962_at 2.10E-04 -1.55E-01

233206_at 2.12E-04 -1.46E-01 SLC22A23 solute carrier family 22 member 23

214346_at 2.13E-04 -9.23E-02 c1QL1 complement Clq like 1

210022_at 2.13E-04 -1.86E-01 PCGF1 polycomb group ring finger 1

204989 _s_at 2.14E-04 -2.35E-01 ITGB4 integrin subunit beta 4

215513_at 2.15E-04 5.07E-01 HYMAI hydatidiform mole associated and imprinted (non-protein coding)
1559352_a_at 2.16E-04 -1.60E-01 MAFG-AS1 MAFG antisense RNA 1 (head to head)
200076_s_at 2.17E-04 -1.65E-01 KXD1 KxDL motif containing 1

210895_s_at 2.17E-04 4.67E-01 CD86 CD86 molecule

201903_at 2.18E-04 -5.01E-01 UQCRC1 ubiquinol-cytochrome c reductase core protein |
232854 _at 2.18E-04 -1.21E-01 DIRAS1 DIRAS family GTPase 1

207196_s_at 2.18E-04 -3.17E-01 TNIP1 TNFAIP3 interacting protein 1

215792_s_at 2.19E-04 -2.99E-01 DNAJC11 DnaJ heat shock protein family (Hsp40) member C11




1564937_at 2.19E-04 -9.13E-02

228974 _at 2.20E-04 6.12E-01 ZNF677 zinc finger protein 677

233250_x_at 2.20E-04 -1.31E-01 FOXRED2 FAD dependent oxidoreductase domain containing 2

218305_at 2.20E-04 -3.98E-01 IPO4 importin 4

204135_at 2.21E-04 5.11E-01 FILIPIL filamin A interacting protein 1 like

214625_s_at 2.23E-04 -1.27E-01 MINK1 misshapen like kinase 1

223921 _s_at 2.24E-04 -1.90E-01 GBA2 glucosylceramidase beta 2

218880_at 2.24E-04 -5.07E-01 FOSL2 FOS like 2, AP-1 transcription factor subunit

238668 _at 2.25E-04 5.84E-01 NCKAP1L NCK associated protein 1 like

1560579 _s_at 2.26E-04 -4.30E-01 SLC16A1-AS1 SLC16A1 antisense RNA 1

234436_x_at 2.27E-04 -1.42E-01 OBP2A odorant binding protein 2A

229830_at 2.27E-04 7.10E-01

206488 _s_at 2.27E-04 4.16E-01 CD36 CD36 molecule

243529 at 2.28E-04 -3.66E-01 MARS2 methionyl-tRNA synthetase 2, mitochondrial

202283_at 2.28E-04 5.84E-01 SERPINF1 serpin family F member 1

221250_s_at 2.28E-04 -1.47E-01 MXD3 MAX dimerization protein 3

217099 _s_at 2.28E-04 -3.83E-01 GEMIN4 gem nuclear organelle associated protein 4

235914 at 2.29E-04 -2.13E-01 SYNPO synaptopodin

222060_at 2.30E-04 -3.19E-01 KRT8P12 keratin 8 pseudogene 12

214507_s_at 2.30E-04 -2.96E-01 EXOSC2 exosome component 2

217824 _at 2.32E-04 3.51E-01 UBE2J1 ubiquitin conjugating enzyme E2 J1

207002_s_at 2.32E-04 8.32E-01 PLAGL1 PLAGL1 like zinc finger 1

201227_s_at 2.32E-04 -2.38E-01 NDUFB8 NADH:ubiquinone oxidoreductase subunit B8

1555395_at 2.32E-04 -1.11E-01 AKAP12 A-kinase anchoring protein 12

201770_at 2.34E-04 -3.97E-01 SNRPA small nuclear ribonucleoprotein polypeptide A

218044 _x_at 2.35E-04 -1.58E-01 PTMS parathymosin

242545_at 2.36E-04 -1.60E-01 TTLL11 tubulin tyrosine ligase like 11

1554038 _at 2.36E-04 -1.85E-01 LARP1B La ribonucleoprotein domain family member 1B

231523 _at 2.36E-04 -9.16E-02 FGF14 fibroblast growth factor 14

206530_at 2.37E-04 -1.25E-01 RAB30 RAB30, member RAS oncogene family

222691 _at 2.38E-04 3.28E-01 SLC35B3 solute carrier family 35 member B3

1555522 s_at 5 39E-04 3.07E-01 DPY30///MEMO1 dpy-30, histone methyltransferase complex regulatory subunit///mediator of cell motility

202024 _at 2.40E-04 -3.69E-01 ASNA1 arsA arsenite transporter, ATP-binding, homolog 1 (bacterial)

1554589 _at 2.40E-04 -1.28E-01 LENG9 leukocyte receptor cluster member 9

233607_at 2.41E-04 2.61E-01

223213_s_at 2.42E-04 4.27E-01 ZHX1 zinc fingers and homeoboxes 1

212192_at 2.43E-04 9.53E-01 KCTD12 potassium channel tetramerization domain containing 12

223419 _at 2.43E-04 -2.57E-01 FBXW9 F-box and WD repeat domain containing 9

233140_s_at 2.44E-04 -1.82E-01 VIPAS39 VPS33B interacting protein, apical-basolateral polarity regulator, spe-39 homolog

227661_at 2.44E-04 -1.45E-01

227971 _at 2.45E-04 1.94E-01 NRK Nik related kinase

218115_at 2.45E-04 -3.35E-01 ASF1B anti-silencing function 1B histone chaperone

208799 _at 2.45E-04 -3.75E-01 PSMB5 proteasome subunit beta 5

202836_s_at 2.46E-04 -3.53E-01 TXNL4A thioredoxin like 4A

37226_at 2.46E-04 -2.82E-01 BNIP1 BCL2 interacting protein 1

1552807_a_at 2.47E-04 3.16E-01 SIGLEC10 sialic acid binding Ig like lectin 10

218870_at 2.47E-04 4.34E-01 LOC101928P31651///ARHGA uncharacterized LOC101928361///Rho GTPase activating protein 15

208793_x_at 2.47E-04 2.88E-01 SMARCA4 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a,
member 4

242277 _at 2.48E-04 6.54E-01

235944 _at 2.49E-04 5.76E-01 HMCN1 hemicentin 1

217077_s_at 2.50E-04 -1.37E-01 GABBR2 gamma-aminobutyric acid type B receptor subunit 2

205459 _s_at 2.50E-04 -2.31E-01 NPAS2 neuronal PAS domain protein 2

203557_s_at 2.51E-04 -3.38E-01 PCBD1 pterin-4 alpha-carbinolamine dehydratase 1

1560888_x_at 2.51E-04 -1.00E-01

212188 _at 2.51E-04 8.88E-01 KCTD12 potassium channel tetramerization domain containing 12

206836_at 2.51E-04 -1.12E-01 SLC6A3 solute carrier family 6 member 3

1567443_x_at 2.51E-04 -1.06E-01 PSEN1 presenilin 1

214484 s_at 2.52E-04 -3.95E-01 SIGMAR1 sigma non-opioid intracellular receptor 1

204137_at 2.52E-04 4.99E-01 GPR137B G protein-coupled receptor 137B

219762_s_at 2.52E-04 -4.63E-01 RPL36 ribosomal protein L36

230372_at 2.52E-04 6.70E-01 HAS2 hyaluronan synthase 2

205098_at 2.53E-04 4.46E-01 CCR1 C-C motif chemokine receptor 1

219134 at 2.54E-04 5.32E-01 ADGRL4 adhesion G protein-coupled receptor L4

1552922 _at 2.56E-04 -1.01E-01 RIMS1 regulating synaptic membrane exocytosis 1

207831_x_at 2.56E-04 -3.63E-01 DHPS deoxyhypusine synthase

229159 _at 2.57E-04 1.10E-01 THSD7A thrombospondin type 1 domain containing 7A

212626_x_at 2.59E-04 -2.60E-01 HNRNPC heterogeneous nuclear ribonucleoprotein C (C1/C2)

202826_at 2.60E-04 -3.74E-01 SPINT1 serine peptidase inhibitor, Kunitz type 1

221777 _at 2.60E-04 -1.91E-01 RITA1 RBPJ interacting and tubulin associated 1

201459 _at 2.61E-04 -3.99E-01 RUVBL2 RuvB like AAA ATPase 2

234954 _at 2.61E-04 -3.97E-01

1553874 _a_at 2.62E-04 -1.14E-01 ZSCAN10 zinc finger and SCAN domain containing 10

1553523_at 2.62E-04 -1.13E-01 NLRP14 NLR family pyrin domain containing 14




230135_at 2.63E-04 6.32E-01 HHIP hedgehog interacting protein

210197_at 2.63E-04 -1.28E-01 ITPK1 inositol-tetrakisphosphate 1-kinase

206228 _at 2.64E-04 -1.24E-01 PAX2 paired box 2

1553045_at 2.65E-04 -8.83E-02 WNT9A Whnt family member 9A

215955_x_at 2.65E-04 -1.74E-01 ARHGAP26 Rho GTPase activating protein 26

1556314 _a_at 2.66E-04 2.93E-01 ZNF366 zinc finger protein 366

241246_at 2.66E-04 -1.46E-01

224864 _at 2.66E-04 -3.31E-01 SRA1 steroid receptor RNA activator 1

216971_s_at 2.66E-04 -1.69E-01 PLEC plectin

1554126_at 2.67E-04 -1.35E-01 MSRB3 methionine sulfoxide reductase B3

242693 _at 2.67E-04 5.66E-01

203194 _s_at 2.68E-04 -3.84E-01 NUP98 nucleoporin 98

231411 _at 2.69E-04 2.37E-01 LHFP lipoma HMGIC fusion partner

234728 s_at 2.70E-04 -1.87E-01 DHX35 DEAH-box helicase 35

201222_s_at 2.71E-04 -2.50E-01 RAD23B RAD23 homolog B, nucleotide excision repair protein

220330_s_at 2.71E-04 6.95E-01 SAMSN1 SAM domain, SH3 domain and nuclear localization signals 1

241887_at 2.71E-04 4.56E-01 UBE2W ubiquitin conjugating enzyme E2 W (putative)

212950_at 2.71E-04 5.22E-01 ADGRF5 adhesion G protein-coupled receptor F5

213476_x_at 2.73E-04 -3.97E-01 TUBB3 tubulin beta 3 class Il

234575_at 2.74E-04 -1.19E-01 ZNF71 zinc finger protein 71

227351_at 2.74E-04 3.59E-01 LOC101930115///C160rf [von Willebrand fac.torA domain-containing proteir\ ?A///chromosome 16 open reading
52///NVWA3A frame 52///von Willebrand factor A domain containing 3A

223487_x_at 2.75E-04 1.17E-01 GNB4 G protein subunit beta 4

206028_s_at 2.75E-04 5.87E-01 MERTK MER proto-oncogene, tyrosine kinase

240680_at 2.75E-04 -1.30E-01

226317_at 2.75E-04 3.12E-01 PPP4R2 protein phosphatase 4 regulatory subunit 2

209897_s_at 2.76E-04 3.19E-01 SLIT2 slit guidance ligand 2

1552690_a_at 2.77E-04 -1.89E-01 CACNA2D4 calcium voltage-gated channel auxiliary subunit alpha2delta 4

238043_at 2.77E-04 4.06E-01 ARID1B AT-rich interaction domain 1B

206468_s_at 2.77E-04 -2.59E-01 METTL13 methyltransferase like 13

219203_at 2.78E-04 -3.73E-01 EMC9 ER membrane protein complex subunit 9

241473_at 2.78E-04 2.66E-01

205634_x_at 2.79E-04 -3.43E-01 ZDHHC24 zinc finger DHHC-type containing 24

230741_at 2.80E-04 4.47E-01 P2RX7 purinergic receptor P2X 7

236029 _at 2.80E-04 2.98E-01 FAT3 FAT atypical cadherin 3

201525_at 2.80E-04 8.03E-01 APOD apolipoprotein D

209777_s_at 2.80E-04 -2.14E-01 SLC19A1 solute carrier family 19 member 1

206469 x_at 2.81E-04 -4.41E-01 AKR7A3 aldo-keto reductase family 7 member A3

244252 _at 2.81E-04 -1.13E-01 LOC399884 uncharacterized LOC399884

225390_s_at 2.81E-04 -3.92E-01 KLF13 Kruppel like factor 13

206750_at 2.83E-04 -1.50E-01 MAFK MAF bZIP transcription factor K

215834 _x_at 2.85E-04 -1.55E-01 SCARB1 scavenger receptor class B member 1

1556059 _s_at 2.86E-04 -2.76E-01 SPEN spen family transcriptional repressor

224559 _at 2.87E-04 5.75E-01 MALAT1 metastasis associated lung adenocarcinoma transcript 1 (non-protein coding)

231302_at 2.92E-04 2.24E-01

219895_at 2.92E-04 3.04E-01 TMEM255A transmembrane protein 255A

218261 _at 2.93E-04 -3.67E-01 AP1M2 adaptor related protein complex 1 mu 2 subunit

1553837_at 2.93E-04 -1.21E-01 PGAMS5 PGAM family member 5, mitochondrial serine/threonine protein phosphatase

219111_s_at 2.94E-04 -2.71E-01 DDX54 DEAD-box helicase 54

241434 at 2.95E-04 3.35E-01 IPP intracisternal A particle-promoted polypeptide

202120_x_at 2.97E-04 -3.49E-01 AP2S1 adaptor related protein complex 2 sigma 1 subunit

230389 _at 2.99E-04 4.84E-01 FNBP1 formin binding protein 1

235759 _at 2.99E-04 3.06E-01

214255_at 3.02E-04 2.09E-01 ATP10A ATPase phospholipid transporting 10A (putative)

202995_s_at 3.03E-04 3.72E-01 FBLN1 fibulin 1

210527_x_at 3.04E-04 -1.86E-01 TUBA3D///TUBA3C tubulin alpha 3d///tubulin alpha 3c

203299 _s_at 3.04E-04 3.78E-01 AP1S2 adaptor related protein complex 1 sigma 2 subunit

242490_at 3.04E-04 3.39E-01

226865_at 3.04E-04 5.77E-01 PLXDC2 plexin domain containing 2

1555634 _a_at 3.06E-04 -1.06E-01 LILRAS leukocyte immunoglobulin like receptor A5

225151 _at 3.06E-04 -1.15E-01 RTKN rhotekin

205895_s_at 3.07E-04 -4.43E-01 NOLC1 nucleolar and coiled-body phosphoprotein 1

214361_s_at 3.10E-04 -1.43E-01 RGS12 regulator of G-protein signaling 12

1554857_at 3.11E-04 -1.25E-01 ELMO2 engulfment and cell motility 2

1556996_at 3.11E-04 -9.86E-02 LEPROT leptin receptor overlapping transcript

201246_s_at 3.11E-04 -2.62E-01 |LOC101927673///0OTUBL |uncharacterized LOC101927673///0TU deubiquitinase, ubiquitin aldehyde binding 1

228832_at 3.12E-04 -2.27E-01 FLJ20021 uncharacterized LOC90024

204400_at 3.13E-04 1.80E-01 EFS embryonal Fyn-associated substrate

220587_s_at 3.13E-04 -3.38E-01 MLST8 MTOR associated protein, LST8 homolog

213514 _s_at 3.13E-04 -1.90E-01 DIAPH1 diaphanous related formin 1

213933_at 3.13E-04 4.16E-01 PTGER3 prostaglandin E receptor 3

210501_x_at 3.14E-04 -3.17E-01 EIF3K eukaryotic translation initiation factor 3 subunit K

222814 _s_at 3.15E-04 -1.08E-01 ZNHIT2 zinc finger HIT-type containing 2

204834 _at 3.15E-04 7.16E-01 FGL2 fibrinogen like 2

220597_s_at 3.16E-04 -3.08E-01 ARL6IP4 ADP ribosylation factor like GTPase 6 interacting protein 4

1552553_a_at 3.16E-04 2.07E-01 NLRC4 NLR family CARD domain containing 4




202707_at 3.17E-04 -1.43E-01 UMPS uridine monophosphate synthetase

236077_at 3.19E-04 -4.02E-01 GANC glucosidase alpha, neutral C

219064 _at 3.21E-04 5.16E-01 ITIHS inter-alpha-trypsin inhibitor heavy chain family member 5

207525_s_at 3.22E-04 -2.29E-01 GIPC1 GIPC PDZ domain containing family member 1

204051_s_at 3.22E-04 7.88E-01 SFRP4 secreted frizzled related protein 4

201037_at 3.22E-04 -6.07E-01 PFKP phosphofructokinase, platelet

219671_at 3.22E-04 -9.60E-02 HPCAL4 hippocalcin like 4

227378_x_at 3.23E-04 -3.50E-01 METTL26 methyltransferase like 26

213986_s_at 3.24E-04 -2.75E-01 TMEM259 transmembrane protein 259

231170_at 3.24E-04 2.60E-01

232401_at 3.24E-04 -1.27E-01 KCNS2 potassium voltage-gated channel modifier subfamily S member 2

236685_at 3.25E-04 3.08E-01

1562695_at 3.25E-04 -1.26E-01 FOXN4 forkhead box N4

217860_at 3.25E-04 -3.89E-01 NDUFA10 NADH:ubiquinone oxidoreductase subunit A10

219878 s_at 3.25E-04 -3.39E-01 KLF13 Kruppel like factor 13

211171_s_at 3.26E-04 -1.75E-01 PDE10A phosphodiesterase 10A

1564521_x_at 3.27E-04 -2.71E-01 PRMT5 protein arginine methyltransferase 5

212376_s_at 3.27E-04 -2.06E-01 EP400 E1A binding protein p400

228080_at 3.27E-04 3.34E-01 LAYN layilin

238512_at 3.28E-04 4.89E-01 WNT2B Wnt family member 2B

1558530_at 3.28E-04 -1.41E-01 LRTM2 leucine rich repeats and transmembrane domains 2

225976_at 3.29E-04 3.01E-01 BTF3L4 basic transcription factor 3 like 4

204072_s_at 3.30E-04 6.70E-01 FRY FRY microtubule binding protein

241468 _at 3.31E-04 -1.48E-01

237054 _at 3.32E-04 6.62E-01 ENPP5 ectonucleotide pyrophosphatase/phosphodiesterase 5 (putative)

223745_at 3.32E-04 -1.19E-01 C160rf95 chromosome 16 open reading frame 95

201135_at 3.33E-04 -3.62E-01 ECHS1 enoyl-CoA hydratase, short chain 1

216897_s_at 3.37E-04 -1.56E-01 FAM76A family with sequence similarity 76 member A

1570308_at 3.37E-04 -8.06E-02

1553237_x_at 3.37E-04 -9.60E-02 PCDHAC1 protocadherin alpha subfamily C, 1

201584 _s_at 3.38E-04 -3.73E-01 DDX39A DEAD-box helicase 39A

212483_at 3.38E-04 3.40E-01 NIPBL NIPBL, cohesin loading factor

217602_at 3.39E-04 5.09E-01 LOC101060363///PPIA |peptidyl-prolyl cis-trans isomerase A pseudogene///peptidylprolyl isomerase A

227560_at 3.39E-04 -3.36E-01 SFXN2 sideroflexin 2

239454 at 3.40E-04 -1.29E-01 SCARF2 scavenger receptor class F member 2

1557714 _at 3.40E-04 -1.34E-01 CTBP1 C-terminal binding protein 1

238363_at 3.41E-04 2.23E-01

234922 _s_at 3.42E-04 -9.94E-02 NHSL1 NHS like 1

204397_at 3.45E-04 -1.25E-01 EML2 echinoderm microtubule associated protein like 2

1563101 _at 3.45E-04 -7.87E-02 ARNTL2-AS1 ARNTL2 antisense RNA 1

234526_at 3.46E-04 -1.24E-01 OR51B6 olfactory receptor family 51 subfamily B member 6

231098 _at 3.47E-04 2.31E-01

214387_x_at 3.48E-04 -1.20E-01 SFTPC surfactant protein C

203379_at 3.48E-04 -3.60E-01 RPS6KA1 ribosomal protein S6 kinase Al

223043_at 3.50E-04 -3.89E-01 EMC4 ER membrane protein complex subunit 4

205304_s_at 3.51E-04 2.89E-01 KCNJ8 potassium voltage-gated channel subfamily ) member 8

complement component 4B (Chido blood group), copy 2///complement component 4B

208451 s_at 3.53E-04 4.626-01 C4B_2///caB///Can (Chido blood group)///complement component 4A (Rodgers blood group)

203112_s_at 3.54E-04 -2.35E-01 MIR943///NELFA microRNA 943///negative elongation factor complex member A

224465_s_at 3.56E-04 -2.91E-01 PYM1 PYM homolog 1, exon junction complex associated factor

202019 _s_at 3.56E-04 -2.30E-01 LANCL1 LanC like 1

227980_at 3.56E-04 3.46E-01 ZNF322 zinc finger protein 322

214674 _at 3.57E-04 -1.52E-01 USP19 ubiquitin specific peptidase 19

205430_at 3.57E-04 5.66E-01 BMP5 bone morphogenetic protein 5

214292 _at 3.59E-04 -1.52E-01 ITGB4 integrin subunit beta 4

1564473_at 3.60E-04 -9.54E-02 ESCO2 establishment of sister chromatid cohesion N-acetyltransferase 2

216890_at 3.60E-04 -1.20E-01

213490_s_at 3.60E-04 -2.28E-01 MAP2K2 mitogen-activated protein kinase kinase 2

200990_at 3.61E-04 -4.24E-01 TRIM28 tripartite motif containing 28

233743_x_at 3.61E-04 -1.15E-01 S1PR5 sphingosine-1-phosphate receptor 5

224267_x_at 3.61E-04 -1.23E-01 ZAN zonadhesin (gene/pseudogene)

204271_s_at 3.63E-04 5.08E-01 EDNRB endothelin receptor type B

232208 _at 3.63E-04 -1.32E-01 ISLR2 immunoglobulin superfamily containing leucine rich repeat 2

207933_at 3.64E-04 -1.63E-01 P2 zona pellucida glycoprotein 2

234996_at 3.64E-04 3.44E-01 CALCRL calcitonin receptor like receptor

201137_s_at 3.64E-04 6.15E-01 HLA-DPB1 major histocompatibility complex, class Il, DP beta 1
SLX1B-SULTIA4///SLX1A- SLX1P—SULT1A4 readthrough (NMD candidate‘)(//SLX1A—SULT1A3 reaqthrough (NMD

233334 x_at 3.64E-04 321601 |SULTIA3///SLX1A///SULT cant.hdate)///SLXl homolog A, structure-specific endon.u'clease subunit///sulfotransferase
1A4///SLX1B///SULT1A3 famlly.lA member 4///SLX1 ho‘molog B, structure-specific endonuclease

subunit///sulfotransferase family 1A member 3

1559800_a_at 3.65E-04 -1.11E-01

211570_s_at 3.66E-04 -1.22E-01 RAPSN receptor associated protein of the synapse

202878 _s_at 3.66E-04 4.70E-01 CD93 CD93 molecule

234584 _s_at 3.66E-04 -2.02E-01 ATE1 arginyltransferase 1




1563404_at 3.66E-04 -1.21E-01

219122_s_at 3.67E-04 -3.71E-01 THG1L tRNA-histidine guanylyltransferase 1 like

203698_s_at 3.67E-04 6.63E-01 FRZB frizzled-related protein

223736_at 3.68E-04 -1.15E-01 IFT81 intraflagellar transport 81

203287_at 3.69E-04 -3.22E-01 LAD1 ladinin 1

201322_at 3.71E-04 -3.44E-01 ATP5B ATP synthase, H+ transporting, mitochondrial F1 complex, beta polypeptide

209318 x_at 3.72E-04 8.34E-01 PLAGL1 PLAGL like zinc finger 1

224338 _s_at 3.72E-04 -1.33E-01 RNF26 ring finger protein 26

213606_s_at 3.73E-04 -3.03E-01 ARHGDIA Rho GDP dissociation inhibitor alpha

229050_s_at 3.73E:04 3.75E-01 SNORA17B///SNORA17A/|small nucleolar RNA, H/ACA box 17B///small nucleolar RNA, H/ACA box 17A///small
//SNHG7 nucleolar RNA host gene 7

203424 _s_at 3.74E-04 3.90E-01 IGFBP5 insulin like growth factor binding protein 5

210649 _s_at 3.75E-04 -3.68E-01 ARID1A AT-rich interaction domain 1A

232707_at 3.76E-04 8.79E-01 ISX intestine specific homeobox

227103_s_at 3.77E-04 -3.85E-01 ECE2 endothelin converting enzyme 2

202067_s_at 3.77E-04 -3.84E-01 LDLR low density lipoprotein receptor

242100_at 3.78E-04 4.00E-01 CHSY3 chondroitin sulfate synthase 3

234338_s_at 3.78E-04 -1.36E-01 ZBTB47 zinc finger and BTB domain containing 47

207238 _s_at 3.78E-04 5.56E-01 PTPRC protein tyrosine phosphatase, receptor type C

222724 _at 3.78E-04 -1.26E-01 VWA1 von Willebrand factor A domain containing 1

218220_at 3.80E-04 -4.34E-01 C120rf10 chromosome 12 open reading frame 10

1557080_s_at 3.81E-04 3.42E-01 ITGBL1 integrin subunit beta like 1

241892 _at 3.82E-04 -1.13E-01 NCL nucleolin

203300_x_at 3.83E-04 3.72E-01 AP1S2 adaptor related protein complex 1 sigma 2 subunit

203982_s_at 3.84E-04 -1.44E-01 ABCD4 ATP binding cassette subfamily D member 4

225571_at 3.84E-04 4.68E-01 LIFR leukemia inhibitory factor receptor alpha

206853_s_at 3.85E-04 3.91E-01 MAP3K7 mitogen-activated protein kinase kinase kinase 7

1554554 at 3.85E-04 -1.07E-01 CCDC57 coiled-coil domain containing 57

229686_at 3.85E-04 2.09E-01 P2RY8 purinergic receptor P2Y8

218807_at 3.85E-04 8.01E-01 VAV3 vav guanine nucleotide exchange factor 3

216552_x_at 3.85E-04 -1.14E-01 KIR2DS4 killer cell immunoglobulin like receptor, two Ig domains and short cytoplasmic tail 4

216164_at 3.86E-04 -1.58E-01 LRRN2 leucine rich repeat neuronal 2

214468_at 3.86E-04 -9.59E-02 MYH6 myosin heavy chain 6

224241 _s_at 3.87E-04 | -1.21E-01

234829 _at 3.88E-04 -1.93E-01 DUSP15 dual specificity phosphatase 15

202586_at 3.88E-04 -2.47E-01 POLR2L RNA polymerase Il subunit L

208931_s_at 3.89E-04 -4,15E-01 ILF3 interleukin enhancer binding factor 3

212347 x_at 3.89E-04 -3.13E-01 MIR4800///MXD4 microRNA 4800///MAX dimerization protein 4

201401_s_at 3.89E-04 -1.61E-01 GRK2 G protein-coupled receptor kinase 2

226137 _at 3.90E-04 5.60E-01 ZFHX3 zinc finger homeobox 3

236395_at 3.91E-04 2.42E-01

204898_at 3.92E-04 -1.35E-01 SAP30 Sin3A associated protein 30

206978_at 3.95E-04 4.89E-01 CCR2 C-C motif chemokine receptor 2

212914 _at 3.95E-04 2.80E-01 CBX7 chromobox 7

209960_at 3.96E-04 5.99E-01 HGF hepatocyte growth factor

204931 _at 3.97E-04 2.81E-01 TCF21 transcription factor 21

202102_s_at 3.98E-04 -2.83E-01 BRD4 bromodomain containing 4

219815_at 3.99E-04 2.59E-01 GAL3ST4 galactose-3-O-sulfotransferase 4

238609 _at 3.99E-04 4.05E-01 FAM200A family with sequence similarity 200 member A

207748 _at 4.00E-04 -1.33E-01

207829_s_at 4.01E-04 -2.43E-01 BNIP1 BCL2 interacting protein 1

203682_s_at 4.01E-04 -4.11E-01 IVD isovaleryl-CoA dehydrogenase

214443 _at 4.05E-04 -1.63E-01 PVR poliovirus receptor

235934 _at 4.08E-04 -1.06E-01 NAPA-AS1 NAPA antisense RNA 1

221940_at 4.09E-04 -2.87E-01 RPUSD2 RNA pseudouridylate synthase domain containing 2

208909 _at 4.09E-04 -2.99E-01 UQCRFS1 ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1

200001_at 4.09E-04 -4.38E-01 CAPNS1 calpain small subunit 1

223378 _at 4.13E-04 3.45E-01 GLIS2 GLIS family zinc finger 2

229459 at 4.13E-04 2.07E-01 FAM19A5 family with sequence similarity 19 member A5, C-C motif chemokine like

221269 _s_at 4.13E-04 -4.71E-01 SH3BGRL3 SH3 domain binding glutamate rich protein like 3

210946_at 4.14E-04 4.15E-01 PLPP1 phospholipid phosphatase 1

224860_at 4.15E-04 4.50E-01 TMEM261 transmembrane protein 261

231727_s_at 4.16E-04 -3.52E-01 MIFAGD MIFAG domain containing

231227 _at 4.16E-04 6.46E-01

1566218 at 4.17E-04 -1.32E-01 KRTAP5-2 keratin associated protein 5-2

228147 _at 4.19E-04 3.98E-01 SEPT7P2 septin 7 pseudogene 2

222364 _at 4.19E-04 2.80E-01 SLC44A1 solute carrier family 44 member 1

210515_at 4.19E-04 -1.86E-01 HNF1A HNF1 homeobox A

202839 _s_at 4.21E-04 -3.07E-01 NDUFB7 NADH:ubiquinone oxidoreductase subunit B7

221898 at 4.24E-04 4.45E-01 PDPN podoplanin

225825_at 4.26E-04 1.86E-01 C200rf194 chromosome 20 open reading frame 194

1564482 _at 4.27E-04 -1.44E-01 ATP50 ATP synthase, H+ transporting, mitochondrial F1 complex, O subunit

228472_at 4.28E-04 -2.31E-01 CCDC61 coiled-coil domain containing 61

227806_at 4.29E-04 -1.76E-01 Cl6orf74 chromosome 16 open reading frame 74

228863_at 4.29E-04 5.29E-01 PCDH17 protocadherin 17

213158 at 4.29E-04 5.31E-01 ZBTB20 zinc finger and BTB domain containing 20




212064_x_at 4.30E-04 -2.30E-01 MAZ MYC associated zinc finger protein

224232_s_at 4.31E-04 -3.94E-01 PRELID1 PRELI domain containing 1

216484 x_at 4.31E-04 | -2.27E-01

237754 _at 4.31E-04 -1.23E-01 LOC101928682 uncharacterized LOC101928682

200634_at 4.31E-04 -5.13E-01 PFN1 profilin 1

202264 _s_at 4.32E-04 -2.49E-01 TOMMA40 translocase of outer mitochondrial membrane 40

32402_s_at 4.33E-04 -1.67E-01 SYMPK symplekin

1564931 _at 4.33E-04 -1.32E-01

201448 at 4.35E-04 3.24E-01 TIA1 TIA1 cytotoxic granule-associated RNA binding protein

241193_at 4.36E-04 5.98E-01 ETS2 ETS proto-oncogene 2, transcription factor

220270_at 4.37E-04 -9.54E-02 RNF17 ring finger protein 17

231854 _at 4.39E-04 2.06E-01 PIK3CA phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha

202281 _at 4.44E-04 -2.91E-01 GAK cyclin G associated kinase

224733_at 4.45E-04 3.50E-01 CMTM3 CKLF like MARVEL transmembrane domain containing 3

203032_s_at 4.45E-04 -2.23E-01 FH fumarate hydratase

213011_s_at 4.46E-04 -4,.04E-01 TPI1 triosephosphate isomerase 1

225150_s_at 4.47E-04 -3.81E-01 RTKN rhotekin

217345_at 4.47E-04 -8.36E-02 SMNP survival of motor neuron 1, telomeric pseudogene

227071_at 4.47E-04 -1.27E-01 ZNF414 zinc finger protein 414

225814 _at 4.51E-04 3.40E-01 XRN1 5'-3" exoribonuclease 1

211558 s_at 4.53E-04 -3.82E-01 DHPS deoxyhypusine synthase

202746_at 4.53E-04 6.26E-01 ITM2A integral membrane protein 2A

207825_s_at 4.53E-04 -1.52E-01 GHRHR growth hormone releasing hormone receptor

220571_at 4.53E-04 -1.12E-01 PRDM11 PR/SET domain 11

200822_x_at 4.53E-04 -3.83E-01 TPI1 triosephosphate isomerase 1

229775_s_at 4.54E-04 1.50E-01 AFDN afadin, adherens junction formation factor

240368_at 4.55E-04 -1.31E-01

1556583_a_at 4.56E-04 1.83E-01 SLC8A1 solute carrier family 8 member A1

223188 _at 4.56E-04 -2.25E-01 SMG9 SMG9, nonsense mediated mRNA decay factor

231692_at 4.56E-04 -1.22E-01 PIGG phosphatidylinositol glycan anchor biosynthesis class G

211047_x_at 4.56E-04 -3.55E-01 AP2S1 adaptor related protein complex 2 sigma 1 subunit

220242_x_at 4.57E-04 2.81E-01 ZNF701 zinc finger protein 701

236223_s_at 4.59E-04 4.48E-01 RIT1 Ras like without CAAX 1

227266_s_at 4.60E-04 7.22E-01 FYB FYN binding protein

209763_at 4.61E-04 3.70E-01 CHRDL1 chordin like 1

224464 _s_at 4.62E-04 -2.80E-01 NUDT22 nudix hydrolase 22

235056_at 4.66E-04 3.82E-01 ETV6 ETS variant 6

228227_at 4.67E-04 -1.53E-01 ITGB1BP1 integrin subunit beta 1 binding protein 1

221807_s_at 4.68E-04 -2.88E-01 TRABD TraB domain containing

208981_at 4.68E-04 4.01E-01 PECAM1 platelet and endothelial cell adhesion molecule 1

240689 _at 4.69E-04 -1.18E-01 REC114 REC114 meiotic recombination protein

202825_at 4.70E-04 -4,01E-01 SLC25A4 solute carrier family 25 member 4

235410_at 4.70E-04 3.81E-01 NPHP3 nephronophthisis 3 (adolescent)

228790_at 4.71E-04 1.73E-01 FAM110B family with sequence similarity 110 member B

65517_at 4.71E-04 -3.56E-01 AP1M2 adaptor related protein complex 1 mu 2 subunit

218083_at 4.72E-04 -2.50E-01 PTGES2 prostaglandin E synthase 2

202493 _x_at 475604 10001 GH1///CSHLL///CSH1 growth hormone 1//./chorionic somatomammotropin hormone like 1///chorionic
somatomammotropin hormone 1

236096_at 4.75E-04 -9.78E-02 SIPA1L3 signal induced proliferation associated 1 like 3

224455_s_at 4.75E-04 -2.08E-01 ADPGK ADP dependent glucokinase

205172_x_at 4.76E-04 -4.78E-01 CLTB clathrin light chain B

207943_x_at 4.77E-04 7.43E-01 PLAGL1 PLAGL1 like zinc finger 1

243983 _at 4.78E-04 -1.36E-01

216206_x_at 4.78E-04 2.23E-01 MAP2K7 mitogen-activated protein kinase kinase 7

204691_x_at 4.81E-04 -1.68E-01 PLA2G6 phospholipase A2 group VI

210023_s_at 4.83E-04 -2.79E-01 PCGF1 polycomb group ring finger 1

201489 _at 4.84E-04 -3.68E-01 PPIF peptidylprolyl isomerase F

225957_at 4.84E-04 4.59E-01 CREBRF CREB3 regulatory factor

200753_x_at 4.86E-04 -2.64E-01 MIR636///SRSF2 microRNA 636///serine and arginine rich splicing factor 2

235885_at 4.86E-04 1.88E-01 P2RY12 purinergic receptor P2Y12

236748 _at 4.86E-04 -1.24E-01 RASGEF1C RasGEF domain family member 1C

201596_x_at 4.88E-04 -4.22E-01 KRT18 keratin 18

201427 _s_at 4.89E-04 8.34E-01 SEPP1 selenoprotein P, plasma, 1

226428 _at 4.90E-04 -1.29E-01 TNPO2 transportin 2

240044_x_at 4.92E-04 3.73E-01 TNRC6B trinucleotide repeat containing 6B

240425_x_at 4.93E-04 3.08E-01 ROBO2 roundabout guidance receptor 2

212667_at 4.94E-04 6.13E-01 SPARC secreted protein acidic and cysteine rich

204281 _at 4.94E-04 -2.73E-01 TEAD4 TEA domain transcription factor 4

235789_at 4.97E-04 -2.00E-01 |LOC100507022///KDM4B [FLI00291 protein///lysine demethylase 4B

1557203_at 4.97E-04 1.0SE.01 PABPClLZBZ/PABPClLZ gzly(A) binding protein cytoplasmic 1 like 2B///poly(A) binding protein cytoplasmic 1 like

1553967_at 4.97E-04 -1.30E-01 ADAT3 adenosine deaminase, tRNA specific 3

215252_at 5.00E-04 4.44E-01 DNAJC7 DnaJ heat shock protein family (Hsp40) member C7

215159 _s_at 5.00E-04 -1.68E-01 NADK NAD kinase

202424 _at 5.02E-04 -3.62E-01 MAP2K2 mitogen-activated protein kinase kinase 2

213453_x_at 5.02E-04 -3.86E-01 GAPDH glyceraldehyde-3-phosphate dehydrogenase




244828 x_at 5.05E-04 -3.89E-01 NAF1 nuclear assembly factor 1 ribonucleoprotein

203562_at 5.06E-04 2.61E-01 FEZ1 fasciculation and elongation protein zeta 1

226516_at 5.06E-04 -1.89E-01 MFSD12 major facilitator superfamily domain containing 12

226401_at 5.07E-04 -1.22E-01 PARP10 poly(ADP-ribose) polymerase family member 10

206171_at 5.08E-04 1.99E-01 ADORA3 adenosine A3 receptor

209624 _s_at 5.11E-04 -4,09E-01 MCCC2 methylcrotonoyl-CoA carboxylase 2

202556_s_at 5.14E-04 -2.75E-01 MCRS1 microspherule protein 1

212397_at 5.14E-04 8.08E-01 RDX radixin

220947_s_at 5.14E-04 -2.79E-01 TBC1D10B TBC1 domain family member 10B

1553585_a_at 5.14E-04 -1.02E-01 MAGEA10- MAGEA10-MAGEAS readthrough///MAGE family member A5
MAGEA5///MAGEAS

202765_s_at 5.15E-04 3.18E-01 FBN1 fibrillin 1

206979 _at 5.15E-04 -1.23E-01 C8B complement component 8, beta polypeptide

202953_at 5.15E-04 5.81E-01 C1QB complement C1q B chain

206722_s_at 5.17E-04 -1.94E-01 LPAR2 lysophosphatidic acid receptor 2

1565601_at 5.17E-04 -8.34E-02

231816_s_at 5.17E-04 -1.49E-01 UBE2Q1 ubiquitin conjugating enzyme E2 Q1

201490_s_at 5.18E-04 -4.66E-01 PPIF peptidylprolyl isomerase F

212233 _at 5.19E-04 4.97E-01 MAP1B microtubule associated protein 1B

238544 _at 5.22E-04 -1.91E-01

222838 at 5.23E-04 5.93E-01 SLAMF7 SLAM family member 7

205802_at 5.23E-04 5.12E-01 TRPC1 transient receptor potential cation channel subfamily C member 1

1569936_a_at 5.24E-04 -1.40E-01 ZNF664 zinc finger protein 664

1553634 _a_at 5.25E-04 -1.60E-01 WEE2-AS1 WEE?2 antisense RNA 1

209596_at 5.26E-04 5.59E-01 MXRAS5 matrix remodeling associated 5

241715_x_at 5.26E-04 -1.50E-01 ACPT acid phosphatase, testicular

218860_at 5.27E-04 -3.12E-01 NOCAL nucleolar complex associated 4 homolog

218965_s_at 5.28E-04 -1.64E-01 TUT1 terminal uridylyl transferase 1, U6 snRNA-specific

229072_at 5.29E-04 5.92E-01 RAB30 RAB30, member RAS oncogene family

204220_at 5.29E-04 4.37E-01 GMFG glia maturation factor gamma

209999 x_at 5.30E-04 -1.75E-01 SOCS1 suppressor of cytokine signaling 1

1552868_at 5.30E-04 -1.60E-01 CIRBP-AS1 CIRBP antisense RNA 1

1559713 _at 5.31E-04 -1.10E-01

225242_s_at 5.31E-04 4.32E-01 CCDC80 coiled-coil domain containing 80

226441_at 5.31E-04 3.91E-01 MAP3K2 mitogen-activated protein kinase kinase kinase 2

1553188 s_at 5.32E-04 -1.21E-01 PARD3B par-3 family cell polarity regulator beta

1554317_s_at 5.32E-04 -1.37E-01 TRMT61A tRNA methyltransferase 61A

217173_s_at 5.33E-04 -2.09E-01 LDLR low density lipoprotein receptor

1564697_a_at 5.33E-04 -1.18E-01 LINC01144 long intergenic non-protein coding RNA 1144

229792_at 5.34E-04 -2.47E-01 KLHL17 kelch like family member 17

229723 _at 5.35E-04 4.75E-01 TAGAP T-cell activation RhoGTPase activating protein

235657_at 5.36E-04 2.00E-01

232294 _at 5.38E-04 -1.07E-01 TMEM254-AS1 TMEM?254 antisense RNA 1

218366_x_at 5.38E-04 -3.34E-01 METTL17 methyltransferase like 17

242997 _at 5.38E-04 -1.57E-01

218275_at 5.39E-04 -2.87E-01 SLC25A10 solute carrier family 25 member 10

225322_s_at 5.39E-04 -1.48E-01 FAAP100 Fanconi anemia core complex associated protein 100

230068_s_at 5.40E-04 1.02E-01 PEG3-AS1 PEG3 antisense RNA 1

230856_at 5.40E-04 -2.12E-01 ARSG arylsulfatase G

219778_at 5.40E-04 4.64E-01 ZFPM2 zinc finger protein, FOG family member 2

212201_at 5.41E-04 -2.45E-01 ANKLE2 ankyrin repeat and LEM domain containing 2

218725_at 5.41E-04 -2.37E-01 SLC25A22 solute carrier family 25 member 22

1554466_a_at 5.43E-04 -3.00E-01 METTL26 methyltransferase like 26

203190_at 5.43E-04 -3.49E-01 M|R7113/é{JTSIZ4691///N microRNA 7113///microRNA 4691///NADH:ubiquinone oxidoreductase core subunit S8

218795_at 5.44E-04 -3.61E-01 ACP6 acid phosphatase 6, lysophosphatidic

225625_at 5.45E-04 -3.66E-01 ALKBH2 alkB homolog 2, alpha-ketoglutarate dependent dioxygenase

218897_at 5.47E-04 -3.48E-01 TMEM177 transmembrane protein 177

212152_x_at 5.47E-04 -2.64E-01 ARID1A AT-rich interaction domain 1A

223479 _s_at 5.49E-04 -4,05E-01 CHCHD5 coiled-coil-helix-coiled-coil-helix domain containing 5

202400_s_at 5.50E-04 -1.32E-01 SRF serum response factor

204786_s_at 5.50E-04 2.46E-01 IFNAR2 interferon alpha and beta receptor subunit 2

216010_x_at 5.52E-04 -3.89E-01 FUT3 fucosyltransferase 3 (Lewis blood group)

213662_at 5.52E-04 -1.00E-01 FAM134B family with sequence similarity 134 member B

235308_at 5.52E-04 4.71E-01 ZBTB20 zinc finger and BTB domain containing 20

239258 at 5.53E-04 3.34E-01

221424 s_at 5.53E-04 -1.33E-01 ORS51E2 olfactory receptor family 51 subfamily E member 2

243536_x_at 5.54E-04 -1.25E-01 ARHGAP27 Rho GTPase activating protein 27

214737_x_at 5.54E-04 -2.32E-01 HNRNPC heterogeneous nuclear ribonucleoprotein C (C1/C2)

207189 _s_at 5.55E-04 -1.42E-01 ZZEF1 zinc finger ZZ-type and EF-hand domain containing 1

212344 at 5.57E-04 5.18E-01 SULF1 sulfatase 1

225021_at 5.58E-04 5.14E-01 ZNF532 zinc finger protein 532

1556851 _at 5.59E-04 -9.76E-02

208502_s_at 5.62E-04 -3.25E-01 PITX1 paired like homeodomain 1

1561243_at 5.64E-04 -1.22E-01 TMEM105 transmembrane protein 105

203411_s_at 5.64E-04 -4.00E-01 LMNA lamin A/C

225752 _at 5.64E-04 -3.40E-01 NIPA1 non imprinted in Prader-Willi/Angelman syndrome 1




1560212_a_at 5.64E-04 -9.51E-02 L0C101929248 uncharacterized LOC101929248

41037_at 5.65E-04 -4.36E-01 TEAD4 TEA domain transcription factor 4

221077_at 5.66E-04 -1.13E-01 ARMC4 armadillo repeat containing 4

205885_s_at 5.70E-04 2.67E-01 ITGA4 integrin subunit alpha 4

1554309 _at 5.71E-04 -2.57E-01 EIFAG3 eukaryotic translation initiation factor 4 gamma 3

221909 _at 5.71E-04 -4.52E-01 RNFT2 ring finger protein, transmembrane 2

222535 _at 5.72E-04 -1.14E-01 INF2 inverted formin, FH2 and WH2 domain containing

210167_s_at 5.73E-04 -1.03E-01 TEF TEF, PAR bZIP transcription factor

212625_at 5.73E-04 -2.56E-01 STX10 syntaxin 10

227132_at 5.75E-04 3.89E-01 ZNF706 zinc finger protein 706

226338_at 5.82E-04 6.28E-01 TMEMS55A transmembrane protein 55A

1320_at 5.83E-04 -9.27E-02 PTPN21 protein tyrosine phosphatase, non-receptor type 21

1553450_s_at 5.84E-04 -8.45E-02 LINC00304 long intergenic non-protein coding RNA 304

1560744 _at 5.89E-04 -1.33E-01

218760_at 5.90E-04 -2.87E-01 COQ6 coenzyme Q6, monooxygenase

1560496_at 5.90E-04 -1.44E-01 MRGPRF-AS1 MRGPRF antisense RNA 1

216562_at 5.91E-04 -1.50E-01

217444 at 5.92E-04 -1.07E-01

230435_at 5.93E-04 5.08E-01 FAM228B family with sequence similarity 228 member B

235891 _at 5.95E-04 2.01E-01 DNM30S DNM3 opposite strand/antisense RNA

203478 _at 5.95E-04 -2.71E-01 NDUFC1 NADH:ubiquinone oxidoreductase subunit C1

203858_s_at 5.96E-04 -2.40E-01 COX10 COX10, heme A:farnesyltransferase cytochrome c oxidase assembly factor

236058 _at 5.97E-04 -1.96E-01 KDF1 keratinocyte differentiation factor 1

212155_at 5.99E-04 -2.61E-01 RNF187 ring finger protein 187

208917_x_at 6.03E-04 -1.61E-01 NADK NAD kinase

211249 at 6.03E-04 -1.43E-01 GPR68 G protein-coupled receptor 68

226724 _s_at 6.04E-04 -1.29E-01 PSPC1 paraspeckle component 1

242883_at 6.04E-04 -1.12E-01 0TO0S otospiralin

241655_at 6.05E-04 -7.60E-02

217398 x_at 6.05E-04 -3.99E-01 GAPDH glyceraldehyde-3-phosphate dehydrogenase

211250_s_at 6.05E-04 -2.38E-01 SH3BP2 SH3 domain binding protein 2

214121_x_at 6.06E-04 -1.89E-01 PDLIM7 PDZ and LIM domain 7

203875_at 6.06E-04 6.11E-01 SMARCAL SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a,
member 1

206168 _at 6.06E-04 -1.22E-01 ZC3H7B zinc finger CCCH-type containing 7B

238672_at 6.07E-04 3.72E-01

1570167_at 6.08E-04 -1.23E-01

218191_s_at 6.08E-04 2.99E-01 LMBRD1 LMBR1 domain containing 1

216807_at 6.08E-04 -1.23E-01 CFAP74 cilia and flagella associated protein 74

221905_at 6.10E-04 4.19E-01 CYLD CYLD lysine 63 deubiquitinase

225620_at 6.11E-04 -2.05E-01 RAB35 RAB35, member RAS oncogene family

AFFX-

HUMGAPDH/M3 6.12E-04 -4.37E-01 GAPDH glyceraldehyde-3-phosphate dehydrogenase

3197_M_at

228504_at 6.13E-04 1.70E-01 SCN7A sodium voltage-gated channel alpha subunit 7

230790_x_at 6.14E-04 2.81E-01 FOXN3 forkhead box N3

1556724 _at 6.19E-04 -1.20E-01 LOC100288490 uncharacterized LOC100288490

221787_at 6.19E-04 2.85E-01 C6orf120 chromosome 6 open reading frame 120

229937_x_at 6.20E-04 2.73E-01

225798 _at 6.20E-04 5.15E-01 JAZF1 JAZF zinc finger 1

215076_s_at 6.20E-04 4.73E-01 COL3A1 collagen type Il alpha 1 chain

220766_at 6.20E-04 -1.33E-01 BTG4 BTG anti-proliferation factor 4

211817 _s_at 6.22E-04 -1.28E-01 KCNJ5 potassium voltage-gated channel subfamily ) member 5

213700_s_at 6.25E-04 -3.88E-01 PKM pyruvate kinase, muscle

212226_s_at 6.26E-04 3.88E-01 PLPP3 phospholipid phosphatase 3

237187_at 6.26E-04 -1.25E-01 HRK harakiri, BCL2 interacting protein

242741 _x_at 6.28E-04 1.72E-01

1555544 a_at 6.29E-04 -1.03E-01 CADM2 cell adhesion molecule 2

1552937_s_at 6.29E-04 -3.08E-01 ATRIP///TREX1 ATR interacting protein///three prime repair exonuclease 1

244776_at 6.30E-04 -1.08E-01

1554909 _at 6.32E-04 -9.73E-02 CCDC36 coiled-coil domain containing 36

223936_s_at 6.32E-04 -1.51E-01 FOXP1 forkhead box P1

238245_at 6.33E-04 -1.74E-01 ENPP7 ectonucleotide pyrophosphatase/phosphodiesterase 7

236105_at 6.35E-04 7.48E-01 ZBTB10 zinc finger and BTB domain containing 10

233131 _at 6.36E-04 -1.29E-01 CFAP58 cilia and flagella associated protein 58

205035_at 6.37E-04 -1.64E-01 CTDP1 CTD phosphatase subunit 1

215218 _s_at 6.37E-04 -1.42E-01 WDR62 WD repeat domain 62

211595_s_at 6.39E-04 -3.26E-01 MRPS11 mitochondrial ribosomal protein S11

225552_x_at 6.39E-04 -2.98E-01 AURKAIP1 aurora kinase A interacting protein 1

214992_s_at 6.39E-04 -1.54E-01 DNASE2 deoxyribonuclease 2, lysosomal

1553439 at 6.39E-04 -1.14E-01

241019 _at 6.40E-04 -9.05E-02

224518 s_at 6.40E-04 5.75E-01 ZNF559 zinc finger protein 559

242723_at 6.40E-04 -3.84E-01

201511_at 6.42E-04 -2.89E-01 AAMP angio associated migratory cell protein

1555270_a_at 6.43E-04 -3.95E-01 WFS1 wolframin ER transmembrane glycoprotein

208576_s_at 6.43E-04 -2.72E-01 HIST1H3B histone cluster 1, H3b




226451 _at 6.47E-04 -2.38E-01 FDX1L ferredoxin 1 like

216026_s_at 6.48E-04 -2.63E-01 POLE DNA polymerase epsilon, catalytic subunit

1556935_at 6.49E-04 2.64E-01

210864 x_at 6.51E-04 -1.46E-01 HFE hemochromatosis

224811 _at 6.51E-04 2.73E-01 LPP LIM domain containing preferred translocation partner in lipoma

211181 x_at 6.54E-04 1.98E-01 LOC101928269///LOC100 uncharfect‘erized LOC101928269///uncharacterized LOC100506403///runt related
506403///RUNX1 transcription factor 1

206499 _s_at 6.54E-04 -3.24E-01 RCC1 regulator of chromosome condensation 1

218112_at 6.55E-04 -2.96E-01 MRPS34 mitochondrial ribosomal protein S34

226820_at 6.55E-04 4.14E-01 ZNF362 zinc finger protein 362

228586_at 6.58E-04 -1.09E-01

225345_s_at 6.58E-04 3.51E-01 FBX032 F-box protein 32

203023_at 6.61E-04 -4.01E-01 NOP16 NOP16 nucleolar protein

221447_s_at 6.62E-04 2.60E-01 GLT8D2 glycosyltransferase 8 domain containing 2

229080_at 6.65E-04 -1.30E-01 COL26A1 collagen type XXVl alpha 1 chain

221494 x_at 6.66E-04 -2.95E-01 EIF3K eukaryotic translation initiation factor 3 subunit K

1553728 _at 6.66E-04 -2.02E-01 LRRC43 leucine rich repeat containing 43

1553647_at 6.69E-04 -1.23E-01 CDYL2 chromodomain Y-like 2

222509_s_at 6.71E-04 -1.33E-01 ZNF672 zinc finger protein 672

218046_s_at 6.72E-04 -3.67E-01 MRPS16 mitochondrial ribosomal protein S16

218865_at 6.73E-04 -4.43E-01 01-3 mitochondrial amidoxime reducing component 1

37892_at 6.73E-04 9.73E-01 COL11A1 collagen type Xl alpha 1 chain

235556_at 6.74E-04 5.10E-01 CREBRF CREBS3 regulatory factor

241859 _at 6.74E-04 1.12E-01 PLCL1 phospholipase C like 1

43934 _at 6.76E-04 -1.04E-01 GPR137 G protein-coupled receptor 137

208982_at 6.76E-04 4.06E-01 PECAM1 platelet and endothelial cell adhesion molecule 1

236401_at 6.76E-04 1.20E-01 GIMAP1 GTPase, IMAP family member 1

217294 _s_at 6.77E-04 -7.22E-01 ENO1 enolase 1

1561561_x_at 6.77E-04 -1.11E-01

221937_at 6.78E-04 2.81E-01 SYNRG synergin, gamma

202240_at 6.79E-04 -3.50E-01 PLK1 polo like kinase 1

230284 _at 6.80E-04 -1.35E-01 MYOM3 myomesin 3

208634_s_at 6.81E-04 2.43E-01 MACF1 microtubule-actin crosslinking factor 1

228585_at 6.82E-04 3.27E-01 ENTPD1 ectonucleoside triphosphate diphosphohydrolase 1

219611_s_at 6.83E-04 -1.49E-01 CEP85 centrosomal protein 85

233621_s_at 6.84E-04 -1.04E-01 ARHGEF12 Rho guanine nucleotide exchange factor 12

1552309_a_at 6.84E-04 4.27E-01 NEXN nexilin F-actin binding protein

220015_at 6.87E-04 -1.65E-01 CASZ1 castor zinc finger 1

236695_at 6.87E-04 -1.22E-01 STK4-AS1 STK4 antisense RNA 1 (head to head)

212581_x_at 6.89E-04 -3.61E-01 GAPDH glyceraldehyde-3-phosphate dehydrogenase

211474 s_at 6.89E-04 -5.09E-01 SERPINB6 serpin family B member 6

207339_s_at 6.92E-04 2.71E-01 LTB lymphotoxin beta

1554951 _at 6.94E-04 -1.01E-01

244830_at 6.96E-04 -9.53E-02 RASIP1 Ras interacting protein 1

239050_s_at 6.96E-04 4.56E-01 CRIPT CXXC repeat containing interactor of PDZ3 domain

214511_x_at 6.97E-04 3.21E-01 FCGR1B Fc fragment of IgG receptor Ib

226966_at 6.97E-04 -1.98E-01 PRPF40B pre-mRNA processing factor 40 homolog B

227289 _at 6.98E-04 4.97E-01 PCDH17 protocadherin 17

234373_x_at 6.98E-04 -1.53E-01

210122_at 7.01E-04 -1.03E-01 PRM2 protamine 2

218441 s_at 7.02E-04 -2.47E-01 RPAP1 RNA polymerase Il associated protein 1

227469 _at 7.03E-04 -1.00E-01

201417 _at 7.04E-04 4.15E-01 SOX4 SRY-box 4

219350_s_at 7.06E-04 -2.41E-01 DIABLO diablo IAP-binding mitochondrial protein

200594_x_at 7.09E-04 -1.88E-01 HNRNPU heterogeneous nuclear ribonucleoprotein U

218110_at 7.09E-04 -1.37E-01 XAB2 XPA binding protein 2

1553222 _at 7.10E-04 -1.10E-01 OXER1 oxoeicosanoid receptor 1

1562211 _a_at 7.11E-04 -1.47E-01 ZNF491 zinc finger protein 491

1558589 _at 7.11E-04 -8.91E-02 LINC00417 long intergenic non-protein coding RNA 417

219843_at 7.12E-04 3.15E-01 IPP intracisternal A particle-promoted polypeptide

223614 _at 7.13E-04 2.16E-01 MMP16 matrix metallopeptidase 16

234813_at 7.14E-04 -9.83E-02 TMEM108 transmembrane protein 108

244186_at 7.15E-04 -1.16E-01

203728 _at 7.16E-04 -3.38E-01 BAK1 BCL2 antagonist/killer 1

223784 _at 7.17E-04 4.53E-01 TMEM27 transmembrane protein 27

206034 _at 7.17E-04 -3.81E-01 SERPINB8 serpin family B member 8

230050_at 7.19E-04 -1.44E-01 NACC2 NACC family member 2

206284 x_at 7.19E-04 -4.97E-01 CLTB clathrin light chain B

AFFX-

HUMGAPDH/M3 7.20E-04 -5.65E-01 GAPDH glyceraldehyde-3-phosphate dehydrogenase

3197_5_at

225254 _at 7.21E-04 -1.07E-01 CCDC97 coiled-coil domain containing 97

223501_at 7.23E-04 6.04E-01 TNFSF13B tumor necrosis factor superfamily member 13b

228885_at 7.26E-04 1.65E-01 MAMDC2 MAM domain containing 2

214247 s_at 7.26E-04 4.54E-01 DKK3 dickkopf WNT signaling pathway inhibitor 3

208260_at 7.26E-04 -1.19E-01 AVPR1B arginine vasopressin receptor 1B

236891 _at 7.27E-04 -1.04E-01




239286_at 7.28E-04 3.15E-01 CDH11 cadherin 11
L208C817(;(;3;/3V2V?ABS/|-/I{LI}(/)/CL]£CO unchaTracter.ized LOC100653296///WAS Protein family homolog 1 pseudogene///WAS
231811 at 731E.04 123601 |100134445///WASHTP/// protein family homolog 1///uncharac‘ter|zeq LOC100134445///WAS protein family -
WASHSP///WASH2P///W hon'?olog 7 pseudogene///WAS protein fam|.Iy hon’folog 5 pseudogene///WAS protein
ASH3P family homolog 2 pseudogene///WAS protein family homolog 3 pseudogene
238250_at 7.36E-04 -1.25E-01
214098 _at 7.37E-04 4.31E-01 KIAA1107 KIAA1107
201331_s_at 7.37E-04 -2.97E-01 STAT6 signal transducer and activator of transcription 6
226930_at 7.39E-04 6.90E-01 FNDC1 fibronectin type Il domain containing 1
ATP6V1G2- ATP6V1G2-DDX39B readthrough (NMD candidate)///small nucleolar RNA, C/D box

200041_s_at 7.42E-04 -3.81E-01 | DDX39B///SNORD84///D ; ’

84///DEAD-box helicase 39B

DX39B

202296_s_at 7.42E-04 -3.88E-01 RER1 retention in endoplasmic reticulum sorting receptor 1
204757_s_at 7.43E-04 -1.68E-01 C2CD2L C2CD2 like
1564139 _at 7.46E-04 1.76E-01 A2M-AS1 A2M antisense RNA 1 (head to head)
225853 _at 7.48E-04 -3.63E-01 GNPNAT1 glucosamine-phosphate N-acetyltransferase 1
243357 _at 7.48E-04 2.42E-01 NEGR1 neuronal growth regulator 1
1554261 _at 7.48E-04 -1.33E-01 KLHL29 kelch like family member 29
1562022_s_at 7.48E-04 -2.32E-01 [LOC100130987///RAD9A |uncharacterized LOC100130987///RAD9 checkpoint clamp component A
212554 _at 7.49E-04 5.87E-01 CAP2 CAP, adenylate cyclase-associated protein, 2 (yeast)
207923_x_at 7.49E-04 -1.05E-01 PAX8 paired box 8
1554661_s_at 7.49E-04 -2.40E-01 CNST consortin, connexin sorting protein
214576_at 7.50E-04 -1.34E-01 KRT36 keratin 36
1559515_at 7.53E-04 1.86E-01
1564373_a_at 7.53E-04 -1.25E-01 LOC283887 uncharacterized LOC283887
229670_at 7.55E-04 3.26E-01
221117 _at 7.55E-04 -7.57E-02
230522_s_at 7.56E-04 -1.82E-01 ARHGEF39 Rho guanine nucleotide exchange factor 39
242484 at 7.56E-04 -1.07E-01 TTCO9B tetratricopeptide repeat domain 9B
50314 _i_at 7.58E-04 -2.60E-01 C200rf27 chromosome 20 open reading frame 27
211067_s_at 7.58E-04 2.85E-01 GAS7 growth arrest specific 7
213389 _at 7.59E-04 -2.43E-01 ZNF592 zinc finger protein 592
244289 at 7.59E-04 3.13E-01 ZNF300P1 zinc finger protein 300 pseudogene 1
220272_at 7.61E-04 1.68E-01 BNC2 basonuclin 2
227998 _at 7.62E-04 -4.90E-01 S100A16 5100 calcium binding protein A16
220252_x_at 7.65E-04 2.07E-01 CXorf21 chromosome X open reading frame 21
218443_s_at 7.66E-04 -2.40E-01 DAZAP1 DAZ associated protein 1
215235_at 7.67E-04 -3.52E-01 SPTAN1 spectrin alpha, non-erythrocytic 1
239734 _at 7.68E-04 2.50E-01
203365_s_at 7.68E-04 -3.22E-01 MMP15 matrix metallopeptidase 15
224333 _s_at 7.68E-04 -2.31E-01 MRPS5 mitochondrial ribosomal protein S5
224064_s_at 7.69E-04 -2.60E-01 DHDDS dehydrodolichyl diphosphate synthase subunit
242830_at 7.72E-04 -1.06E-01
214955_at 7.72E-04 -1.35E-01 TMPRSS6 transmembrane protease, serine 6
232078 _at 7.73E-04 -2.59E-01 NECTIN2 nectin cell adhesion molecule 2
226119 _at 7.76E-04 3.53E-01 PCMTD1 protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 1
1553812_at 7.77E-04 -1.26E-01 TLE6 transducin like enhancer of split 6
209416_s_at 7.77E-04 -1.31E-01 FZR1 fizzy/cell division cycle 20 related 1
231104_at 7.78E-04 -3.79E-01 TDRDS tudor domain containing 5
AFFX-
HUMGAPDH/M3 7.80E-04 -2.82E-01 GAPDH glyceraldehyde-3-phosphate dehydrogenase
3197_3_at
232329 at 7.81E-04 -9.99E-02 RANBP10 RAN binding protein 10
239918 at 7.82E-04 -1.05E-01 PVR poliovirus receptor
216581 _at 7.83E-04 -1.38E-01
1566690_at 7.87E-04 -1.19E-01
218196_at 7.89E-04 3.71E-01 0STM1 osteopetrosis associated transmembrane protein 1
239395_at 7.91E-04 -1.61E-01 ARRDC3-AS1 ARRDC3 antisense RNA 1
205303_at 7.94E-04 4.39E-01 KCNJ8 potassium voltage-gated channel subfamily J member 8
217904 _s_at 7.94E-04 3.57E-01 BACE1 beta-secretase 1
232640_at 7.94E-04 -1.37E-01 COMMDS5 COMM domain containing 5
223988 x_at 7.96E-04 -3.09E-01 METTL17 methyltransferase like 17
200828 _s_at 7.96E-04 -2.89E-01 ZNF207 zinc finger protein 207
222379 _at 7.96E-04 2.12E-01 KCNE4 potassium voltage-gated channel subfamily E regulatory subunit 4
239888 _at 7.96E-04 4.40E-01 UBQLN2 ubiquilin 2
212263_at 7.97E-04 4.90E-01 QKI QKI, KH domain containing RNA binding
205884_at 7.98E-04 2.16E-01 ITGA4 integrin subunit alpha 4
225404 _at 7.99E-04 -2.63E-01 SMIM12 small integral membrane protein 12
226531 _at 8.00E-04 -2.56E-01 ORAI1 ORAI calcium release-activated calcium modulator 1
212003_at 8.02E-04 -1.63E-01 SZRD1 SUZ RNA binding domain containing 1
218580_x_at 8.05E-04 -3.04E-01 AURKAIP1 aurora kinase A interacting protein 1
228993_s_at 8.05E-04 4.06E-01 BBIP1 BBSome interacting protein 1
1555301_a_at 8.05E-04 -3.35E-01 DIP2A disco interacting protein 2 homolog A
209008_x_at 8.05E-04 -5.06E-01 KRT8 keratin 8
227978 s_at 8.06E-04 -3.86E-01 ZADH2 zinc binding alcohol dehydrogenase domain containing 2




203660_s_at 8.08E-04 -2.51E-01 PCNT pericentrin

1557595_at 8.10E-04 -1.18E-01 GINS2 GINS complex subunit 2

209461_x_at 8.11E-04 -3.60E-01 WDR18 WD repeat domain 18

228148 at 8.12E-04 -2.00E-01 ZNF584 zinc finger protein 584

225120 _at 8.13E-04 3.20E-01 MIR4657///PURB microRNA 4657///purine rich element binding protein B
232419 at 8.14E-04 -1.43E-01 TMEM132A transmembrane protein 132A

202849 x_at 8.14E-04 -1.31E-01 GRK6 G protein-coupled receptor kinase 6

202855_s_at 8.16E-04 -2.37E-01 MIR6787///SLC16A3  |microRNA 6787///solute carrier family 16 member 3
203231_s_at 8.17E-04 6.38E-01 ATXN1 ataxin 1

220200_s_at 8.21E-04 -1.79E-01 KMT5A lysine methyltransferase 5A

232079_s_at 8.22E-04 -3.74E-01 NECTIN2 nectin cell adhesion molecule 2

241724 x_at 8.25E-04 1.27E-01

244064 _at 8.25E-04 -1.17E-01

232896_at 8.27E-04 -1.09E-01 ERBIN erbb2 interacting protein

223035_s_at 8.27E-04 -2.95E-01 FARSB phenylalanyl-tRNA synthetase beta subunit
219090_at 8.31E-04 5.04E-01 SLC24A3 solute carrier family 24 member 3

1553686_at 8.35E-04 -1.44E-01 C180rf25 chromosome 18 open reading frame 25
224130_s_at 8.38E-04 -4.08E-01 SRA1 steroid receptor RNA activator 1

235980_at 8.41E-04 3.22E-01 PIK3CA phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha
213756_s_at 8.42E-04 -1.33E-01 HSF1 heat shock transcription factor 1

213122_at 8.42E-04 3.56E-01 TSPYLS TSPY like 5

202041_s_at 8.45E-04 -3.75E-01 FIBP FGF1 intracellular binding protein

224907_s_at 8.47E-04 -2.23E-01 SH3GLB2 SH3 domain containing GRB2 like endophilin B2
212979 _s_at 8.49E-04 4.15E-01 | LOC100294033///TCAF1 |protein FAM115A-like///TRPMS8 channel associated factor 1
235752_at 8.49E-04 -1.71E-01

1563078 _at 8.53E-04 -1.04E-01 LOC101929460 uncharacterized LOC101929460

220588_at 8.53E-04 -1.44E-01 BCAS4 breast carcinoma amplified sequence 4

212298 _at 8.54E-04 4.93E-01 NRP1 neuropilin 1

215024 _at 8.55E-04 2.45E-01 CCZ1B CCZ1 homolog B, vacuolar protein trafficking and biogenesis associated
240099 _at 8.57E-04 -1.36E-01

208003_s_at 8.57E-04 4.76E-01 NFATS nuclear factor of activated T-cells 5

243378 _at 8.58E-04 2.21E-01

209953_s_at 8.60E-04 -3.30E-01 CDC37 cell division cycle 37

211043_s_at 8.61E-04 -4.11E-01 CLTB clathrin light chain B

221373_x_at 8.61E-04 -1.49E-01 PSPN persephin

231773_at 8.62E-04 1.39E-01 ANGPTL1 angiopoietin like 1

221849 s_at 8.62E-04 -2.68E-01 DCAF15 DDB1 and CUL4 associated factor 15

217930_s_at 8.64E-04 -2.20E-01 TOLLIP toll interacting protein

35201_at 8.64E-04 -2.33E-01 HNRNPL heterogeneous nuclear ribonucleoprotein L
218070_s_at 8.64E-04 -2.44E-01 GMPPA GDP-mannose pyrophosphorylase A

203832_at 8.66E-04 -2.88E-01 SNRPF small nuclear ribonucleoprotein polypeptide F
1560922 _s_at 8.67E-04 -1.77E-01 ZNF169 zinc finger protein 169

1557867_s_at 8.68E-04 -1.28E-01 CFAP157 cilia and flagella associated protein 157

202477 _s_at 8.71E-04 -2.64E-01 TUBGCP2 tubulin gamma complex associated protein 2
206005_s_at 8.75E-04 2.67E-01 CEP162 centrosomal protein 162

238009 _at 8.75E-04 4.59E-01 SOX5 SRY-box 5

1555775_a_at 8.75E-04 -9.49E-02 ZAR1 zygote arrest 1

203189 _s_at 8.76E-04 -4.36E-01 M|R7113/é6'\;|5|24691///N microRNA 7113///microRNA 4691///NADH:ubiquinone oxidoreductase core subunit S8
201950_x_at 8.76E-04 -3.42E-01 CAPZB capping actin protein of muscle Z-line beta subunit
202072_at 8.76E-04 -3.58E-01 HNRNPL heterogeneous nuclear ribonucleoprotein L
217349 s_at 8.77E-04 -1.35E-01 PRICKLE3 prickle planar cell polarity protein 3

201600_at 8.78E-04 -3.64E-01 PHB2 prohibitin 2

212716_s_at 8.79E-04 -3.17E-01 EIF3K eukaryotic translation initiation factor 3 subunit K
223744 s_at 8.81E-04 -1.75E-01 SIAE sialic acid acetylesterase

202434 _s_at 8.81E-04 -1.15E-01 CYP1B1 cytochrome P450 family 1 subfamily B member 1
210161 _at 8.84E-04 -1.09E-01 NFATC1 nuclear factor of activated T-cells 1

206153_at 8.84E-04 -1.83E-01 CYP4F11 cytochrome P450 family 4 subfamily F member 11
227395_at 8.85E-04 4.52E-01 TBCEL tubulin folding cofactor E like

1557637_at 8.86E-04 -1.61E-01

213974 _at 8.86E-04 2.36E-01 ADAMTSL3 ADAMTS like 3

208667_s_at 8.88E-04 2.60E-01 ST13 suppression of tumorigenicity 13 (colon carcinoma) (Hsp70 interacting protein)
241464 _s_at 8.89E-04 -2.41E-01

214011_s_at 8.91E-04 -3.60E-01 NOP16 NOP16 nucleolar protein

224549 x_at 8.91E-04 3.07E-01

224542 _s_at 8.92E-04 -1.11E-01 NFATC2 nuclear factor of activated T-cells 2

233549 _at 8.93E-04 -9.76E-02 PDE1A phosphodiesterase 1A

1566700_at 8.94E-04 -1.24E-01 VRK3 vaccinia related kinase 3

217189 _s_at 8.95E-04 -1.55E-01 SMG7 SMG7, nonsense mediated mRNA decay factor
225646_at 8.96E-04 3.39E-01 CTSC cathepsin C

242555_at 8.97E-04 3.68E-01 Cl160rf87 chromosome 16 open reading frame 87
200773_x_at 8.98E-04 -1.52E-01 PTMA prothymosin, alpha

215507_x_at 8.98E-04 1.68E-01 RAB22A RAB22A, member RAS oncogene family
1570292_at 8.99E-04 -8.57E-02 LOC101927123 uncharacterized LOC101927123

57588_at 9.00E-04 4.60E-01 SLC24A3 solute carrier family 24 member 3

209190_s_at 9.02E-04 -2.74E-01 DIAPH1 diaphanous related formin 1




217662_x_at 9.03E-04 2.46E-01
204473_s_at 9.04E-04 -2.51E-01 ZNF592 zinc finger protein 592
239364_at 9.05E-04 2.55E-01 ETV6 ETS variant 6
206353_at 9.05E-04 -9.35E-02 COX6A2 cytochrome c oxidase subunit 6A2
215179 x_at 9.05E-04 2.24E-01 PGF placental growth factor
1554444 s_at 9.05E-04 -1.21E-01 SLC35F6 solute carrier family 35 member F6
217967_s_at 9.06E-04 4.84E-01 FAM129A family with sequence similarity 129 member A
200913_at 9.06E-04 -3.38E-01 PPM1G protein phosphatase, Mg2+/Mn2+ dependent 1G
230121_at 9.06E-04 1.69E-01 SERTAD4-AS1 SERTADA4 antisense RNA 1
1569487_at 9.06E-04 -1.39E-01
202822 _at 9.07E-04 2.12E-01 LPP LIM domain containing preferred translocation partner in lipoma
242358 at 9.09E-04 1.06E-01 RASSF8-AS1 RASSF8 atnisense RNA 1
214062_x_at 9.14E-04 -2.08E-01 NFKBIB NFKB inhibitor beta
217783_s_at 9.16E-04 3.41E-01 YPEL5 yippee like 5
212179 _at 9.17E-04 4.51E-01 PNISR PNN interacting serine and arginine rich protein
212137 _at 9.18E-04 -2.30E-01 LARP1 La ribonucleoprotein domain family member 1
225315_at 9.19E-04 -3.67E-01 MRPL21 mitochondrial ribosomal protein L21
228167_at 9.19E-04 5.06E-01 KLHL6 kelch like family member 6
234303_s_at 9.21E-04 1.38E-01 GPR85 G protein-coupled receptor 85
201122_x_at 9.24E-04 -2.26E-01 EIF5A eukaryotic translation initiation factor 5A
227497 _at 9.25E-04 4.51E-01 SOX6 SRY-box 6
1564002_a_at 9.25E-04 2.64E-01 AK9 adenylate kinase 9

SNORDGS///SNORD498// small nucleolar RNA, C/D box 65///small nucleolar RNA, C/D box 49B///LRRC75A
239754_at 9.27E-04 -1.32E-01 /LRRC75A- .

AS1///SNORDA9A antisense RNA 1///small nucleolar RNA, C/D box 49A

1559332_at 9.27E-04 3.52E-01
221383_at 9.27E-04 -1.25E-01 NMUR1 neuromedin U receptor 1
214096_s_at 9.28E-04 -3.48E-01 SHMT2 serine hydroxymethyltransferase 2
227171 _at 9.28E-04 -1.24E-01 CCT4 chaperonin containing TCP1 subunit 4
226633_at 9.30E-04 3.44E-01 RAB8B RAB8B, member RAS oncogene family
243538 _at 9.30E-04 -1.69E-01
217849 s_at 9.32E-04 -2.94E-01 CDC42BPB CDCA42 binding protein kinase beta
222030_at 9.32E-04 -2.40E-01 SIVA1 SIVA1 apoptosis inducing factor
206575_at 9.33E-04 -1.36E-01 CDKL5 cyclin dependent kinase like 5
227627_at 9.35E-04 4.30E-01 C8orf44-SGK3///SGK3 |C80orf44-SGK3 readthrough///serum/glucocorticoid regulated kinase family member 3
210386_s_at 9.37E-04 -2.58E-01 MTX1 metaxin 1
241307_at 9.41E-04 -1.03E-01
207788 _s_at 9.44E-04 -1.27E-01 SORBS3 sorbin and SH3 domain containing 3
214531_s_at 9.46E-04 -3.25E-01 SNX1 sorting nexin 1
243140_at 9.47E-04 2.61E-01 ACTA2 actin, alpha 2, smooth muscle, aorta
227300_at 9.47E-04 1.74E-01 TMEM119 transmembrane protein 119
49306_at 9.47E-04 2.54E-01 RASSF4 Ras association domain family member 4
242958 x_at 9.51E-04 8.95E-02
218142_s_at 9.54E-04 3.12E-01 CRBN cereblon
1561384 _a_at 9.55E-04 -8.50E-02 LOC284661 uncharacterized LOC284661
204760_s_at 9.55E-04 -2.21E-01 NR1D1///THRA nuclear receptor subfamily 1 group D member 1///thyroid hormone receptor, alpha
217450_at 9.58E-04 -9.52E-02 AGFG2 ArfGAP with FG repeats 2
241380_at 9.59E-04 -1.08E-01 ARHGEF37 Rho guanine nucleotide exchange factor 37
212122 _at 9.60E-04 3.68E-01 RHOQ ras homolog family member Q
227148 _at 9.60E-04 4.88E-01 PLEKHH2 pleckstrin homology, MyTH4 and FERM domain containing H2
206331 _at 9.62E-04 3.18E-01 CALCRL calcitonin receptor like receptor
1560353_at 9.64E-04 -1.05E-01
212691 _at 9.64E-04 -2.15E-01 NUP188 nucleoporin 188
218745_x_at 9.65E-04 -2.23E-01 TMEM161A transmembrane protein 161A
230043_at 9.66E-04 6.43E-01 MUC20 mucin 20, cell surface associated
1560412_at 9.68E-04 -1.18E-01 LOC100507506 uncharacterized LOC100507506
213209 _at 9.69E-04 -1.07E-01 TAF6L TATA-box binding protein associated factor 6 like
203109 _at 9.69E-04 -4.15E-01 UBE2M ubiquitin conjugating enzyme E2 M
1562121 _at 9.70E-04 -8.58E-02 CHL1-AS1 CHL1 antisense RNA 1
215859 _at 9.71E-04 -9.61E-02 NCLN nicalin
205145_s_at 9.72E-04 -2.59E-01 MYLS myosin light chain 5
220323_at 9.72E-04 -1.82E-01 CNTD2 cyclin N-terminal domain containing 2
232125_at 9.72E-04 3.73E-01 ZBTB20 zinc finger and BTB domain containing 20
219207_at 9.73E-04 -2.99E-01 EDC3 enhancer of mRNA decapping 3
203477_at 9.74E-04 6.31E-01 COL15A1 collagen type XV alpha 1 chain
217347_at 9.74E-04 -1.84E-01
242262_x_at 9.74E-04 -9.06E-02 LINC01360 long intergenic non-protein coding RNA 1360
AFFX-LysX-5_at 9.79E-04 -2.65E-01
201173_x_at 9.79E-04 -3.06E-01 NUDC nuclear distribution C, dynein complex regulator
209792_s_at 9.79E-04 -9.80E-01 KLK10 kallikrein related peptidase 10
1553060_at 9.80E-04 -1.28E-01 PSKH2 protein serine kinase H2
201563_at 9.81E-04 -4.50E-01 SORD sorbitol dehydrogenase
239217_x_at 9.84E-04 -2.69E-01 ABCC3 ATP binding cassette subfamily C member 3
236297_at 9.84E-04 4.07E-01 PLXDC2 plexin domain containing 2




LOC101930373///HYDIN2

hydrocephalus-inducing protein homolog///HYDIN2, axonemal central pair apparatus

1554907_a_at 9-84E-04 -1.308-01 ///HYDIN protein (pseudogene)///HYDIN, axonemal central pair apparatus protein
236458 at 9.86E-04 4.13E-01
206139 _at 9.88E-04 -1.14E-01 PI14KB phosphatidylinositol 4-kinase beta
242803_at 9.90E-04 2.84E-01
sovzs o s (P8 e o e e B e o o
232964 _at 9.91E-04 2.80E-01 | DYE5///SPDYE2///SPDYE
- /1 1 z E5///speedy/RINGO cell cycle regulator family member E2///speedy/RINGO cell cycle
regulator family member E1
203573_s_at 9.94E-04 -3.12E-01 RABGGTA Rab geranylgeranyltransferase alpha subunit
234465_at 9.94E-04 -1.77E-01 EME1 essential meiotic structure-specific endonuclease 1
207582_at 9.95E-04 -1.18E-01 PIN1P1 peptidylprolyl cis/trans isomerase, NIMA-interacting 1 pseudogene 1
203171_s_at 9.96E-04 -2.48E-01 RRP8 ribosomal RNA processing 8, methyltransferase, homolog (yeast)
1555392 _at 9.99E-04 3.57E-01




Table S3. List of DEGs in DCLK1-B WT versus DCLK1-B KO HCT116 cells

Gene Symbol DCLK1-B WT DCLKIBKO Full descriptions of the gene Locus on rqRefSeq mR|RefSeq mR[RefSeq ncHRefSeq ncHRefSeq proRefSeq proGene type |Ensembl G{Entrez GenfHGNC ID(s
WT1 WT2 WT3 KO1 KO2 KO3

A1BG 0.057389 0 0.098051 | 0.121427 0 0.13007 [alpha-1-B glycoprotein [Source:HGNC Symbol;Acc:HGNC:5] chr19:5884NM_1307¢. . NP_57060]. protein_co ENSG0000(1 5
A1CF 0.17037 | 0.071402 | 0.029692 | 0.011344 | 0.153164 | 0.03151 |APOBEC1 complementation factor [Source:HGNC Symbol;Acc:HG|chr10:525§NM_00119XM_01701]. NP_00118{XP_005269protein_coENSG0000(29974 24086
A2M 0.02614 | 0.040728 | 0.022744 0 0.029566 | 0.01349 |alpha-2-macroglobulin [Source:HGNC Symbol;Acc:HGNC:7] chr12:922(NM_00001XM_00671]. NP_00000{XP_006719protein_co ENSG0O000{2 7
A2ML1 0 0.025338 0 0 0 0 alpha-2-macroglobulin like 1 [Source:HGNC Symbol;Acc:HGNC:23|chr12:8974NM_0012§XM_01152|. NP_00126{XP_01151dprotein_coENSG0000{144568 (23336
A3GALT2 0 0.241825 0 0 0.145016 0 alpha 1,3-galactosyltransferase 2 [Source:HGNC Symbol;Acc:HGN|chr1:33774NM_0010¢. . NP_00107{. protein_coENSG0000{127550 (30005
AAGALT 6.66231 | 6.9808 | 8.44548 | 7.84005 | 6.9955 8.0222 [alpha 1,4-galactosyltransferase [Source:HGNC Symbol;Acc:HGNC{chr22:430§NM_00133XM_01153|. NP_001304XP_005261protein_co ENSG0000(53947 18149
A4GNT 0 0 0 0 0 0 alpha-1,4-N-acetylglucosaminyltransferase [Source:HGNC Symbo|chr3:13784NM_0161€|. . NP_057244XP_016862protein_co ENSGO000({51146 17968
AAAS 41.4229 | 41.5927 | 33.4998 | 47.0711 | 35.9008 | 30.4847 |aladin WD repeat nucleoporin [Source:HGNC Symbol;Acc:HGNC:Jchr12:537¢NM_00117XM_01153|. NP_00116(XP_011537protein_co ENSGO000({8086 13666
AACS 6.15576 | 7.96496 | 7.92365 | 7.74371 | 6.45278 | 6.51129 |acetoacetyl-CoA synthetase [Source:HGNC Symbol;Acc:HGNC:214chr12:125§NM_02392XM_00525|. NP_07641]. protein_co ENSG0000{65985 21298
AADAC 2.07691 | 3.25846 | 4.07044 | 1.27104 | 1.59527 | 1.78065 |arylacetamide deacetylase [Source:HGNC Symbol;Acc:HGNC:17] |chr3:1515iNM_0010§XM_00524]. NP_00107{XP_005247protein_coENSG0000(13 17
AADACL2 0 0 0 0 0 0 arylacetamide deacetylase like 2 [Source:HGNC Symbol;Acc:HGN{chr3:15144NM_2073€. . . NP_99724. protein_col[ENSG0000({344752  |24427
AADACL3 0 0 0 0 0 0 arylacetamide deacetylase like 3 [Source:HGNC Symbol;Acc:HGN{chr1:1277¢NM_0011(. NR_111984. NP_00109¢. protein_co[ENSG0000{126767  |32037
AADACL4 0 0 0 0 0 0 arylacetamide deacetylase like 4 [Source:HGNC Symbol;Acc:HGN{chr1:12704NM_00101. . NP_00101{. protein_coENSG0000{343066 (32038
AADAT 9.24151 | 9.31816 | 7.88466 | 8.21248 | 8.57787 | 7.97648 |aminoadipate aminotransferase [Source:HGNC Symbol;Acc:HGN(chr4:1709§NM_0012§XM_00671]. NP_001271XP_006714protein_coENSG0000{51166 17929
AAED1 7.5649 7.00093 | 8.63785 | 6.58897 | 8.15617 | 7.29128 |AhpC/TSA antioxidant enzyme domain containing 1 [Source:HGN{chr9:99401NM_15369XM_00525|. NP_714541XP_005251protein_co|ENSG0000(195827 16881
AAGAB 40.4307 | 41.5295 | 42.8756 | 47.4052 | 45.4781 | 46.3735 |alpha- and gamma-adaptin binding protein [Source:HGNC Symbo|chr15:6744NM_00127XM_01152]. NP_00125¢XP_01152(protein_co ENSGO000{79719 25662
AAK1 2.95471 | 2.92932 | 2.90223 | 1.45168 | 1.61639 | 1.92291 [AP2 associated kinase 1 [Source:HGNC Symbol;Acc:HGNC:19679][chr2:69684NM_01491. . NP_05572(. protein_col[ENSG0000(22848 19679
AAMDC 8.23566 | 10.5891 6.7416 11.2327 | 7.33941 | 12.1782 |adipogenesis associated Mth938 domain containing [Source:HGNchr11:775JNM_00133XM_01154]. NP_0013031XP_005273protein_coENSG0000{28971 30205
AAMP 92.2091 | 94.2251 | 79.4299 | 106.624 | 90.9083 | 70.2651 |angio associated migratory cell protein [Source:HGNC Symbol;Acqchr2:21914NM_0010§. . NP_00107{. protein_co ENSG0000(14 18
AANAT 0.24984 0 0.095223 | 0.119581 0 0.250295 [aralkylamine N-acetyltransferase [Source:HGNC Symbol;Acc:HGN|chr17:7444NM_0010¢XM_01152|. NP_00107¢XP_011522protein_co ENSGO000{15 19
AAR2 24.5701 | 24.0277 | 21.1824 | 27.2094 | 21.8848 | 18.1098 |AAR2 splicing factor homolog [Source:HGNC Symbol;Acc:HGNC:1{chr20:3483NM_00127XM_01152]. NP_00125¢XP_006723protein_co ENSG0000({25980 15886
AARD 0 0 0 0 0 0 alanine and arginine rich domain containing protein [Source:HGN|chr8:11794NM_00102. NP_00102(. protein_co|ENSG0000(441376 (33842
AARS 83.0899 88.505 54.6942 [ 72.2496 | 65.7216 | 149.444 |alanyl-tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:20] chr16:702§NM_0016(. . NP_00159(. protein_coENSG0000(16 20
AARS2 6.65889 | 6.96981 | 6.29575 | 5.97773 | 5.90678 | 3.65828 |alanyl-tRNA synthetase 2, mitochondrial [Source:HGNC Symbol;A|lchr6:4423§NM_02074XM_01151]. NP_06579(XP_005249protein_co ENSGO000{57505 21022
AARSD1 31.9996 | 30.6891 | 24.6546 | 41.0968 | 36.3349 | 23.8351 [alanyl-tRNA synthetase domain containing 1 [Source:HGNC Symbfchr17:411(NM_0012€|. . NP_00124{. protein_coENSG0000({80755 28417
AASDH 4.88116 | 5.44498 | 6.28085 | 3.68406 | 4.02539 | 5.74651 |aminoadipate-semialdehyde dehydrogenase [Source:HGNC Symbchr4:57204NM_0012§XM_01153|. NP_00127{XP_005269protein_co|ENSG0000(132949 (23993
AASDHPPT 37.4594 | 38.3306 | 36.6411 | 34.917 | 45.0911 | 42.9293 |aminoadipate-semialdehyde dehydrogenase-phosphopantethein|chr11:1054NM_01543. . NP_05623. protein_co ENSG0000({60496 14235
AASS 1.77004 | 1.80387 | 2.44173 | 1.3868 | 1.52077 | 2.13717 |aminoadipate-semialdehyde synthase [Source:HGNC Symbol;Acc|chr7:1217JNM_0057€XM_01151]. NP_005754XP_011514protein_co ENSGO000{10157 17366
AATF 50.2124 | 51.1789 | 44.7588 | 53.5426 | 47.6714 | 39.4198 |apoptosis antagonizing transcription factor [Source:HGNC Symbo|chr17:353(NM_01213XM_01152|. NP_03627(XP_011522protein_coENSG0000(26574 19235
AATK 1.03003 1.2893 1.3085 | 0.768539 | 1.03937 | 1.00941 [apoptosis associated tyrosine kinase [Source:HGNC Symbol;Acc:Hchr17:790(NM_0010§XM_01702|. . NP_001071{XP_006727protein_co ENSG0000{9625 21
AATK-AS1 0 0 0 0 0 0 AATK antisense RNA 1 [Source:HGNC Symbol;Acc:HGNC:40053] |chr17:790(. . NR_02725]. . . protein_coENSG0000(388428 (40053
ABAT 1.72279 | 2.2278 | 2.80507 | 2.39972 | 2.51205 | 2.45927 |4-aminobutyrate aminotransferase [Source:HGNC Symbol;Acc:HQchr16:876§NM_0006€XM_01152]. NP_000654XP_01152(protein_co ENSG0000{18 23
ABC7-42404400C24.1 9.69E-09 | 8.49E-08 | 0.030503 | 0.077778 | 1.65E-08 | 1.06E-09 |. chr10:4694. XM_01701]. . XP_006718protein_co ENSG0000({83849, 102.
ABCA1 0.374337 | 0.286603 | 0.521352 | 0.007456 | 0.007516 | 0.006774 |ATP binding cassette subfamily A member 1 [Source:HGNC Symb{chr9:10754NM_0055((XM_01151]. NP_00549{XP_005251protein_co ENSG0O000(19 29
ABCA10 0.061754 | 0.093787 | 0.086264 | 0.028532 | 0.013562 | 0.058935 |ATP binding cassette subfamily A member 10 [Source:HGNC Symlchr17:6714NM_0802§. . NP_52502]. protein_coENSG0000(10349 30
ABCA12 0.757806 | 0.904821 | 0.855142 | 0.630021 | 0.989393 | 1.32751 |ATP binding cassette subfamily A member 12 [Source:HGNC Symfchr2:21574NM_01565XM_01151]. NP_05647]XP_011509protein_co ENSG0000({26154 14637
ABCA13 0 0.004925 | 0.003991 | 0.005244 0 0 ATP binding cassette subfamily A member 13 [Source:HGNC Symlichr7:4821INM_1527(XM_01151]. . NP_689914XP_011513protein_co ENSG0000({154664 14638
ABCA2 17.1147 18.586 27.0024 | 15.3261 | 14.9731 | 15.9671 |ATP binding cassette subfamily A member 2 [Source:HGNC Symbqchr9:1399NM_0016(XM_01151|. XR_001744NP_001591XP_006717protein_coENSG0000(20 32
ABCA3 2.1218 | 3.20118 | 3.9963 | 1.82067 | 1.55872 | 2.29791 [ATP binding cassette subfamily A member 3 [Source:HGNC Symb{chr16:232§NM_0010¢. NP_00108(. protein_co ENSG0000{21 33
ABCA4 0.055155 | 0.037197 | 0.206604 | 0.140846 | 0.146784 | 0.077734 |ATP binding cassette subfamily A member 4 [Source:HGNC Symbqchr1:9445§NM_00035. NP_00034]. protein_co ENSG0000(24 34
ABCAS 1.53251 | 1.57418 | 1.96595 | 1.22415 | 1.59674 | 2.28664 |ATP binding cassette subfamily A member 5 [Source:HGNC Symb{chr17:6714NM_01867. . NP_061141. protein_co ENSG0000{23461 35
ABCA6 0.014418 | 0.062244 | 0.025158 0 0.015821 | 0.10128 |ATP binding cassette subfamily A member 6 [Source:HGNC Symb{chr17:6704NM_0802¢§XM_01702|. NP_52502{XP_011522protein_coENSG0000(23460 36
ABCA7 10.1438 | 10.7008 14.543 8.32842 | 7.36934 | 7.67579 |ATP binding cassette subfamily A member 7 [Source:HGNC Symbqchr19:104(NM_01911XM_01152|. NP_06198{XP_006722protein_co|ENSG0000(10347 37
ABCA8 0 0 0 0 0 0 ATP binding cassette subfamily A member 8 [Source:HGNC Symbqchr17:668NM_0012§XM_01152]. NP_00127{XP_00525fprotein_co ENSGO000{10351 38
ABCA9 0.011848 | 0.025195 0 0 0 0.023355 [ATP binding cassette subfamily A member 9 [Source:HGNC Symb{chr17:6697NM_0802¢§XM_01702|. NP_52502]XP_011522protein_co ENSGO000({10350 39
ABCB1 0.83012 | 1.18903 | 1.22091 | 1.75153 1.3666 1.71693 |ATP binding cassette subfamily B member 1 [Source:HGNC Symbqchr7:87133NM_00092. . NP_00091§. protein_coENSG0000(5243 40
ABCB10 8.2053 9.47316 | 8.69251 10.874 | 9.12956 | 8.64813 [ATP binding cassette subfamily B member 10 [Source:HGNC Symlichr1:2296§NM_0120§XM_01154]. NP_03622{XP_011542protein_coENSG0000(23456 41
ABCB11 0 0 0 0 0 0 ATP binding cassette subfamily B member 11 [Source:HGNC Syml{chr2:169731NM_00374XM_01151]. NP_00373]XP_006712protein_co ENSG0000{8647 42
ABCB4 0 0.019242 | 0.015934 | 0.020571 0 0.018542 [ATP binding cassette subfamily B member 4 [Source:HGNC Symbqchr7:8703]1NM_00044XM_01151|. NP_000434XP_011514protein_co ENSG0000(5244 45
ABCB5 0.012842 0 0.011177 0 0.028463 0 ATP binding cassette subfamily B member 5 [Source:HGNC Symbqchr7:20654NM_0011¢XM_01151]. NP_00115]XP_011513protein_co|ENSG0000{340273 |46
ABCB6 7.86523 | 7.19947 | 7.85593 | 4.63857 | 4.39892 | 4.64576 |ATP binding cassette subfamily B member 6 (Langereis blood grojchr2:22007NM_0056§. NP_00568(. protein_co ENSG0000{10058 47
ABCB7 9.56218 | 8.99562 | 11.8415 | 8.11364 | 9.63499 | 10.1892 |ATP binding cassette subfamily B member 7 [Source:HGNC SymbqchrX:74273NM_00127. NP_00125§. protein_co ENSG0000({22 48
ABCB8 20.9172 | 20.6733 | 17.8252 | 19.4087 | 17.2541 | 14.8139 |ATP binding cassette subfamily B member 8 [Source:HGNC Symbqchr7:15074NM_0012§. . NP_001264. protein_col[ENSG0000(11194 49
ABCB9 4.27419 | 4.69374 | 4.76872 | 3.56556 | 3.58683 | 3.14655 |ATP binding cassette subfamily B member 9 [Source:HGNC Symbqchr12:1234NM_00124XM_01701]. NP_00122{XP_005253protein_coENSG0000(23457 50
ABCC1 18.7867 | 19.5997 | 21.0364 | 19.2557 | 18.6804 | 19.7543 |ATP binding cassette subfamily C member 1 [Source:HGNC Symbqchr16:1604NM_0049¢XM_01702]. NP_004981XP_01152(protein_co|ENSG0000({4363 51
ABCC10 7.08173 | 7.3925 | 7.83759 | 5.66048 | 6.14483 | 4.91167 |ATP binding cassette subfamily C member 10 [Source:HGNC Symhchr6:4339§NM_00119XM_01701|. NP_00118{XP_011513protein_co ENSGO000{89845 52




ABCC11 0.044898 | 0.030581 | 0.025912 0 0.05116 | 0.078584 |ATP binding cassette subfamily C member 11 [Source:HGNC Symlichr16:482(NM_0325§XM_01702|. NP_11597{XP_011521protein_coENSG0000(85320 14639
ABCC12 0.012767 0 0.011079 0 0.014444 | 0.013175 |ATP binding cassette subfamily C member 12 [Source:HGNC Syml{chr16:4811NM_03322. NP_15022. protein_co ENSG0000({94160 14640
ABCC2 14.046 | 12.5137 | 13.6564 | 45.8952 | 46.911 | 49.3403 |ATP binding cassette subfamily C member 2 [Source:HGNC Symbqchr10:101§NM_00039. . NP_00038]. protein_co[ENSG0000(1244 53
ABCC3 4.7867 | 4.63481 | 8.04884 | 2.70233 | 2.98015 | 4.48812 |ATP binding cassette subfamily C member 3 [Source:HGNC Symbqchr17:4871NM_00114XM_01152|. NP_00113]XP_005257protein_co ENSG0000(8714 54
ABCC4 9.73186 10.104 11.1228 | 10.0164 | 12.3684 | 11.6384 [ATP binding cassette subfamily C member 4 [Source:HGNC Symbqchr13:9563NM_00110XM_01702|. NP_00109{XP_005254protein_co ENSG0000(10257 55
ABCC5 10.1047 9.5562 9.9481 7.56939 [ 7.96408 | 6.51047 [ATP binding cassette subfamily C member 5 [Source:HGNC Symbqchr3:18363NM_00102XM_01700|. NP_00101{XP_005247protein_coENSG0000(10057 56
ABCC6 0.788705 | 1.37159 | 0.795745 | 0.683308 | 1.10751 | 0.132092 |ATP binding cassette subfamily C member 6 [Source:HGNC Symbqchr16:1624NM_00107XM_01152]. NP_00107]XP_01152(protein_co ENSG0000({10536923957
ABCC8 0 0 0.024127 0 0.016219 | 0.015286 |ATP binding cassette subfamily C member 8 [Source:HGNC Symbqchr11:174]JNM_00035XM_01701|. NP_000341XP_01151gprotein_co ENSGO000(6833 59
ABCC9 0 0.047474 0 0 0.016561 0 ATP binding cassette subfamily C member 9 [Source:HGNC Symbqchr12:219§NM_00569XM_01152]. NP_00568{XP_005253protein_co ENSG0000({10060 60
ABCD1 3.63872 | 3.91099 | 4.34637 | 4.15667 | 2.92066 | 3.4373 |ATP binding cassette subfamily D member 1 [Source:HGNC Symb{chrX:15294NM_00003. . NP_000024. protein_co ENSG0000{215 61
ABCD2 0.014496 | 0.015872 | 0.012597 | 0.016831 | 0.031718 | 0.013661 |ATP binding cassette subfamily D member 2 [Source:HGNC Symb{chr12:3994NM_0051¢XM_01153). NP_005154XP_01153fprotein_co ENSG0000{225 66
ABCD3 21.3344 | 18.2476 | 23.0128 | 19.1904 | 26.5183 26.399 [ATP binding cassette subfamily D member 3 [Source:HGNC Symb{chr1:94884NM_00112XM_01700|. NP_00111¢XP_00671(protein_co ENSG0000(5825 67
ABCD4 10.2828 | 10.4617 | 9.86624 | 11.5835 11.206 9.17097 |ATP binding cassette subfamily D member 4 [Source:HGNC Symb{chr14:7479NM_00505XM_01153|. NP_00504]XP_005267protein_co|ENSG0000({5826 68
ABCE1 59.5834 | 55.971 | 58.8868 | 56.9617 | 72.9008 | 67.1731 |ATP binding cassette subfamily E member 1 [Source:HGNC Symbqchr4:1459]NM_00104. NP_00103]. protein_co ENSG0000{6059 69
ABCF1 28.5006 | 30.2555 | 25.5394 | 31.4603 | 27.5329 | 23.3034 |ATP binding cassette subfamily F member 1 [Source:HGNC Symbdchr6:30534NM_00102. . NP_00102(. protein_co ENSG0000(23 70
ABCF2 44.2659 | 48.0255 | 38.2928 | 47.5277 | 42.9703 | 31.7543 |ATP binding cassette subfamily F member 2 [Source:HGNC Symbdchr7:1509¢NM_00569XM_00671]. NP_005681XP_005249protein_co ENSGO000({10061 71
ABCF3 30.3457 | 31.8121 | 26.1559 | 32.0986 | 30.8998 | 23.7496 |ATP binding cassette subfamily F member 3 [Source:HGNC Symbqchr3:1839(NM_01835XM_01151). NP_06082{XP_011511protein_coENSG0000(55324 72
ABCG1 0.650622 | 0.654129 | 0.827374 | 0.685305 | 0.385344 | 0.663063 |ATP binding cassette subfamily G member 1 [Source:HGNC Symb{chr21:436]NM_00491XM_01152]. NP_00490¢XP_011524protein_co|ENSG0000{9619 73
ABCG2 1.04719 | 0.904405 [ 0.98829 | 0.837283 | 1.04764 | 0.941705 |ATP binding cassette subfamily G member 2 (Junior blood group)|chr4:89011NM_00125XM_01153)|. NP_001244XP_005263protein_co ENSG0000({9429 74
ABCG4 1.38912 | 1.21085 | 1.46523 | 1.62975 | 1.30947 1.5189 |ATP binding cassette subfamily G member 4 [Source:HGNC Symb{chr11:119(NM_00114XM_01154|. NP_001134XP_01154]protein_co ENSG0000({64137 13884
ABCG5 0 0 0 0 0 0 ATP binding cassette subfamily G member 5 [Source:HGNC Symb{chr2:44034NM_02243XM_01153|. NP_07188]XP_005264protein_co ENSG0000(64240 13886
ABCG8 0 0 0 0 0 0 ATP binding cassette subfamily G member 8 [Source:HGNC Symb{chr2:4406§NM_02243XM_01153]. NP_07188]XP_005264protein_co ENSG0000({64241 13887
ABHD1 0 0 0 0 0 0 abhydrolase domain containing 1 [Source:HGNC Symbol;Acc:HGNchr2:27344NM_0326(XM_01153)|. NP_11599]XP_011531protein_co ENSGO000{84696 17553
ABHD10 103.325 99.253 135.492 104.66 107.663 | 112.609 [abhydrolase domain containing 10 [Source:HGNC Symbol;Acc:HG|chr3:11169NM_00127XM_01151|. . NP_00125¢XP_01151]protein_co ENSG0000({55347 25656
ABHD11 25.2343 | 24.7562 | 26.8277 | 24.5409 20.096 21.9229 |abhydrolase domain containing 11 [Source:HGNC Symbol;Acc:HG|chr7:7315¢NM_00114XM_01151{NR_02691]. NP_00113{XP_011514protein_coENSG0000(83451 16407
ABHD12 16.9443 | 19.4969 | 15.0243 | 18.9195 | 15.8671 | 17.3723 |abhydrolase domain containing 12 [Source:HGNC Symbol;Acc:HG|chr20:2522NM_00104XM_01152]. NP_001034XP_011527protein_coENSG0000(26090 15868
ABHD12B 0 0 0 0 0 0 abhydrolase domain containing 12B [Source:HGNC Symbol;Acc:H|chr14:5133NM_0012(XM_01153|. NP_00119]XP_011534protein_coENSG0000{145447 (19837
ABHD13 3.33256 | 4.0983 3.58535 | 4.35285 | 4.39979 | 4.96528 |abhydrolase domain containing 13 [Source:HGNC Symbol;Acc:HG|chr13:1084NM_03285XM_01152|. NP_11624{XP_011519protein_coENSG0000(84945 20293
ABHD14A 9.74317 | 10.9948 | 8.18018 | 11.9487 | 8.44448 | 5.81954 |abhydrolase domain containing 14A [Source:HGNC Symbol;Acc:H|chr3:52003NM_0154(. NP_05622]. protein_co| ENSG0000(25864 24538
ABHD14A-ACY1 1.82E-16 | 0.000904 | 0.000382 | 2.56E-13 | 6.59E-05 [ 0.176399 |ABHD14A-ACY1 readthrough [Source:HGNC Symbol;Acc:HGNC:3§chr3:52003NM_00131. . NP_00130{. protein_co ENSG0000({10052676({38856
ABHD14B 61.9407 | 62.9576 | 60.6856 | 59.5356 | 52.8489 | 41.2171 |abhydrolase domain containing 14B [Source:HGNC Symbol;Acc:H|chr3:5200JNM_00114XM_01153)|. NP_00113¢XP_011532protein_co ENSGO000({84836 28235
ABHD15 6.76471 | 6.00232 | 7.35591 | 4.58573 | 4.44965 | 4.55899 [abhydrolase domain containing 15 [Source:HGNC Symbol;Acc:HG|chr17:2784NM_19814. NP_93779(. protein_coENSG0000({116236 (26971
ABHD16A 16.0538 | 15.6347 | 13.5243 | 15.8401 | 12.1485 13.013 |abhydrolase domain containing 16A [Source:HGNC Symbol;Acc:H|chr6:31654NM_00117. NP_00117(. protein_coENSG0000({7920 13921
ABHD16B 0 0 0 0.097559 0 0 abhydrolase domain containing 16B [Source:HGNC Symbol;Acc:H|chr20:6244NM_08067. . NP_542184. protein_col[ENSG0000{140701 |16128
ABHD17A 29.6388 | 33.7976 | 34.7248 | 39.1087 | 31.483 | 36.6876 |abhydrolase domain containing 17A [Source:HGNC Symbol;Acc:H|chr19:187NM_00113XM_01152|. NP_00112]XP_01152fprotein_co ENSGO000({81926 28756
ABHD17B 11.0593 | 10.8299 | 11.7301 | 13.1788 | 13.2892 | 11.6171 |abhydrolase domain containing 17B [Source:HGNC Symbol;Acc:H|chr9:74471NM_00102XM_01701]. NP_00102(XP_006717protein_co ENSG0000(51104 24278
ABHD17C 21.2353 | 24.4815 | 24.1397 | 27.9851 | 32.312 | 28.3959 [abhydrolase domain containing 17C [Source:HGNC Symbol;Acc:H{chr15:8097NM_02121. . NP_06703]. protein_co ENSG0000(58489 26925
ABHD18 4.26254 | 3.43553 | 4.15067 | 2.55874 | 3.4447 | 4.42664 |abhydrolase domain containing 18 [Source:HGNC Symbol;Acc:HG|chr4:12884NM_00103XM_01153|. NP_001034XP_005263protein_coENSG0000(80167 26111
ABHD2 12.5464 | 12.794 | 9.95299 | 10.527 | 12.4104 | 12.9818 |abhydrolase domain containing 2 [Source:HGNC Symbol;Acc:HGNchr15:8963NM_00701XM_01152|. NP_00894]XP_005254protein_co ENSGO000{11057 18717
ABHD3 22.8378 | 23.7769 | 22.3126 | 27.4256 | 26.5695 | 25.9564 |abhydrolase domain containing 3 [Source:HGNC Symbol;Acc:HGNchr18:1923NM_0013(XM_01152]. NP_001294XP_011524protein_co ENSG0000({171586 18718
ABHD4 6.34627 | 6.84859 | 5.63136 | 4.15607 | 4.09436 | 4.40401 [abhydrolase domain containing 4 [Source:HGNC Symbol;Acc:HGNchr14:230§NM_0220€. . NP_07134{XP_005268protein_co ENSG0000(63874 20154
ABHD5 11.3124 | 11.6407 | 9.26298 | 12.0843 | 12.2961 | 9.72729 |abhydrolase domain containing 5 [Source:HGNC Symbol;Acc:HGNchr3:43733NM_0160({XM_01153). NP_05709(XP_011532protein_co|ENSG0000(51099 21396
ABHD6 6.37772 | 5.56475 | 7.19807 | 8.83758 | 6.96964 | 7.6615 |abhydrolase domain containing 6 [Source:HGNC Symbol;Acc:HGNchr3:58223NM_00132XM_00526)|. NP_00130]XP_005269protein_co ENSGO000{57406 21398
ABHD8 2.53314 | 3.27939 | 3.75529 | 3.28498 | 3.12783 | 5.00617 [abhydrolase domain containing 8 [Source:HGNC Symbol;Acc:HGNchr19:1740NM_02457. . NP_07880{. protein_co ENSG0000(79575 23759
ABI1 15.6435 | 13.5272 | 14.4053 | 12.8817 | 12.7244 | 14.1084 |abl interactor 1 [Source:HGNC Symbol;Acc:HGNC:11320] chr10:2694NM_00101XM_00671]. NP_00101{XP_005252protein_co ENSG0000(10006 11320
ABI2 13.1086 | 13.9818 [ 17.6979 11.567 11.5789 | 17.9351 |abl interactor 2 [Source:HGNC Symbol;Acc:HGNC:24011] chr2:20419NM_0012&XM_01700|. NP_00126YXP_00524€protein_co|ENSG0000(10152 24011
ABI3 0.046168 | 0.045094 | 0.063034 0 0 0.040458 |ABI family member 3 [Source:HGNC Symbol;Acc:HGNC:29859]  |chr17:472§NM_00113XM_01152|. NP_00112¢XP_005257protein_co ENSG0000({51225 29859
ABI3BP 0.031077 | 0.049493 | 0.05406 | 0.087661 | 0.085666 | 0.030808 [ABI family member 3 binding protein [Source:HGNC Symbol;Acc:Hchr3:1004¢NM_01542XM_01151|. NP_056244XP_005247protein_co ENSG0000({25890 17265
ABL1 18.8129 | 20.5644 | 19.3685 19.396 18.7034 | 16.4743 |ABL proto-oncogene 1, non-receptor tyrosine kinase [Source:HGNchr9:1335§NM_0051Y. . NP_00514. protein_coENSG0000(25 76
ABL2 5.80772 | 6.20951 | 5.84252 | 4.74801 | 5.67046 | 5.92615 |ABL proto-oncogene 2, non-receptor tyrosine kinase [Source:HGNchr1:1790§NM_00113XM_00524|. NP_00112{XP_005249protein_co ENSG0000(27 77
ABLIM1 32.0918 | 33.7533 | 46.4273 | 28.5652 34.628 35.8955 [actin binding LIM protein 1 [Source:HGNC Symbol;Acc:HGNC:78] |chr10:116JNM_00100XM_01701{. NP_001001XP_005269protein_co ENSG0000({3983 78
ABLIM2 1.52536 | 1.61783 1.7361 1.60572 | 1.50541 [ 1.30979 [actin binding LIM protein family member 2 [Source:HGNC Symbo|chr4:7967(NM_00113XM_01700|. NP_001121XP_005244protein_co ENSG0000(84448 19195
ABLIM3 5.06155 | 6.09768 | 5.98467 | 4.91974 | 4.95592 | 4.5213 |actin binding LIM protein family member 3 [Source:HGNC Symbo|chr5:14853NM_0013(XM_01700]. NP_00128{XP_005268protein_co ENSG0000(22885 29132
ABO 0 0.097893 | 0.084509 [ 0.21221 | 0.228399 [ 0.164366 |ABO blood group (transferase A, alpha 1-3-N-acetylgalactosaminychr9:13613NM_0204¢. . NP_06520]. protein_co ENSG0000{28 79
ABR 18.7894 | 20.1244 | 19.0401 | 12.8321 | 12.0967 | 13.0258 |active BCR-related [Source:HGNC Symbol;Acc:HGNC:81] chr17:9003NM_00109XM_01152]. NP_001081XP_011522protein_co ENSG0000{29 81
ABRA 0.025626 0 0 0 0 0 actin binding Rho activating protein [Source:HGNC Symbol;Acc:H{chr8:107771NM_1391¢|. NP_63190Y. protein_coENSG0000({137735 (30655
ABRACL 67.5801 64.912 72.2614 | 79.0224 | 72.411 87.1553 |ABRA C-terminal like [Source:HGNC Symbol;Acc:HGNC:21230] chr6:13934NM_02124. NP_067064XP_01686fprotein_co ENSG0000(58527 21230
ABT1 25.4703 | 26.9341 | 23.6093 | 26.5282 | 22.2225 | 16.5237 |activator of basal transcription 1 [Source:HGNC Symbol;Acc:HGN{chr6:26593NM_01337. . NP_03750]. protein_coENSG0000(29777 17369
ABTB1 6.24594 | 6.02615 6.8271 | 3.66838 | 2.59331 | 5.01877 |ankyrin repeat and BTB domain containing 1 [Source:HGNC Symbjchr3:12734NM_03254XM_01700]. NP_115931XP_006713protein_coENSG0000(80325 18275




ABTB2 4.35104 | 4.88672 | 4.41866 | 3.75213 | 3.20684 | 4.17114 |ankyrin repeat and BTB domain containing 2 [Source:HGNC Symbjchr11:3413NM_1458(. NP_665807. protein_coENSG0000(25841 23842
AC000003.2 0 0 0 0 0 0 CDNA FLJ25865 fis, clone CBR01927 [Source:UniProtkKB/TrEMBL;{chr17:9817. protein_co ENSG0000(.
AC002310.13 1.59E-08 | 1.27393 | 0.030306 | 2.32E-38 | 4.11E-05 | 4.15E-41 |. chr16:3054. protein_co ENSG0O000(.
AC002429.5 0 0 0 0 0 0 . chr7:94534. protein_co ENSG0O000(.
AC002451.1 0 0 0 0 0 0 Protein LOC100996577 [Source:UniProtKB/TrEMBL;Acc:MOR316][chr7:95171. protein_coENSG0000(.
AC002472.1 0 0 0 0 0 0 Metazoan signal recognition particle RNA [Source:RFAM;Acc:RFO{chr22:2139. misc_RNA |ENSG0000(.
AC003002.4 2.94E-62 | 1.7E-105 | 3.95E-52 | 1.6E-301 | 1.44E-57 | 4.3E-161 |. chr19:5787%. protein_co ENSG0O000(.
AC003002.6 7.68E-46 | 3.46E-54 | 8.58E-63 | 1.03E-80 | 2.6E-45 | 1.81E-40 |. chr19:5787. protein_co ENSG0O000(.
AC003006.7 3.71E-07 | 2.3E-06 | 3.89E-05 | 6.49E-07 | 2.18E-05 | 0.269716 |. chr19:5819. protein_co ENSG0000(.
AC003043.1 0 0 0 0 0 0 . chr17:4233. protein_co ENSG0000(.
AC004017.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR3E({chr19:5819. protein_co ENSG0O000.
AC004076.7 5.39963 | 4.55509 | 2.65644 | 5.98184 | 5.33182 4.4944 chr19:5787. protein_co ENSG0O000(.
AC004076.9 0 0 6.07E-80 0 0 0 . chr19:5787. . . . . protein_co ENSG0000(.
AC004381.6 4.24236 | 3.72393 | 3.61461 | 3.99824 | 3.77439 | 3.78484 |Putative RNA exonuclease NEF-sp [Source:UniProtKB/Swiss-Protjchr16:2073NM_00114XM_01702|. NP_00113{XP_005259protein_co|ENSG0000(81691
AC004528.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MO0QYO0[chr19:999¢. protein_co ENSG0O000(.
AC004754.3 0.121286 | 0.123168 | 4.93E-58 | 0.121379 | 1.69E-16 | 5.74E-18 |. chr16:2844. protein_co ENSG0O000(.
AC004817.1 0 0 0 0 0 0 HCG2028611; Uncharacterized protein [Source:UniProtKB/TrEM|chr14:716§. protein_co ENSG0000(.
AC004824.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQXB|chr1:17634. protein_co ENSG0O000(.
AC004899.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR02]{chr7:48887. protein_co ENSG0O000(.
AC005082.1 0 0.91289 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:H7BYU3chr7:23145. . . . . protein_co ENSG0000(. .
AC005281.1 0 0 0 0.044664 0 0 chr7:12523. XM_01151)NR_13626]. . XP_011513protein_coENSG0000(10272519].
AC005358.1 0 0.073833 0 0 0 0 chr17:125¢NM_00114. NP_001134. protein_co ENSG0000(.
AC005477.1 0 0 0 0 0 0 . chr14:7239. protein_co ENSG0O000(.
AC005488.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR184chr7:72459. protein_co ENSG0000(.
AC005493.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYU4chr7:3468Y. protein_co ENSG0000(. .
AC005544.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOY3C3chr17:649€. protein_co ENSG0000(10192930¢.
AC005549.3 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR0Z]chr17:325§. protein_co ENSG0O000(.
AC005606.1 5.62E-63 | 8E-187 | 1.4E-102 0 5.3E-122 | 3.77E-89 |LOC283868 protein; Uncharacterized protein [Source:UniProtkB/chr16:2027. protein_co ENSG0000(.
AC005609.1 0 0 0 0 0 0 Uncharacterized protein; cDNA FLI34090 fis, clone FCBBF300639chr5:1401§. . . . protein_co ENSG0000(. .
AC005841.1 0 0 0 0 0 0 Uncharacterized protein ENSP00000372125 [Source:UniProtkB/chr12:295§. XM_00525|. XP_00527€protein_coENSG0000(101929464.
AC006014.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR184{chr7:74999. protein_co ENSG0O000.
AC006116.20 0 0 0 0 0 0 chr19:5677. protein_co ENSG0O000(.
AC006372.1 0 0 0 0 0.052354 | 0.04841 chr7:15731. protein_co ENSG0000(.
AC006435.1 0.158904 0 0 0.516962 | 0.363119 | 0.169634 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q4GOH{chr17:231(. protein_co ENSG0000(.
AC006449.1 0.845512 | 0.284181 0 0.304474 0 0 NS5ATP13TP1; Uncharacterized protein [Source:UniProtkKB/TrEMchr17:3684. protein_co ENSG0000(.
AC006486.1 0.206677 | 0.125391 | 0.142156 | 0.090759 | 0.141588 | 0.0435 chr19:4274. protein_co ENSG0O000(.
AC006486.9 9.15E-06 | 9.94E-06 | 2.21E-05 | 1.31E-05 [ 0.129095 | 0.000181 |. chr19:4273. protein_co ENSG0000(.
AC006538.4 0.384176| 1.7E-30 [ 0.721101] 0.535831 | 0.000239 | 1.58E-23 |. chr19:2714. protein_co ENSG0000(.
AC007040.11 0.650778 | 0.746953 | 0.720655 | 0.701293 | 0.592447 | 0.504297 |. chr2:71163. protein_co ENSG0O000(.
AC007192.4 0.00011 0.33 0.000363 | 0.16654 | 1.19488 | 0.000138 [Phosphatidylinositol 3-kinase regulatory subunit beta [Source:Ur{chr19:182¢. protein_co ENSG0000(.
AC007204.1 0 0 0 0 0 0 . chr19:2004. unprocess§ ENSG0000(.
AC007216.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYP|chr16:120§. protein_co ENSG0O000(.
AC007377.1 0 0 0 0 0 0 . chr2:40324. protein_co ENSG0000(.
AC007382.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZ8|chr2:3706§. protein_co ENSG0000(.
AC007421.1 0 0 0 0 0 0 . chr17:7484. protein_co ENSG0000(.
AC007461.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q8IVHYchr17:7003. protein_co ENSG0O000(.
AC007773.3 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QXJ{chr19:3289. protein_co ENSG0O000(.
AC007919.2 0 0 0 0 0 0 HCG1787166; PRO1163; Uncharacterized protein [Source:UniPrqgchr3:17234. protein_co ENSG0000(.
AC007952.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7C2L0[chr17:1903. protein_co ENSG0000(.
AC007956.1 1.99E-08 | 4.06E-08 | 0.847244 | 5.01E-08 | 0.409626 | 5.63E-08 |Full-length cDNA 5-PRIME end of clone CSOCAP004YOO05 of Thym|chr14:7513. protein_co ENSG0000(.
AC007965.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QY5|chrY:28111. . . protein_co ENSG0O000(. .
AC008132.13 0 0 0 0 0 0 . chr22:1889. NR_13592]. transcribed ENSG0000{10272507.
AC008267.1 0 0 0 0 0 0 HCG1983814; Uncharacterized protein [Source:UniProtKB/TrEM|chr7:65939. protein_co ENSG0000(.
AC008372.1 0 0 0 0 0 0 chr14:7817. protein_co ENSG0000(.
AC008387.1 0 0 0 0 0 0 chr5:72894. protein_co ENSG0O000(.
AC008498.1 0 0 0 0 0 0 . chr5:6024(. protein_co ENSG0O000(.
AC008686.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYR]chr19:1389. protein_co ENSG0000(.
AC008914.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR27]chr5:55224. protein_co ENSG0O000(.
AC008948.1 0 0 0 0 0 0 chr5:1015€. protein_co ENSG0000(.




AC008964.1 0 0 0 0 0 0 chr5:39104. protein_co ENSG0000(.
AC009014.3 0 0 0 0 0 0 chr5:13553. protein_co ENSG0000(.
AC009041.2 0 0 0 0 0 0 . chr16:1031. protein_co ENSG0O000(.
AC009060.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR2Z]chr16:7023. protein_co ENSG0000(.
AC009065.1 0.232635 | 0.228864 | 0.597385 | 0.996054 0 0.252526 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOY5Z1{chr16:2303. protein_co ENSG0000(.
AC009133.22 1.25E-06 0 0.887124 0 0.297799 0 . chr16:2967. protein_co ENSG0000(.
AC009802.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZX|chr18:6157. protein_co ENSG0O000(.
AC009977.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR1T{chrY:21737. protein_co ENSG0000(.
AC010327.2 0.053673 | 0.078607 | 0.046142 | 0.056746 0 0.060493 [Uncharacterized protein; cDNA FLJ45856 fis, clone OCBBF202563|chr19:5573. protein_co ENSG0000(.
AC010368.2 0 0 0 0 0 0 chr5:35044. protein_co ENSG0000(.
AC010441.1 23.3765 | 21.7336 [ 39.5835 | 24.7682 | 21.4679 | 25.3069 chr5:15019. protein_co ENSG0O000(.
AC010646.3 2.51E-20 | 5.47E-16 | 1.47E-06 | 0.127756 | 1.79E-16 | 2.59E-07 |. chr19:1734. . . . protein_co ENSG0O000(.
AC010731.4 0 0 0 0 0 0 chr2:2075(NM_0011d. NP_00109(. protein_coENSG0000({200726
AC010760.1 0 0 0 0 0 0 . chr15:2249. protein_co ENSG0000(.
AC010877.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR234chrY:1536(. protein_co ENSG0O000(.
AC011298.1 0 0 0 0 0 0 HCG2013738; Uncharacterized protein [Source:UniProtKB/TrEMIchr2:24163. protein_co ENSG0000(.
AC011308.1 0 0 0 0 0 0 . chr2:15729. protein_co ENSG0000(.
AC011475.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOY7T2|{chr19:1071. protein_co ENSG0O000(.
AC011513.3 0 0 0 0 0 0 . chr19:4221. protein_co ENSG0O000(.
AC011755.1 0 0 0 0 0 0 HCG2006742; Protein LOC100996685 [Source:UniProtkB/TrEMB|chr2:13343. protein_co ENSG0O000(.
AC011897.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:J3QQNqchr2:14773. protein_co ENSG0000(.
AC012067.1 0 0 0 0 0 0 . chrY:48683. protein_co ENSG0000(.
AC012215.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q722V7chr8:35093. protein_co ENSG0O000.
AC012360.1 0 0 0 0 0 0 . chr2:10584. protein_co ENSG0O000(.
AC012414.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZ1{chr15:2100. protein_co ENSG0000(.
AC012485.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QY7|chr2:23915. protein_co ENSG0O000(.
AC013269.5 0 0 0 0 0 0 . chr2:13129. . . . . protein_co ENSG0O000(.
AC013461.1 11.7493 12.076 12.0082 | 12.7105 | 13.6358 | 14.615 |Mitogen-activated protein kinase kinase kinase MLT [Source:Uni|chr2:17394NM_01665XM_00524. NP_057731XP_00524€protein_coENSG0000({51776
AC013468.1 0 0 0 0 0 0 chr2:19063. protein_co ENSG0000(.
AC013469.1 0 0 0 0 0 0 . chr2:24104. protein_co ENSG0000(.
AC015660.1 0 0 0 0 0 0 HCG1993240; Serologically defined breast cancer antigen NY-BR-{chr15:100(. protein_co ENSG0O000.
AC015987.2 0.263808 | 0.058001 | 0.138151 | 0.061286 0 0.099137 |. chr7:13561. protein_co ENSG0O000(.
AC015989.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYVYchr18:603§. protein_co ENSG0000(.
AC015989.2 0 0 0 0 0 0 chr18:6034. protein_co ENSG0000(.
AC016251.1 0 0 0 0 0 0 . chr15:9683. protein_co ENSG0O000(.
AC016559.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q9BUN|chr5:78523. protein_co ENSG0000(.
AC016586.1 0 0.102303 0 0 0.078607 | 0.03706 chr19:4041. protein_co ENSG0000(.
AC016745.1 0 0 0 0 0 0 HDCMB45P; Uncharacterized protein [Source:UniProtkB/TrEMBIchr2:11419. protein_co ENSG0O000(.
AC016752.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQY5|chrY:25847. protein_co ENSG0O000.
AC017028.1 0 0 0 0 0 0.75337 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:E7ERG(chr2:2399¢. protein_co ENSG0000(.
AC017081.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1D|chr2:20723. protein_co ENSG0000(.
AC018445.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:QINY04chr18:771Y. protein_co ENSG0O000(.
AC018470.1 0 0 0 0 0 0.09888 |Uncharacterized protein FLJ46347 [Source:UniProtKB/Swiss-Prot{chr2:17519. protein_co ENSG0O000.
AC018512.1 0 0 0 0 0 0 . chr15:4401. protein_co ENSG0O000(.
AC018630.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR3A[chr12:1099. protein_co ENSG0000(.
AC018755.1 0 0.05146 | 0.043337 0 0 0 HCG2008157; Uncharacterized protein; cDNA FLI30403 fis, clone [chr19:5207. . protein_co ENSG0000(.
AC018755.18 0 0 0 0 0 0 . chr19:5211. XP_016887protein_co ENSG0000({8778
AC018867.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:H7BYP7chr2:18735. protein_co ENSG0000(.
AC018867.2 0 0 0 0 0 0 . chr2:18734. protein_co ENSG0000(.
AC019206.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYB|chr2:7012(. protein_co ENSG0O000(.
AC019294.1 0 0 0 0 0 0 . chr15:7603. protein_co ENSG0O000(.
AC020629.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZ0[chr12:4255. protein_co ENSG0000(.
AC020922.1 1.28721 | 0.437093 | 0.867527 | 0.370189 | 0.711171 | 0.160105 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:FSGYW{chr19:5589. protein_coENSG0000(.
AC020952.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQZE{chr19:3164. protein_co ENSG0O000(.
AC022210.1 0 0 0 0 0 0 . chr2:85123. protein_co ENSG0O000(.
AC022400.2 0.631796 0 0 0.335257 0 0.355858 |Uncharacterized protein; cDNA FLJ44715 fis, clone BRACE302143|chr10:755. protein_co ENSG0000(.
AC022498.1 0 0.040931 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:E7EQ3§chr3:18787. protein_coENSG0000(.
AC022532.1 0.124718 | 0.25673 | 0.218049 | 0.136721 | 0.282295 | 0.743032 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:FSWBX{chr10:7219. protein_co ENSG0000(.
AC022819.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQXY|chr15:9979. protein_co ENSG0O000.




AC023632.1 0 0 0 0 0 0 HCG2009141; PRO2397; Uncharacterized protein [Source:UniPrdchr8:95499. protein_coENSG0000(.
AC024257.1 0 0 0 0 0 0 CDNA FLJ26186 fis, clone ADG04757; Uncharacterized protein [S{chr12:487. protein_co ENSG0O000(.
AC024580.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYB4chr19:566Y. protein_co ENSG0O000(.
AC024592.12 1.56748 1.5391 2.62952 | 2.64569 | 2.42915 | 1.32441 chr19:5864. protein_co ENSG0O000(.
AC025262.1 0 0 0 0 0 0 Mesenchymal stem cell protein DSC96; Uncharacterized protein |chr12:649(. protein_co ENSG0000(.
AC025278.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:F8WD2{chr19:7011. protein_co ENSG0O000(.
AC025287.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOYFNYchr16:7573. protein_co ENSG0O000(.
AC025335.1 0.582001 | 0.371223 | 0.530997 | 0.362091 | 0.538545 | 0.753783 |. chr17:7814. protein_co ENSG0O000(.
AC026310.1 0 0 0 0 0 0 Protein 101060047 [Source:UniProtkKB/TrEMBL;Acc:M0QY78] chr12:2494. protein_coENSG0000(.
AC026369.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2V|chr12:147(. protein_co ENSG0O000(.
AC026407.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR23{chr5:15715. protein_co ENSG0O000.
AC026461.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQZH|chr16:566€. protein_co ENSG0000(.
AC026740.1 0.213974 | 0.621664 | 0.185799 0 0.504957 | 0.358926 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2Q|chr5:65997. protein_coENSG0000(.
AC027228.1 0.051099 0 0 0 0 0.101368 |HCG2005369; Uncharacterized protein [Source:UniProtkB/TrEM{chr15:7887. protein_co ENSG0000(.
AC027309.1 0 0 0 0 0 0 . chr5:17203. protein_co ENSG0O000(.
AC037199.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR2A|chr19:5137. protein_co ENSG0000(.
AC037459.4 1.07E-41 | 9.85E-76 | 5.2E-107 | 3.6E-99 | 2.25E-80 [ 1.94E-41 |. chr8:22434. . protein_co ENSG0000(.
AC040160.1 0 0 0.354777 0 0.159472 0 chr16:67241042-67260930 ENSG00000237102
AC040977.1 0.426056 | 0.211534 | 0.182665 0 0.248578 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQX6{chr17:691Y. protein_co ENSG0000(.
AC051642.1 0 0 0 0 0 0 . chr8:23384. protein_co ENSG0O000(.
AC055736.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZD|chr12:5293. protein_co ENSG0000(.
AC061975.10 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZS{chr17:2663. protein_co ENSG0O000(.
AC061992.1 0.25216 | 0.249972| 0.219361 | 0.270231 0 0.274964 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR27{chr17:7637. protein_co ENSG0000(.
AC068039.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYR|chr2:17254. protein_co ENSG0000(.
AC068533.7 2.34E-33 | 6.99E-13 | 2.43E-07 | 1.1E-10 | 6.43E-11 | 3.33E-24 |. chr7:65544. protein_co ENSG0000(.
AC068620.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR18{chr4:57259. protein_co ENSG0O000(.
AC068987.1 0.45779 | 1.23496 | 0.587019 | 0.510981 | 0.458353 | 0.756556 |HCG1997999; cDNA FLI33996 fis, clone DFNES2008881 [Source:|chr12:519§. protein_co ENSG0O000(.
AC069368.3 7.9E-152 | 7.88E-14 | 9.63E-36 | 1.81E-81 | 1E-258 | 5.21E-62 |. chr15:6519. protein_co ENSG0O000(.
AC069547.1 0 0 0 0 0 0 HCG1745369; PRO3073; Uncharacterized protein [Source:UniPrdchr10:520€. protein_co ENSG0000(.
AC069547.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOROF]chr10:520§. protein_co ENSG0O000(.
AC073063.1 0 0 0 0 0 0 chr7:989931. protein_co ENSG0O000(.
AC073188.1 0 0 0 0 0 0 . chr7:62854. processed |ENSG0000(.
AC073333.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOROC{chr7:1682§. protein_co ENSG0000(.
AC073528.1 0 0 0 0 0 0 chr12:7794. protein_co ENSG0000(.
AC073569.1 0 0 0 0 0 0 . chr12:801€. protein_co ENSG0O000(.
AC073610.5 0.000834 | 5.23E-07 | 1.39E-07 | 8.66E-14 | 0.794734 | 0.589021 |. chr12:4929. protein_co ENSG0O000(.
AC073657.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QY9|chr15:420€. protein_co ENSG0000(.
AC078925.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR37{chr12:1314. protein_co ENSG0O000(.
AC079210.1 0.26639 | 0.210342 | 0.463047 | 0.249848 | 0.396918 | 0.5307 |Uncharacterized protein; cDNA FLJ45097 fis, clone BRAWH30310[chr17:665(. protein_co ENSG0O000(.
AC079354.2 8.1374 16.6178 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QYY|chr2:2031(. protein_co ENSG0000(.
AC083862.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOY6H]chr7:13483. protein_co ENSG0000(.
AC087239.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1Q|chr12:2534. protein_co ENSG0O000(.
AC087477.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2S{chr15:969(. protein_co ENSG0O000.
AC087645.1 0.505826 | 0.60158 | 0.581183 | 1.10739 | 0.676118 | 0.714431 [Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR3F{chr17:762]. protein_co ENSG0000(.
AC090186.1 0.205886 0 0 0.243032 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q9HAZ{chr8:5273(. protein_co ENSG0000(.
AC090427.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2V{chr19:148(. protein_co ENSG0O000(.
AC090574.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYB|chr8:7085(. protein_co ENSG0O000(.
AC090673.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR2U|chr12:6627. protein_co ENSG0000(.
AC091150.1 0 0 0 0 0 0 HCG1818186; Uncharacterized protein [Source:UniProtkB/TrEM|chr18:4555. protein_co ENSG0000(.
AC091948.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYF{chr5:14769. protein_co ENSG0O000(.
AC092291.2 0 0 0 0 0 0 chr16:1453. protein_co ENSG0O000(.
AC092384.1 0 0 0 0 0 0 . chr16:888¢. protein_co ENSG0O000(.
AC092782.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1Z]chr1:2432§. protein_co ENSG0000(.
AC092811.1 0 0.06025 [ 0.098118 0 0 0 chr1:2255§. protein_co ENSG0000(.
AC092835.2 0 0.078935 | 0.033148 0 0 0 . chr2:95873. . . . protein_co ENSG0O000(. .
AC092850.1 0 0 0 0 0 0 Protein LOC100996701 [Source:UniProtKB/TrEMBL;Acc:MO0QZH5{chr12:1317. XM_00384|. XP_00527¢protein_co ENSG0000{100996701.
AC092964.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BZBZchr3:17175. protein_co ENSG0000(.
AC092964.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QY7|chr3:17175. protein_co ENSG0O000(.
AC093157.1 0.088391 | 0.047317 | 0.038244 | 0.200347 | 0.049081 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYT|chr1:10145. protein_co ENSG0000(.




AC093323.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQXP|chr4:6693'. protein_co ENSG0000(.

AC096582.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MO0QY8|chr7:45903. protein_co ENSG0O000(.

AC096644.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7C289chr1:2206(. protein_co ENSG0O000(.

AC099344.1 0 0 0 0 0 0 . chr2:11584. protein_co ENSG0O000(.

AC103801.2 0 0 0.217776 | 0.270628 0 0.567683 |. chr11:2264. protein_co ENSG0000(.

AC103809.2 0.498823 0 0 0 0 0 Uncharacterized protein; cDNA FLJ33592 fis, clone BRAMY201264chr17:7233. protein_co ENSG0O000(.

AC104057.1 0 0 0 0 0 0 Protein LOC100996407 [Source:UniProtKB/TrEMBL;Acc:M0QY22|chr7:65113. . . . protein_co ENSG0000(. .
AC104304.4 0 0 0 0 0 0 . chr3:4665yNM_00119. NP_00118]. protein_co ENSG0000{10013214¢.
AC104534.3 2.99E-05 | 6.85E-05 | 0.000106 | 0.0005 0.00024 | 3.91E-05 |. chr19:393(. protein_co ENSG0000(.

AC104841.2 0.1485 [ 0.148561 | 0.042935 [ 0.053301 | 0.057343 0 HCG1777198, isoform CRA_a; PRO2900; Uncharacterized protein|chr2:24214. protein_co ENSG0000(.

AC106017.1 0.202831 | 0.201764 | 0.697967 0 0.467757 | 0.438118 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:F6X152|chr17:1913. protein_co ENSG0000(.

AC107021.1 0 0 0 0 0 0 HCG1786590; PRO2533; Uncharacterized protein [Source:UniPrqchr3:1457§. protein_co ENSG0000(.

AC108868.1 0 0 0 0 0 0 . chr2:10709. protein_co ENSG0000(.

AC109583.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2G|chr3:46919. protein_co ENSG0O000(.

AC109829.1 0 0 0 0 0 0 chr2:2776(. protein_co ENSG0O000(.

AC110084.1 0 0 0 0 0 0 . chr2:27994. protein_co ENSG0O000(.

AC110615.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2X{chr4:76871. protein_co ENSG0000(.

AC110771.1 0.466239 | 0.444436 | 0.132413 | 0.329254 | 0.185598 | 0.176534 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR18]chr4:18711]. protein_co ENSG0000(.

AC111200.1 0 0 0 0 0 0 . chr2:870434. protein_co ENSG0O000(.

AC112205.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR1V|chr5:1628€. protein_co ENSG0000(.

AC112693.2 0.041169 0 0 0 0 0 . chr15:9374. protein_co ENSG0000(.

AC114494.1 0 0 0 0.744199 0 0 HCG1787699; Uncharacterized protein [Source:UniProtkB/TrEM|chr1:31883. protein_co ENSG0000(.

AC114546.1 0.063236 | 0.350837 | 0.10947 | 0.074072 | 0.136204 | 0.058723 [HCG37415; PRO1914; Uncharacterized protein [Source:UniProtK|chr15:3527. . . . . protein_co ENSG0000(. .
AC114783.1 0 0 0 0 0 0 Homo sapiens uncharacterized LOC101929926 (LOC101929926), [chr2:1276§NM_00132XM_01151]. NP_00130XP_01151(protein_coENSG0000({10192992€.
AC116407.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:AOPKO7|chr17:3044. protein_co ENSG0000(.

AC117395.1 0.208899 | 0.365847 | 0.481553 | 0.789914 | 0.702802 | 0.345685 [LOC646903 protein; Uncharacterized protein [Source:UniProtkB/chr3:1496¢. protein_co ENSG0O000(.

AC117834.1 0 0 0.046341 | 0.062813 0 0 . chr8:93894. protein_co ENSG0O000(.

AC119673.1 0.388198 | 0.157887 | 0.421271 | 0.500907 | 0.480312 | 0.375316 |. chr1:20569. protein_co ENSG0O000(.

AC120194.1 0 0 0 0.134277 | 0.244721 0 . chr8:71484. protein_co ENSG0000(.

AC121757.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR17{chr12:527(. protein_co ENSG0O000(.

AC126614.1 0 0 0 0 0 0 HCG1818482; Uncharacterized protein [Source:UniProtKB/TrEM|chr12:5764. protein_co ENSG0O000.

AC127496.1 0.83291 | 0.476397 | 0.589858 | 0.668872 | 0.403069 | 0.456358 |Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:Q9HBN|chr17:7897. protein_co ENSG0000(.

AC131097.4 0 0 0 0 0 0 chr2:24283. protein_coENSG0000{285095
AC131935.1 0 0 0 0 0 0 . chr11:1174. protein_co ENSG0000(.

AC132186.1 0.02258 | 0.138561 | 0.058697 0 0.077359 | 0.023667 |CDNA FLJ27243 fis, clone SYN08134; Uncharacterized protein [Sqchr16:664€. protein_co ENSG0O000(.

AC132872.2 0.039805 | 0.123896 | 0.310596 | 0.088234 | 0.134876 | 0.325937 [CDNA FLI27256 fis, clone SYN09689; Uncharacterized protein [Sqchr17:801. protein_co ENSG0O000(.

AC135048.1 0 0 0.102694 0 0 0.264747 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q6PJ53[chr16:3099. protein_coENSG0000(.

AC135178.1 1.38469 | 0.950499 | 0.814575 | 1.24009 | 1.36236 | 0.770518 |HCG1985372; Uncharacterized protein; cDNA FLJ37541 fis, clone|chr17:826]. . . . protein_co ENSG0000(. .
AC135983.2 0 0 0 0 0 0 Protein LOC100996413 [Source:UniProtKB/TrEMBL;Acc:MOR198]chr15:3277. XM_00384]. XP_00527¢protein_co ENSG0000{100996417.
AC136297.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR3D|chr11:1295. protein_co ENSG0000(.

AC137056.1 0 0 0 0 0 0 Uncharacterized protein; cDNA FLI34659 fis, clone KIDNE20188631chr16:2049. protein_co ENSG0000(.

AC138393.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QYQchr1:22421. protein_co ENSG0O000(.

AC138517.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR324{chr5:1388Y. protein_co ENSG0O000.

AC138517.6 0 0 0 0 0 0 chr5:13884. protein_co ENSG0O000(.

AC138647.1 0 0 0 0 0 0 . chr8:14253. protein_co ENSG0000(.

AC138655.1 0 0 0 0 0 0 CDNA: FLJ23120 fis, clone LNG07989; HCG1987724; Uncharacterilchr2:47799. . protein_co ENSG0000(. .
AC138969.4 0 0 0 0 0 0 . chr16:1643. XP_005259protein_co ENSG0000{9284, 6427.
AC139768.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR1B]chr12:516]. protein_co ENSG0000(.
AC140061.12 0 0 0 0 0 0.34057 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZ2|chr12:5069. . . . protein_co ENSG0000(. .
AC187652.1 0 0 0 0 0 0 Protein LOC100996433 [Source:UniProtKB/TrEMBL;Acc:MOR295]chr7:30291. XM_00524|. . XP_00527€protein_co|ENSG0000(100996431.
ACAAL 25.4757 | 26.5952 | 26.5044 | 22.5528 | 19.2304 | 20.7554 |acetyl-CoA acyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:82|chr3:3808(NM_00113XM_00671]. NP_00112]XP_006713protein_co ENSGO000{30 82
ACAA2 9.35935 | 7.95806 10.531 10.2845 | 7.47748 | 11.9794 |acetyl-CoA acyltransferase 2 [Source:HGNC Symbol;Acc:HGNC:83[chr18:473(NM_00611. . NP_00610]. protein_co ENSG0000{10449 83
ACACA 26.9351 | 27.7148 | 33.8845 | 31.2634 | 29.0744 | 35.1845 |acetyl-CoA carboxylase alpha [Source:HGNC Symbol;Acc:HGNC:84chr17:3544NM_19883XM_01702|. NP_94213]XP_005257protein_co ENSG0000(31 84
ACACB 1.16272 1.2921 1.21321 | 0.996203 | 1.24488 | 1.31937 [acetyl-CoA carboxylase beta [Source:HGNC Symbol;Acc:HGNC:85]|chr12:1099NM_00109XM_01153|. NP_001084XP_005253protein_co ENSG0000(32 85
ACAD10 6.72689 | 6.3848 | 8.08727 | 5.22456 | 4.81643 | 6.30049 |acyl-CoA dehydrogenase family member 10 [Source:HGNC Symbdchr12:112JNM_00113. NP_00113(. protein_co ENSG0000({80724 21597
ACAD11 5.44747 | 5.11249 | 8.01277 | 5.99732 | 6.64995 | 8.12599 |acyl-CoA dehydrogenase family member 11 [Source:HGNC Symbdchr3:13223NM_0321€|. . NP_11554Y. protein_coENSG0000(84129 30211
ACAD8 12.5434 | 12.4053 | 13.0522 | 11.0747 | 9.1269 10.279 |acyl-CoA dehydrogenase family member 8 [Source:HGNC Symbol|chr11:1341NM_0143§XM_01154]. NP_05519{XP_011541protein_coENSG0000({27034 87
ACAD9 21.8996 | 21.3637 | 19.064 | 21.8633 | 19.9176 | 15.0402 |acyl-CoA dehydrogenase family member 9 [Source:HGNC Symbol[chr3:12854NM_01404XM_01151]. NP_05476. protein_co[ENSG0000{28976 21497
ACADL 0 0 0 0 0 0 acyl-CoA dehydrogenase, long chain [Source:HGNC Symbol;Acc:H|chr2:21109NM_0016(XM_00524]. NP_00159¢XP_00524€protein_co ENSGO000(33 88




ACADM 36.0042 | 37.3576 | 43.3902 34.29 36.8752 | 39.4382 |acyl-CoA dehydrogenase, C-4 to C-12 straight chain [Source:HGN(chr1:7619¢NM_0000]. NP_00000]. protein_coENSG0000(34 89
ACADS 13.7166 | 15.1542 | 15.4918 | 19.8623 | 17.8068 | 15.5955 |acyl-CoA dehydrogenase, C-2 to C-3 short chain [Source:HGNC Sy|chr12:121]NM_00001. . NP_000004. protein_co ENSG0000(35 90
ACADSB 8.72132 | 10.2835 | 12.2341 | 10.6282 | 11.0592 | 11.0374 |acyl-CoA dehydrogenase, short/branched chain [Source:HGNC Sy|chr10:124 NM_0016(XM_01701|. NP_00160(XP_016871protein_co ENSGO000{36 91
ACADVL 109.29 113.224 | 124.083 | 121.769 | 107.249 | 108.301 |acyl-CoA dehydrogenase, very long chain [Source:HGNC Symbol;4chr17:7093NM_00003XM_01152|. NP_00000YXP_006721protein_co ENSGO000(37 92
ACAN 0 0 0 0 0 0 aggrecan [Source:HGNC Symbol;Acc:HGNC:319] chr15:893{NM_00113XM_01702]. NP_00112{XP_00672(protein_co ENSG0000{176 319
ACAP1 2.37857 | 3.39189 [ 2.92946 5.435 1.03384 | 1.63976 |ArfGAP with coiled-coil, ankyrin repeat and PH domains 1 [Sourcqchr17:7234NM_01471XM_00525|. NP_05553]. protein_co[ENSG0000({9744 16467
ACAP2 9.46044 | 9.48657 | 8.54472 | 9.92817 | 12.1288 | 12.9367 |ArfGAP with coiled-coil, ankyrin repeat and PH domains 2 [Sourcqchr3:19494NM_0122§XM_01151|. NP_03641XP_006713protein_co ENSG0000{23527 16469
ACAP3 9.65851 [ 9.40985 11.589 8.53331 | 7.39283 | 7.39872 |ArfGAP with coiled-coil, ankyrin repeat and PH domains 3 [Sourcqchr1:12273NM_03064XM_01154. NP_08515]XP_005244protein_co ENSG0000({116983 16754
ACAT1 56.839 51.337 | 62.3701 | 62.3191 | 67.2996 | 72.8736 |acetyl-CoA acetyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:{chr11:107YNM_00001. NP_00001(. protein_co ENSG0000(38 93
ACAT2 15.2031 | 13.8583 | 16.6637 | 20.2163 | 17.7881 | 19.6151 |acetyl-CoA acetyltransferase 2 [Source:HGNC Symbol;Acc:HGNC:{chr6:16004NM_0058¢. NP_00588]. protein_coENSG0000(39 94
ACBD3 14.9151 | 14.8647 | 13.4546 | 14.1964 | 13.9969 | 15.3323 [acyl-CoA binding domain containing 3 [Source:HGNC Symbol;Accichr1:2263iNM_02273. . NP_07357]. protein_co ENSG0000({64746 15453
ACBD4 3.14747 | 3.71645 | 6.26928 2.1319 1.41118 | 1.82014 [acyl-CoA binding domain containing 4 [Source:HGNC Symbol;Acc{chr17:432(NM_00113XM_01702|. NP_00112¢XP_005257protein_co ENSG0000({79777 23337
ACBD5 10.0924 | 10.9254 | 9.83679 | 9.04448 | 10.5701 | 9.50357 |acyl-CoA binding domain containing 5 [Source:HGNC Symbol;Acc{chr10:274§NM_00104XM_01701]. . NP_001034XP_006717protein_coENSG0000(91452 23338
ACBD6 20.4764 | 21.4029 | 24.3855 | 24.6104 | 22.7143 | 28.4586 |acyl-CoA binding domain containing 6 [Source:HGNC Symbol;Acc]chr1:1802§NM_0323€. NR_03764]. NP_11573(. protein_co ENSG0000{10052796423339
ACBD7 1.62196 | 2.20262 | 2.78336 | 2.21713 | 2.34207 | 4.03797 |acyl-CoA binding domain containing 7 [Source:HGNC Symbol;Acc{chr10:151JNM_00103. . NP_001034. protein_co [ENSG0000({414149 |17715
ACCS 1.46272 | 1.13869 | 2.40665 | 0.792276 | 0.955745 | 1.32107 |1l-aminocyclopropane-1-carboxylate synthase homolog (inactive)|chr11:440§NM_00112XM_01152|. NP_00112(XP_005253protein_co ENSG0000(84680 23989
ACCSL 0 0.081384 0 0.130095 0 0 1-aminocyclopropane-1-carboxylate synthase homolog (inactive)|chr11:440§ NM_00103XM_01152]. NP_001021XP_016873protein_co|ENSG0000{390110 |34391
ACD 27.79 28.0845 | 23.8948 | 28.0562 | 22.5113 | 17.8135 |adrenocortical dysplasia homolog [Source:HGNC Symbol;Acc:HGNchr16:6767NM_0010§XM_00525|. NP_001074XP_005256protein_co ENSGO000({65057 25070
ACE 0.862896 | 0.821562 | 1.29666 | 0.713127 | 0.553695 | 0.624521 |angiotensin | converting enzyme [Source:HGNC Symbol;Acc:HGN{chr17:6159{NM_0007¢XM_00672|. NP_00078(XP_006721protein_co|ENSG0000{1636 2707
ACE2 0 0 0 0.021715 0 0.056353 |angiotensin | converting enzyme 2 [Source:HGNC Symbol;Acc:HG|chrX:155749NM_0218(XM_01154{. NP_06857¢XP_011543protein_coENSG0000(59272 13557
ACER1 0 0.063605 0 0 0 0 alkaline ceramidase 1 [Source:HGNC Symbol;Acc:HGNC:18356] [chr19:630§NM_13349. . NP_597994. protein_coENSG0000(125981 18356
ACER2 2.04174 | 2.31154 | 3.34891 | 2.20322 | 2.98594 | 3.11194 |alkaline ceramidase 2 [Source:HGNC Symbol;Acc:HGNC:23675]  [chr9:19409NM_00101XM_00525|. NP_00101(. protein_co ENSG0000{340485 23675
ACER3 6.00225 | 5.10479 | 7.06624 | 5.6225 | 7.95181 | 7.44497 |alkaline ceramidase 3 [Source:HGNC Symbol;Acc:HGNC:16066] |[chr11:765]NM_0013(XM_01154]. NP_00128]XP_011543protein_co ENSGO000{55331 16066
ACHE 2.15884 | 1.43905 | 2.08486 | 0.691425 | 0.566539 | 0.723948 |acetylcholinesterase (Cartwright blood group) [Source:HGNC Syrchr7:1004§NM_0006€XM_01151]. NP_00065¢XP_00671fprotein_co ENSG0000(43 108
ACIN1 56.534 57.5363 | 48.0239 | 66.8259 | 61.9314 | 46.6427 |apoptotic chromatin condensation inducer 1 [Source:HGNC Symbchr14:235JNM_0011¢XM_01153|. NP_00115XP_005267protein_coENSG0000(22985 17066
ACKR1 0 0 0 0 0 0 atypical chemokine receptor 1 (Duffy blood group) [Source:HGN(chr1:15914NM_00113. NP_00111f. protein_co ENSG0000{2532 4035
ACKR2 0.034508 | 0.142446 | 0.266745 0 0 0.249935 [atypical chemokine receptor 2 [Source:HGNC Symbol;Acc:HGNC:{chr3:4285(NM_00129. . NP_00128]. protein_co ENSG0000{1238 1565
ACKR3 0.085198 0 0.036333 0 0 0 atypical chemokine receptor 3 [Source:HGNC Symbol;Acc:HGNC:chr2:23747NM_02031XM_01151]. NP_064701XP_00524€protein_co ENSG0000({57007 23692
ACKR4 0.044599 0 0.038674 0 0 0 atypical chemokine receptor 4 [Source:HGNC Symbol;Acc:HGNC:{chr3:1322NM_01655. . NP_05764]. protein_coENSG0000({51554 1611
ACLY 70.3324 | 76.4087 | 84.0887 | 94.166 | 91.0434 | 80.7191 |ATP citrate lyase [Source:HGNC Symbol;Acc:HGNC:115] chr17:400JNM_00109XM_01702|. NP_001081XP_005257protein_co ENSG0O000(47 115
ACMSD 0 0 0 0 0.062303 0 aminocarboxymuconate semialdehyde decarboxylase [Source:Hdchr2:13559NM_0013(XM_01151]. NP_001294XP_005263protein_co ENSG0000{130013  |19288
ACO1 17.2686 | 17.7583 | 23.3542 | 19.7641 | 20.4809 | 22.1712 [aconitase 1 [Source:HGNC Symbol;Acc:HGNC:117] chr9:32384NM_00127XM_01151]. NP_001264XP_00525] protein_co ENSG0000{48 117
ACO2 42.049 | 43.9985 | 41.1415 | 47.8504 | 42.3181 | 44.9023 |aconitase 2 [Source:HGNC Symbol;Acc:HGNC:118] chr22:418¢NM_00109. . NP_00108{XP_016884protein_co ENSGO000(50 118
ACOD1 0 0 0 0 0 0 aconitate decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC:3390 chr13:7754JNM_00125XM_01153|. NP_00124}. protein_co[ENSG0000{730249 |33904
ACOT1 0 0.055723 0 0 0.064623 0 acyl-CoA thioesterase 1 [Source:HGNC Symbol;Acc:HGNC:33128] (chr14:7394NM_00103. NP_00103]. protein_co [ENSG0000({641371 |33128
ACOT11 7.71151 | 8.17806 | 7.45564 | 10.8843 | 9.46773 | 9.42351 |acyl-CoA thioesterase 11 [Source:HGNC Symbol;Acc:HGNC:18156{chr1:55013NM_01554. . NP_05636]. protein_co ENSG0000(26027 18156
ACOT12 0 0 0.032079 0 0 0 acyl-CoA thioesterase 12 [Source:HGNC Symbol;Acc:HGNC:24436|chr5:80629NM_1307€XM_01154]. NP_57012{XP_006714protein_co|ENSG0000({134526 24436
ACOT13 10.9757 | 9.28159 | 8.15937 | 10.6753 | 9.00852 | 9.80686 |acyl-CoA thioesterase 13 [Source:HGNC Symbol;Acc:HGNC:20999|chr6:24667NM_0011€. NP_00115{. protein_co ENSG0000(55856 20999
ACOT2 0 0 0 0 0 0 acyl-CoA thioesterase 2 [Source:HGNC Symbol;Acc:HGNC:18431] [chr14:7404NM_00682. NP_00681]. protein_co ENSG0000{10965 18431
ACOT4 0 0 0 0 0 0 acyl-CoA thioesterase 4 [Source:HGNC Symbol;Acc:HGNC:19748] [chr14:7409NM_15233. NP_689544. protein_coENSG0000{122970 19748
ACOT6 0 0 0 0 0 0 acyl-CoA thioesterase 6 [Source:HGNC Symbol;Acc:HGNC:33159] [chr14:740§NM_00103. NP_00103{. protein_co|ENSG0000({641372 (33159
ACOT7 87.8841 | 87.8246 | 86.5926 | 123.569 | 98.4521 | 92.9443 |acyl-CoA thioesterase 7 [Source:HGNC Symbol;Acc:HGNC:24157]|chr1:63241NM_00727. . NP_00920Y. protein_coENSG0000(11332 24157
ACOT8 7.23729 | 8.36404 | 9.34407 | 11.1256 | 8.77457 | 6.79263 |acyl-CoA thioesterase 8 [Source:HGNC Symbol;Acc:HGNC:15919]|chr20:444NM_0054€XM_01152]. NP_00546(XP_00526(protein_co ENSGO000{10005 15919
ACOT9 31.9291 | 32.4506 | 32.8776 | 29.1643 | 31.5125 | 35.3452 |acyl-CoA thioesterase 9 [Source:HGNC Symbol;Acc:HGNC:17152]|chrX:2372(NM_00103XM_00527|. NP_00102{XP_005274protein_co ENSG0000({23597 17152
ACOX1 15.1434 | 16.9858 | 16.6044 | 16.8612 | 18.5057 | 19.7362 |acyl-CoA oxidase 1 [Source:HGNC Symbol;Acc:HGNC:119] chr17:7393NM_0011§XM_01152|. NP_00117{XP_011523protein_co|ENSG0000(51 119
ACOX2 2.37304 | 1.99156 | 2.02009 | 3.29764 | 2.31466 | 2.65058 |acyl-CoA oxidase 2 [Source:HGNC Symbol;Acc:HGNC:120] chr3:5849(NM_0035(XM_01153)|. NP_00349]XP_005269protein_co ENSG0000({8309 120
ACOX3 6.36299 | 5.61335 [ 7.28319 | 6.69807 | 4.98036 | 6.52148 |acyl-CoA oxidase 3, pristanoyl [Source:HGNC Symbol;Acc:HGNC:1|chr4:8368(NM_0011(XM_01151]. NP_00109)XP_005244protein_co ENSGO000({8310 121
ACOXL 1.62612 | 1.44492 | 1.58908 | 2.14593 | 1.31751 | 1.29642 |acyl-CoA oxidase-like [Source:HGNC Symbol;Acc:HGNC:25621]  |chr2:1114YNM_00114XM_01151]. NP_00113¢XP_011509protein_co ENSG0000({55289 25621
ACP1 96.2649 | 91.1039 | 85.6272 | 92.3882 | 89.0919 | 81.9839 |acid phosphatase 1, soluble [Source:HGNC Symbol;Acc:HGNC:12Zchr2:2648¢NM_00104XM_01151). NP_001034XP_011504protein_coENSG0000(52 122
ACP2 13.8836 | 16.5345 | 11.443 | 12.9137 | 11.8546 | 11.7057 |acid phosphatase 2, lysosomal [Source:HGNC Symbol;Acc:HGNC:]chr11:472§NM_0013(0. . NP_00128Y. protein_co ENSG0000(53 123
ACP5 0 0 0 0 0 0 acid phosphatase 5, tartrate resistant [Source:HGNC Symbol;Acc:[chr19:116§NM_00111XM_01152|. NP_001104{XP_005259protein_co ENSGO000(54 124
ACP6 6.37755 | 4.76775 | 7.65552 | 3.5454 | 2.91669 | 2.92416 |acid phosphatase 6, lysophosphatidic [Source:HGNC Symbol;Acc:|chr1:14711NM_0163€|. . NP_05744Y. protein_coENSG0000(51205 29609
ACP7 1.4076 1.48725 | 1.60515 1.3295 1.49747 | 1.37059 |acid phosphatase 7, tartrate resistant (putative) [Source:HGNC Sy chr19:395]NM_00100XM_01152|. NP_001004XP_011529protein_co|ENSG0000{390928 |33781
ACPP 0.191857 [ 0.09136 | 0.479738 | 0.25677 | 0.242683 | 0.26594 |acid phosphatase, prostate [Source:HGNC Symbol;Acc:HGNC:125[chr3:13203NM_0010¢XM_01151]. NP_00109(XP_011511protein_coENSG0O000(55 125
ACPT 0 0 0 0 0 0 acid phosphatase, testicular [Source:HGNC Symbol;Acc:HGNC:14chr19:512§NM_0330€|. NP_14905. protein_co ENSG0000({93650 14376
ACR 0.12312 | 0.252538 | 0.536885 | 0.404431 | 0.140481 | 0.127778 |acrosin [Source:HGNC Symbol;Acc:HGNC:126] chr22:511INM_00109. NP_00108{. protein_co ENSG0000{49 126
ACRBP 0.411756 | 0.292912 | 0.173143 | 0.26604 | 0.143198 | 0.290463 |acrosin binding protein [Source:HGNC Symbol;Acc:HGNC:17195] |chr12:6741NM_0324¢. . NP_11587{. protein_coENSG0000(84519 17195
ACRC 0.499237 | 0.408319 | 0.328642 | 0.301244 | 0.281839 | 0.536099 |acidic repeat containing [Source:HGNC Symbol;Acc:HGNC:15805]chrX:7079§NM_05295XM_01702. NP_44318{XP_006724protein_co|ENSG0000(93953 15805
ACRV1 0 0 0.031336 | 0.105629 0 0 acrosomal vesicle protein 1 [Source:HGNC Symbol;Acc:HGNC:127/chr11:1254NM_00161. NP_00160]. protein_colENSG0000{56 127




ACSBG1 0.192379 | 0.123178 | 0.320724 | 0.264172 | 0.479089 | 0.567965 |acyl-CoA synthetase bubblegum family member 1 [Source:HGNC [chr15:7844NM_0011¢XM_01152|. NP_00118¢XP_011519protein_coENSG0000(23205 29567
ACSBG2 0.140869 | 0.171683 | 0.163976 | 0.261794 | 0.263805 | 0.383231 |acyl-CoA synthetase bubblegum family member 2 [Source:HGNC [chr19:613§NM_0012§XM_01702]. . NP_00127¢XP_005259protein_coENSG0000(81616 24174
ACSF2 8.76364 | 7.38046 | 12.604 | 8.40531 | 6.27599 | 9.04907 |acyl-CoA synthetase family member 2 [Source:HGNC Symbol;Accichr17:485(NM_0012¢XM_01152(NR_11023]. NP_001274XP_011523protein_co ENSGO000({80221 26101
ACSF3 16.5097 | 19.2703 | 18.9134 | 19.6068 | 16.6617 | 15.2027 |acyl-CoA synthetase family member 3 [Source:HGNC Symbol;Accichr16:891§NM_00112XM_00525|NR_04566]. NP_00112(XP_00525fprotein_co ENSG0000({197322 27288
ACSL1 5.41568 | 4.51141 | 6.74386 | 8.37115 | 8.66489 | 9.81266 |acyl-CoA synthetase long-chain family member 1 [Source:HGNC §chr4:18563NM_0012§XM_01700]. NP_00127{XP_005262protein_coENSG0000({2180 3569
ACSL3 40.7765 | 40.7497 | 39.0326 | 50.851 | 63.7326 | 65.7732 |acyl-CoA synthetase long-chain family member 3 [Source:HGNC §chr2:22374NM_00445. . NP_004444XP_016859protein_coENSG0000(2181 3570
ACSL4 19.2339 | 18.9802 | 23.7429 | 24.2739 | 25.6428 | 25.6429 |acyl-CoA synthetase long-chain family member 4 [Source:HGNC YchrX:1088§NM_00131XM_01153)|. NP_001304XP_005262protein_coENSG0000(2182 3571
ACSL5 81.9411 | 85.0447 | 101.132 | 121.563 | 113.246 | 146.838 |acyl-CoA synthetase long-chain family member 5 [Source:HGNC §chr10:114]NM_01623XM_01701]. NP_05731{XP_016871protein_coENSG0000({51703 16526
ACSL6 0.226736 | 0.43024 | 0.320387 | 0.422691 | 0.201034 | 0.499533 |acyl-CoA synthetase long-chain family member 6 [Source:HGNC §chr5:1312§NM_0010d. . NP_001004. protein_co ENSG0000(23305 16496
ACSM1 0.028821 | 0.059113 | 0.201073 | 0.094767 | 0.037301 | 0.241429 |acyl-CoA synthetase medium-chain family member 1 [Source:HGlchr16:2063NM_00131XM_00672|. NP_001304XP_005259protein_coENSG0000(116285 18049
ACSM2A 0 0 0 0 0 0 acyl-CoA synthetase medium-chain family member 2A [Source:H{chr16:204¢NM_00101XM_01702|. NP_00101(XP_005259protein_co ENSG0000{123876  |32017
ACSM2B 0 0 0 0 0 0 acyl-CoA synthetase medium-chain family member 2B [Source:H(chr16:2054NM_0011(|XM_01154. NP_00109{XP_011544protein_co|ENSG0000{348158 |30931
ACSM3 3.77937 | 3.38751 | 4.44145 | 4.31467 | 3.76626 | 5.67343 |acyl-CoA synthetase medium-chain family member 3 [Source:HGlchr16:2071NM_00562XM_01154. NP_00561{XP_011544protein_coENSG0000({6296 10522
ACSM4 0 0 0 0 0 0 acyl-CoA synthetase medium-chain family member 4 [Source:HGlchr12:745¢NM_0010§. . NP_00107]. protein_col[ENSG0000{341392 {32016
ACSM5 0 0 0 0 0 0 acyl-CoA synthetase medium-chain family member 5 [Source:HGlchr16:2044NM_00132XM_00672|. NP_00131]XP_006723protein_co ENSGO000{54988 26060
ACSM6 0 0 0 0 0 0 acyl-CoA synthetase medium-chain family member 6 [Source:HGIchr10:969§NM_20732. . NP_99720{. protein_coENSG0000(142827 (31665
ACSS1 0.020377 0 0 0 0 0.021626 [acyl-CoA synthetase short-chain family member 1 [Source:HGNC [chr20:2494NM_00125XM_01152|. NP_00123{XP_011527protein_coENSG0000(84532 16091
ACSS2 15.8068 | 13.5078 | 19.7588 | 16.4837 | 14.8989 | 19.6879 |acyl-CoA synthetase short-chain family member 2 [Source:HGNC [chr20:334¢NM_00107XM_01152]. NP_00107(XP_00526(protein_co ENSG0000(55902 15814
ACSS3 0 0 0.025768 | 0.033425 0 0.029827 [acyl-CoA synthetase short-chain family member 3 [Source:HGNC [chr12:8141NM_0245¢XM_00526|. NP_07883(XP_005269protein_co ENSGO000{79611 24723
ACTA1 0.099897 | 0.393063 | 0.128636 | 0.053367 | 0.175412 | 0.055767 |actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:HGNC:1fchr1:2295¢NM_0011d. . NP_00109]. protein_co ENSG0000({58 129
ACTA2 3.90788 | 3.42799 | 6.64306 | 3.14913 | 2.71475 | 4.40402 |actin, alpha 2, smooth muscle, aorta [Source:HGNC Symbol;Acc:Hchr10:9063NM_00114XM_01154]. NP_001134XP_01153gprotein_co ENSG0O000(59 130
ACTB 1135.11 | 1164.85 | 1064.06 | 1393.79 | 1270.74 | 1212.19 |actin beta [Source:HGNC Symbol;Acc:HGNC:132] chr7:5566 NM_0011(. NP_00109]. protein_co ENSG0000(60 132
ACTBL2 0.060911 | 0.031955 | 0.052857 | 0.239249 | 0.068131 | 0.152723 |actin, beta like 2 [Source:HGNC Symbol;Acc:HGNC:17780] chr5:567794NM_00101. NP_00101]. protein_co ENSG0000{345651 17780
ACTC1 0 0 0 0 0 0 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol;Acc:HGNC:1{chr15:350§NM_00515. NP_00515(. protein_coENSG0000(70 143
ACTG1 2252.47 | 2327.63 | 2433.24 | 2633.19 | 2438.14 | 2612.08 |actin gamma 1 [Source:HGNC Symbol;Acc:HGNC:144] chrl7:7941NM_00119. NP_00118(. protein_coENSG0000(71 144
ACTG2 0.053555 0 0 0 0 0 actin, gamma 2, smooth muscle, enteric [Source:HGNC Symbol;A{chr2:7412(NM_00119. NP_00118(. protein_co ENSG0000({72 145
ACTL10 0 0 0 0 0.064346 0 actin like 10 [Source:HGNC Symbol;Acc:HGNC:16127] chr20:3224NM_00102. NP_001019. protein_co ENSG0000{170487 16127
ACTL6A 47.3848 | 44.1461 | 43.0363 | 51.8013 | 52.8261 | 57.1661 |actin like 6A [Source:HGNC Symbol;Acc:HGNC:24124] chr3:1792§NM_0043(. NP_00429]. protein_co ENSG0000(86 24124
ACTL6B 0 0 0 0 0 0 actin like 6B [Source:HGNC Symbol;Acc:HGNC:160] chr7:10024NM_0161¢. NP_05727]. protein_coENSG0000(51412 160
ACTL7A 0 0 0 0 0 0 actin like 7A [Source:HGNC Symbol;Acc:HGNC:161] chr9:11163NM_0066¢. NP_00667{. protein_co ENSG0000{10881 161
ACTL7B 0.035347 0 0 0 0 0 actin like 7B [Source:HGNC Symbol;Acc:HGNC:162] chr9:1116JNM_0066¢. . NP_00667]. protein_co ENSGO000{10880 162
ACTL8 1.13696 | 1.50535 [ 0.406609 [ 1.92713 | 1.63801 | 0.716936 |actin like 8 [Source:HGNC Symbol;Acc:HGNC:24018] chr1:1808]NM_03081XM_01154]. NP_11043¢XP_01154(0protein_co ENSG0000(81569 24018
ACTL9 0 0 0 0 0 0 actin like 9 [Source:HGNC Symbol;Acc:HGNC:28494] chr19:8801NM_17852. . NP_84862(. protein_coENSG0000(284382 28494
ACTN1 35.5701 | 37.6663 | 41.7541 | 49.5857 | 45.5729 | 44.3389 |actinin alpha 1 [Source:HGNC Symbol;Acc:HGNC:163] chr14:6934NM_0011(XM_01702|. NP_00109{XP_011539protein_co ENSG0O000(87 163
ACTN2 0.100213 | 0.058865 | 0.049644 | 0.126772 | 0.130454 | 0.074238 |actinin alpha 2 [Source:HGNC Symbol;Acc:HGNC:164] chr1:23684NM_0011(. NP_001094. protein_co ENSG0000(88 164
ACTN3 0 0 0.037284 0 0 0 actinin alpha 3 (gene/pseudogene) [Source:HGNC Symbol;Acc:HGchr11:663]NM_0011(. . NP_00109Y. protein_co ENSG0000(89 165
ACTN4 99.8226 | 103.556 | 110.286 | 108.976 | 99.6448 | 95.7927 |actinin alpha 4 [Source:HGNC Symbol;Acc:HGNC:166] chr19:3913NM_00492XM_00672|. NP_00130{XP_005259protein_coENSG0000(81 166
ACTR10 22.4802 | 19.9807 | 19.5751 | 23.6405 | 24.3532 | 21.8459 |actin-related protein 10 homolog [Source:HGNC Symbol;Acc:HGNchr14:586NM_01847XM_01153). NP_060941XP_011539protein_coENSG0000(55860 17372
ACTR1A 66.055 | 70.1337 | 66.7604 | 75.9906 | 67.9167 | 56.7725 |ARP1 actin-related protein 1 homolog A, centractin alpha [Sourcgchr10:1042NM_00573. . NP_00572]. protein_co ENSG0000{10121 167
ACTR1B 16.3139 | 17.2713 | 17.9813 | 17.1404 | 15.5316 | 18.6063 [ARP1 actin-related protein 1 homolog B, centractin beta [Source:|chr2:98273NM_00573XM_00526|. NP_00572¢XP_005263protein_coENSG0000{10120 168
ACTR2 80.0752 | 81.195 | 89.5208 | 88.7762 | 94.9017 | 112.282 |ARP2 actin related protein 2 homolog [Source:HGNC Symbol;Acc{chr2:65454NM_0010(. NP_00100Y. protein_coENSG0000({10097 169
ACTR3 95.1567 | 97.659 | 98.2405 | 97.7689 | 92.1327 | 114.909 |ARP3 actin related protein 3 homolog [Source:HGNC Symbol;Accchr2:11464NM_00127. . NP_001264. protein_co ENSG0000{10096 170
ACTR3B 11.6753 | 10.5829 | 12.0339 | 10.6834 | 11.6199 | 10.0853 |ARP3 actin related protein 3 homolog B [Source:HGNC Symbol;Adchr7:15249NM_00104XM_01151]. NP_001034XP_011514protein_co ENSG0000({57180 17256
ACTR3C 0.413416 | 0.311904 | 0.222567 | 0.298704 | 0.321867 | 0.480814 [ARP3 actin-related protein 3 homolog C [Source:HGNC Symbol;Adchr7:14994NM_0011¢XM_01151|. NP_00115]XP_00525(protein_co ENSGO000({653857 37282
ACTRS 14.0772 | 11.6842 16.295 13.8091 11.859 11.8427 |ARPS actin-related protein 5 homolog [Source:HGNC Symbol;Accichr20:3731NM_02485XM_00526|. NP_07913]. protein_coENSG0000(79913 14671
ACTR6 14.3213 | 13.0429 | 17.2929 | 13.1795 | 18.6912 | 23.5272 |ARP6 actin-related protein 6 homolog [Source:HGNC Symbol;Accichr12:100§NM_0224¢9. . NP_07194{XP_016879protein_co|ENSG0000(64431 24025
ACTR8 12.7686 | 13.5211 | 11.2856 | 13.6007 | 14.0602 | 10.9797 |ARP8 actin-related protein 8 homolog [Source:HGNC Symbol;Accichr3:5390]NM_02284XM_01153)|. NP_07505(XP_005269protein_co ENSGO000({93973 14672
ACTRT1 0 0 0 0 0 0 actin related protein T1 [Source:HGNC Symbol;Acc:HGNC:24027] [chrX:1271§NM_1382¢. NP_61214(. protein_coENSG0000(139741 (24027
ACTRT2 0 0 0 0 0 0 actin related protein T2 [Source:HGNC Symbol;Acc:HGNC:24026] [chr1:2938(NM_08043. NP_53635(. protein_co|ENSG0000(140625 (24026
ACTRT3 1.46035 | 1.55729 1.0016 1.05335 | 1.40666 | 1.39842 |actin related protein T3 [Source:HGNC Symbol;Acc:HGNC:24022]|chr3:1694§NM_0324§. . NP_11587(. protein_coENSG0000(84517 24022
ACVR1 8.42129 | 8.36348 | 6.50194 | 7.05012 | 6.78131 | 7.43069 |activin A receptor type 1 [Source:HGNC Symbol;Acc:HGNC:171] |chr2:1585¢NM_0011(XM_01151|. NP_00109¢XP_00524€protein_co ENSGO000({90 171
ACVR1B 13.1042 | 12.5309 | 10.8008 | 12.2746 | 11.8573 | 11.2333 [activin A receptor type 1B [Source:HGNC Symbol;Acc:HGNC:172] [chr12:5234NM_0043(. NP_004291XP_016879protein_co ENSGO000{91 172
ACVR1C 0.412555 | 0.675933 | 0.778536 | 0.551422 | 0.30603 | 0.418834 |activin A receptor type 1C [Source:HGNC Symbol;Acc:HGNC:1812|chr2:1583§NM_00111. NP_001104. protein_coENSG0000({130399 18123
ACVR2A 5.01805 | 4.16025 | 4.46489 | 3.65097 | 4.15758 | 4.75114 |activin A receptor type 2A [Source:HGNC Symbol;Acc:HGNC:173]|chr2:1486(NM_00127. . NP_00126Y. protein_co ENSG0000(92 173
ACVR2B 5.34108 | 5.6394 5.04429 | 3.60534 | 4.63959 | 6.52865 |activin A receptor type 2B [Source:HGNC Symbol;Acc:HGNC:174] [chr3:38499NM_0011(XM_01700]. NP_00109]XP_005265protein_co ENSGO000{93 174
ACVRL1 0.630738 | 0.851947 | 0.539241 | 0.548313 | 0.381051 | 0.457213 |activin A receptor like type 1 [Source:HGNC Symbol;Acc:HGNC:17/chr12:523(NM_00002XM_01153|. NP_00001]XP_005269protein_co ENSGO000{94 175
ACY1 24.4263 | 24.9184 | 33.9378 | 27.5805 | 21.4029 | 25.1632 |aminoacylase 1 [Source:HGNC Symbol;Acc:HGNC:177] chr3:52004NM_0006€. . NP_00065]. protein_coENSG0000(95 177
ACY3 0.070747 | 0.096824 | 0.503543 | 0.303187 0 0.07816 |aminoacylase 3 [Source:HGNC Symbol;Acc:HGNC:24104] chr11:674I1NM_08065XM_01154]. NP_54238{XP_011543protein_coENSG0000(91703 24104
ACYP1 30.0609 | 29.8342 | 26.4545 | 35.488 25.799 | 24.2153 |acylphosphatase 1 [Source:HGNC Symbol;Acc:HGNC:179] chr14:755JNM_0011(. NP_00109{. protein_co ENSG0000{97 179




ACYP2 6.52241 | 7.20705 | 7.07334 [ 9.02656 | 5.27838 | 6.97932 |acylphosphatase 2 [Source:HGNC Symbol;Acc:HGNC:180] chr2:5409INM_00132. . NP_00130]. protein_co ENSG0000(98 180
ADA 14.9693 | 15.2087 | 15.7065 | 16.6892 | 15.0498 | 13.5934 |adenosine deaminase [Source:HGNC Symbol;Acc:HGNC:186] chr20:431§NM_00002XM_01152|. NP_00001{XP_00526(protein_co ENSG0000({100 186
ADAD1 0 0 0 0 0 0 adenosine deaminase domain containing 1 [Source:HGNC Symbo|chr4:1233(NM_00115XM_01153). NP_00115]XP_005262protein_co ENSG0000{132612 |30713
ADAD2 0 0 0.042885 | 0.106062 | 0.059347 0 adenosine deaminase domain containing 2 [Source:HGNC Symbo|chr16:8423NM_00114XM_01152|. NP_00113{XP_005259protein_co|ENSG0000{161931 |30714
ADAL 1.78835 2.1109 2.08457 | 2.30958 2.3903 1.94238 |adenosine deaminase like [Source:HGNC Symbol;Acc:HGNC:3185|chr15:436JNM_00101XM_01152|. NP_001011XP_005254protein_co|ENSG0000({161823 31853
ADAM10 22.065 20.6263 | 25.2879 | 18.1142 | 21.5962 | 27.4492 |ADAM metallopeptidase domain 10 [Source:HGNC Symbol;Acc:H{chr15:588§NM_00113XM_00525|. NP_00110]XP_016877protein_co|ENSG0000({102 188
ADAM11 2.50282 | 2.33385 [ 3.98934 2.0881 1.94857 | 2.24054 |ADAM metallopeptidase domain 11 [Source:HGNC Symbol;Acc:H{chr17:4284NM_00131XM_01152. NP_001304XP_005257protein_co ENSG0000(4185 189
ADAM12 0 0 0 0.022029 0 0.009846 [ADAM metallopeptidase domain 12 [Source:HGNC Symbol;Acc:H{chr10:1274NM_0012¢§XM_01701|. NP_001274XP_016872protein_co ENSGO000(8038 190
ADAM15 74.6205 | 75.4773 | 69.8288 | 57.2771 | 48.4083 | 41.2599 |ADAM metallopeptidase domain 15 [Source:HGNC Symbol;Acc:H{chr1:15504NM_0012§. . NP_00124{. protein_coENSG0000(8751 193
ADAM17 13.0639 | 13.1566 | 14.1145 | 8.54492 | 11.0238 | 15.1123 |ADAM metallopeptidase domain 17 [Source:HGNC Symbol;Acc:H{chr2:96134NM_0031§XM_01151]. NP_003174XP_011504protein_colENSG0000({6868 195
ADAM18 0 0 0 0 0 0 ADAM metallopeptidase domain 18 [Source:HGNC Symbol;Acc:H{chr8:39443NM_00119. . NP_00117]. protein_co ENSG0000(8749 196
ADAM19 13.6217 | 14.1179 | 43.5715 | 20.7179 | 20.5137 | 27.6877 |ADAM metallopeptidase domain 19 [Source:HGNC Symbol;Acc:H{chr5:1569(NM_03327XM_00526|. NP_15037]XP_00526€protein_co ENSG0000(8728 197
ADAM2 0 0 0 0 0 0 ADAM metallopeptidase domain 2 [Source:HGNC Symbol;Acc:HG|chr8:3960]NM_00127XM_01154. NP_001264XP_005273protein_co ENSG0000({2515 198
ADAM20 0 0.02687 0 0 0 0.024897 | ADAM metallopeptidase domain 20 [Source:HGNC Symbol;Acc:H{chr14:709§NM_00381XM_01153|. NP_003804XP_00526protein_coENSGO000(8748 199
ADAM21 1.89263 | 1.23536 | 1.10257 | 1.03745 | 1.38497 | 1.04653 |[ADAM metallopeptidase domain 21 [Source:HGNC Symbol;Acc:H{chr14:709]JNM_00381. . NP_00380. protein_co ENSG0000(8747 200
ADAM22 2.66805 | 2.86785 | 3.38681 | 2.16012 2.758 2.68924 |ADAM metallopeptidase domain 22 [Source:HGNC Symbol;Acc:H{chr7:87563NM_00132XM_01701]. NP_00131]XP_00525(protein_co ENSG0000({53616 201
ADAM23 0.025352 0 0.065945 | 0.015063 0 0.013132 |ADAM metallopeptidase domain 23 [Source:HGNC Symbol;Acc:H{chr2:2073(NM_00381XM_01151]. NP_00380{XP_00524fprotein_co|ENSG0O000({8745 202
ADAM28 0.055727 0 0.117732 0 0.037402 | 0.01081 |ADAM metallopeptidase domain 28 [Source:HGNC Symbol;Acc:H{chr8:2415]NM_0013(|XM_01701]. NP_00129{XP_005273protein_co|ENSG0000(10863 206
ADAM29 0 0 0 0 0 0 ADAM metallopeptidase domain 29 [Source:HGNC Symbol;Acc:H{chr4:17583NM_00113XM_01153|. NP_001124XP_011529protein_co ENSGO000{11086 207
ADAM30 0 0 0 0 0 0 ADAM metallopeptidase domain 30 [Source:HGNC Symbol;Acc:H{chr1:1204qNM_02179. . NP_06856(. protein_coENSG0000(11085 208
ADAM32 0.391547 | 0.247579 | 0.325734 | 0.032975 | 0.042155 | 0.147519 |ADAM metallopeptidase domain 32 [Source:HGNC Symbol;Acc:H{chr8:3896§NM_00131XM_01701]. NP_00130(XP_00671fprotein_co|ENSG0000({203102 15479
ADAM33 0 0 0 0 0 0 ADAM metallopeptidase domain 33 [Source:HGNC Symbol;Acc:H{chr20:364§NM_0012§XM_01152|. NP_00126¢XP_00526(protein_co ENSGO000({80332 15478
ADAM7 0 0 0 0 0 0 ADAM metallopeptidase domain 7 [Source:HGNC Symbol;Acc:HG|chr8:2429¢NM_00381XM_00527|. NP_003804XP_005273protein_co ENSGO000(8756 214
ADAMS8 0.383049 | 0.401922 | 0.701684 | 0.348662 | 0.545296 | 0.795023 [ADAM metallopeptidase domain 8 [Source:HGNC Symbol;Acc:HG[chr10:135(NM_0011((XM_01153|. NP_00110(XP_011537protein_co ENSG0000{101 215
ADAM9 60.5181 63.972 66.8306 [ 60.2718 | 63.0554 | 84.5314 |ADAM metallopeptidase domain 9 [Source:HGNC Symbol;Acc:HG|chr8:3885{NM_00381XM_01701]. NP_003801XP_011542protein_co|ENSG0000({8754 216
ADAMDEC1 0 0 0 0 0 0 ADAM like decysin 1 [Source:HGNC Symbol;Acc:HGNC:16299] chr8:24241NM_00114. NP_00113§. protein_co ENSG0000{27299 16299
ADAMTS1 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 1 [Sojchr21:282(NM_0069§. . NP_008919. protein_co[ENSG0000{9510 217
ADAMTS10 1.58522 | 1.76638 [ 2.71995 [ 0.962425| 1.23919 | 1.68319 |ADAM metallopeptidase with thrombospondin type 1 motif 10 [Schr19:8649NM_0012§XM_01702]. NP_00126¢XP_006722protein_co ENSG0000(81794 13201
ADAMTS12 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 12 [S|chr5:33523NM_03095XM_01151]. . NP_00131]. protein_co|ENSG0000(81792 14605
ADAMTS13 2.76232 | 1.83452 | 3.98449 | 1.56995 | 1.62476 1.7503 |ADAM metallopeptidase with thrombospondin type 1 motif 13 [S{chr9:1362§NM_13902XM_01151|NR_024514. NP_62059{XP_016869protein_co|ENSG0000(11093 1366
ADAMTS14 4.6111 4.51669 | 8.66742 | 2.49949 | 2.43465 | 2.14537 |ADAM metallopeptidase with thrombospondin type 1 motif 14 [S|chr10:7243NM_08072XM_01153). NP_542451XP_011537protein_co ENSG0000({140766 14899
ADAMTS15 0.255454 | 0.521899 | 0.393356 | 0.653397 | 0.606244 | 0.715837 [ADAM metallopeptidase with thrombospondin type 1 motif 15 [S{chr11:1304NM_13905XM_00527|. NP_62068(XP_00527]protein_co ENSGO000({170689 16305
ADAMTS16 0.567373 | 0.587654 | 0.400803 | 0.207888 | 0.149449 | 0.244469 |[ADAM metallopeptidase with thrombospondin type 1 motif 16 [§chr5:5140{NM_13905. . NP_62068]. protein_coENSG0000({170690 17108
ADAMTS17 0.566065 | 0.694472 | 0.728841 | 0.600621 | 0.668022 | 0.69417 |ADAM metallopeptidase with thrombospondin type 1 motif 17 [S|chr15:100§NM_13905XM_01152]. NP_62068{XP_005254protein_co|ENSG0000{170691 17109
ADAMTS18 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 18 [S|chr16:7731NM_00132XM_01152]. NP_00131{XP_011521protein_co[ENSG0000{170692 (17110
ADAMTS19 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 19 [S|chr5:12874NM_13363XM_01154|. NP_59837{XP_011541protein_co|ENSG0000{171019 17111
ADAMTS2 0.935759 | 1.15849 | 1.52142 | 0.631874 | 0.838515| 1.17776 |ADAM metallopeptidase with thrombospondin type 1 motif 2 [So[chr5:1785INM_01424XM_01701|. NP_05505{XP_016869protein_co ENSG0000{9509 218
ADAMTS20 0 0.033872 0 0 0.011884 0 ADAM metallopeptidase with thrombospondin type 1 motif 20 [S|chr12:4374NM_0250(|XM_01153]. NP_07927¢XP_011537protein_co ENSGO000{80070 17178
ADAMTS3 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 3 [Sojchr4:7314¢NM_01424XM_01153|. NP_05505¢XP_01153(protein_co ENSGO000({9508 219
ADAMTS4 0 0.113746 | 0.033409 | 0.008179 | 0.089029 | 0.007721 | ADAM metallopeptidase with thrombospondin type 1 motif 4 [Solchr1:16119NM_00509XM_00671]. NP_00509(. protein_co ENSG0000{9507 220
ADAMTSS 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 5 [Sojchr21:2824NM_00703XM_01152]. NP_00896{XP_011527protein_coENSG0000(11096 221
ADAMTS6 0.182745 | 0.107848 | 0.167475 | 0.126379 | 0.13607 | 0.241331 |ADAM metallopeptidase with thrombospondin type 1 motif 6 [So|chr5:64444NM_19794XM_01154. NP_92293]XP_011541protein_co|ENSG0000(11174 222
ADAMTS7 3.14328 | 3.55137 | 6.21025 | 4.22513 | 3.20523 | 3.48945 |ADAM metallopeptidase with thrombospondin type 1 motif 7 [Sojchr15:7909NM_01427XM_00525|. NP_05508]XP_005254protein_co ENSG0000(11173 223
ADAMTSS 0 0.020615 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 8 [Sojchr11:1304NM_00703. . NP_00896{XP_016872protein_co ENSG0000({11095 224
ADAMTS9 0 0 0 0 0 0 ADAM metallopeptidase with thrombospondin type 1 motif 9 [Sojchr3:6450]NM_00131XM_00526]. NP_001304XP_005269protein_co ENSG0000(56999 13202
ADAMTSL1 0.049937 0 0 0 0 0 ADAMTS like 1 [Source:HGNC Symbol;Acc:HGNC:14632] chr9:18473NM_00104XM_01701]. NP_00103{XP_01151fprotein_co|ENSG0000(92949 14632
ADAMTSL2 0 0 0 0.022654 0 0.02417 |ADAMTS like 2 [Source:HGNC Symbol;Acc:HGNC:14631] chr9:13634NM_00114XM_01151]. NP_001134XP_005272protein_co ENSG0000({9719 14631
ADAMTSL3 0 0.009757 0 0 0 0 ADAMTS like 3 [Source:HGNC Symbol;Acc:HGNC:14633] chr15:843JNM_0013(XM_01152]. NP_00128{XP_01152(protein_co ENSG0000({57188 14633
ADAMTSL4 0.285738 | 0.453357 | 0.791878 | 0.362159 | 0.283943 | 0.31531 |ADAMTS like 4 [Source:HGNC Symbol;Acc:HGNC:19706] chr1:1505JNM_0012§XM_01150|. NP_00127{XP_011507protein_coENSG0000(54507 19706
ADAMTSLS5 5.13523 | 5.58043 | 6.49657 | 3.62673 | 3.86102 | 4.10627 |ADAMTS like 5 [Source:HGNC Symbol;Acc:HGNC:27912] chr19:150§NM_2136(XM_01702]. NP_99876{XP_005259protein_coENSG0000({339366 27912
ADAP1 13.2594 | 15.0243 | 12.8003 | 16.1389 | 12.7507 | 11.4242 |ArfGAP with dual PH domains 1 [Source:HGNC Symbol;Acc:HGNC|chr7:93753NM_0012§. . NP_00127]. protein_co ENSG0000{11033 16486
ADAP2 6.10211 | 6.03691 | 7.69248 | 7.28978 | 6.65882 | 5.55709 |ArfGAP with dual PH domains 2 [Source:HGNC Symbol;Acc:HGNC|chr17:2924NM_0184(XM_01152]. NP_06087{XP_005254protein_co ENSG0000({55803 16487
ADAR 73.3445 | 77.9735 | 70.6177 | 71.1481 | 75.1308 | 68.9065 |adenosine deaminase, RNA specific [Source:HGNC Symbol;Acc:H(chr1:1545§NM_00102XM_01150]. . NP_00102(XP_006711protein_coENSG0000({103 225
ADARB1 11.1118 | 4.66353 | 5.24818 | 3.36887 | 4.03781 | 4.12074 |adenosine deaminase, RNA specific B1 [Source:HGNC Symbol;Acdchr21:4644NM_00111XM_01702|NR_02767{. NP_00110{XP_006724protein_co|ENSG0000(104 226
ADARB2 0 0 0 0 0.011049 0 adenosine deaminase, RNA specific B2 (inactive) [Source:HGNC S{chr10:1224NM_0187(. NP_06117]. protein_co ENSG0000{105 227
ADAT1 5.23547 | 5.81144 | 6.87335 [ 5.2202 5.15351 4.106 |adenosine deaminase, tRNA specific 1 [Source:HGNC Symbol;Acc{chr16:7563NM_01209. . NP_00131]. protein_co| ENSG0000(23536 228
ADAT2 9.6832 9.05244 | 9.88752 | 9.11919 | 10.3437 7.144 |adenosine deaminase, tRNA specific 2 [Source:HGNC Symbol;Acc|chr6:14374NM_0012§XM_01701|. NP_001271XP_011533protein_co ENSG0000(134637 21172
ADAT3 7.05152 | 6.05941 | 8.29206 | 6.97555 | 5.19815 | 7.28968 |adenosine deaminase, tRNA specific 3 [Source:HGNC Symbol;Acc{chr19:1909NM_13843. . NP_00131(. protein_coENSG0000(113179 (25151
ADCK1 3.71894 | 4.40846 | 4.1971 | 4.25451 | 2.92806 | 4.40833 |aarF domain containing kinase 1 [Source:HGNC Symbol;Acc:HGN(chr14:7824NM_00114XM_00526)|. NP_00113¢XP_005267protein_co|ENSG0000(57143 19038




ADCK2 9.58606 | 9.7611 9.68034 [ 10.1792 | 8.91937 | 9.56495 |aarF domain containing kinase 2 [Source:HGNC Symbol;Acc:HGN{chr7:14031NM_05285XM_01151]. NP_44308{XP_00671fprotein_coENSGO000(90956 19039
ADCK3 18.8358 | 19.6331 | 19.6223 | 16.1926 | 13.5204 14.478 |coenzyme Q8A [Source:HGNC Symbol;Acc:HGNC:16812] chr1:22704NM_02024XM_01154]. NP_06463{XP_005273protein_coENSG0000(56997 16812
ADCK4 12.6493 | 12.2069 | 10.3218 | 9.44281 | 9.06285 9.7324 |coenzyme Q8B [Source:HGNC Symbol;Acc:HGNC:19041] chr19:4114NM_00114XM_01152]. NP_00113¢XP_005259protein_co ENSG0000({79934 19041
ADCK5 9.63871 | 9.86471 10.352 9.55361 | 9.46045 | 7.75214 |aarF domain containing kinase 5 [Source:HGNC Symbol;Acc:HGN(chr8:14554NM_17492XM_01701]. NP_77758]XP_00671fprotein_co ENSG0000({203054 21738
ADCY1 0 0 0 0 0 0 adenylate cyclase 1 [Source:HGNC Symbol;Acc:HGNC:232] chr7:45613INM_0012§XM_00524]. NP_00126{XP_005249protein_co ENSG0000({107 232
ADCY10 0 0 0.118897 | 0.304168 0 0.013353 |adenylate cyclase 10, soluble [Source:HGNC Symbol;Acc:HGNC:2]chr1:16777NM_0011€¢XM_01150|. NP_00116]XP_006711protein_co ENSGO000{55811 21285
ADCY2 0 0 0 0 0 0 adenylate cyclase 2 [Source:HGNC Symbol;Acc:HGNC:233] chr5:73964NM_02054XM_01151]. NP_065431XP_011512protein_co ENSG0000{108 233
ADCY3 14.0929 | 13.5136 | 15.0092 | 11.7688 11.88 9.46009 |adenylate cyclase 3 [Source:HGNC Symbol;Acc:HGNC:234] chr2:25014NM_00132XM_01153)|. NP_00130]XP_005264protein_co ENSG0000{109 234
ADCY4 0 0.023283 | 0.020144 0 0 0.02567 |adenylate cyclase 4 [Source:HGNC Symbol;Acc:HGNC:235] chr14:247§NM_00119. . NP_00118Y. protein_co ENSG0000({196883 235
ADCY5 0 0.026389 | 0.118962 [ 0.14861 | 0.053289 | 0.091037 |adenylate cyclase 5 [Source:HGNC Symbol;Acc:HGNC:236] chr3:1230(NM_00119XM_01151]. NP_00118¢XP_005247protein_co|ENSG0000({111 236
ADCY6 6.76779 7.4432 7.50469 | 5.74864 | 6.28807 | 6.16118 |adenylate cyclase 6 [Source:HGNC Symbol;Acc:HGNC:237] chr12:4919NM_01527XM_01153). NP_056084XP_00526protein_co ENSG0000{112 237
ADCY7 9.18062 | 9.30636 | 9.10827 | 7.19306 | 8.58654 | 6.51881 |adenylate cyclase 7 [Source:HGNC Symbol;Acc:HGNC:238] chr16:503(NM_00111XM_01702|. NP_001104XP_005259protein_co ENSG0000{113 238
ADCY8 0 0 0 0 0.016353 0 adenylate cyclase 8 [Source:HGNC Symbol;Acc:HGNC:239] chr8:13174YNM_00111XM_00671]. NP_001104XP_005250protein_coENSG0000(114 239
ADCY9 2.98135 | 3.53072 [ 3.88682 2.651 2.54539 | 3.41177 |adenylate cyclase 9 [Source:HGNC Symbol;Acc:HGNC:240] chr16:4017ZNM_00111XM_00525|. NP_001101XP_005259protein_co|ENSG0000({115 240
ADCYAP1 0 0 0 0 0 0 adenylate cyclase activating polypeptide 1 [Source:HGNC Symbol[chr18:9049NM_00109. . NP_00109. protein_co ENSG0000{116 241
ADCYAP1R1 0.023096 | 0.07285 | 0.042178 | 0.047407 | 0.05227 | 0.099453 [ADCYAP receptor type | [Source:HGNC Symbol;Acc:HGNC:242]  [chr7:31094NM_00113XM_01151|. NP_00110XP_005249protein_co ENSG0000{117 242
ADD1 38.3146 | 40.2376 | 36.2275 | 34.8928 | 34.1291 [ 30.9119 |adducin 1 [Source:HGNC Symbol;Acc:HGNC:243] chr4:28454NM_00111XM_01700|. NP_00111(XP_005247protein_co|ENSG0000(118 243
ADD2 0.007407 | 0.016287 | 0.019644 0 0 0 adducin 2 [Source:HGNC Symbol;Acc:HGNC:244] chr2:70884NM_0011§XM_01153)|. NP_00117{XP_01153(protein_co|ENSG0000({119 244
ADD3 14.3666 | 15.7473 | 19.2076 | 20.0589 | 23.3922 | 24.9042 |adducin 3 [Source:HGNC Symbol;Acc:HGNC:245] chr10:1113NM_00112XM_01153). NP_00111]XP_005269protein_co ENSG0000{120 245
ADGB 0 0.025851 0 0 0 0 androglobin [Source:HGNC Symbol;Acc:HGNC:21212] chr6:14694NM_02469XM_01701]. NP_07897(XP_006719protein_co ENSGO000(79747 21212
ADGRA1 0 0 0 0.023483 0 0 adhesion G protein-coupled receptor Al [Source:HGNC Symbol;Alchr10:134§NM_0010§XM_00525|. NP_00107{XP_005252protein_co ENSG0000(84435 13838
ADGRA2 3.22873 | 2.78245 | 4.22195 | 2.79049 | 2.82268 | 4.39732 |adhesion G protein-coupled receptor A2 [Source:HGNC Symbol;A[chr8:37654NM_03277XM_01154. NP_116164XP_011542protein_coENSG0000(25960 17849
ADGRA3 25.7906 | 24.0378 | 24.5367 | 20.8728 | 22.7781 | 19.3663 |adhesion G protein-coupled receptor A3 [Source:HGNC Symbol;Alchr4:22384NM_14529XM_01151]. NP_66033]. protein_co[ENSG0000{166647 |13839
ADGRB1 0.524443 | 0.630807 | 1.15398 | 0.606068 | 0.661514 | 0.716368 [adhesion G protein-coupled receptor B1 [Source:HGNC Symbol;A[chr8:1435{NM_0017((XM_01151|. NP_001691XP_011519protein_co ENSGO000{575 943
ADGRB2 4.01409 | 4.02829 | 5.9673 | 4.32349 | 4.77379 | 4.07258 |adhesion G protein-coupled receptor B2 [Source:HGNC Symbol;A|chr1:32193NM_00129XM_01700]. NP_00128]XP_01154(0protein_coENSG0000({576 944
ADGRB3 0 0.054968 0 0 0 0 adhesion G protein-coupled receptor B3 [Source:HGNC Symbol;A|chr6:69344NM_0017(XM_01153|. NP_001694XP_005244protein_co ENSG0000{577 945
ADGRD1 0.408858 | 0.295495 | 0.401959 | 0.191141 | 0.565288 | 0.217654 [adhesion G protein-coupled receptor D1 [Source:HGNC Symbol;Alchr12:1314NM_19882XM_01153|. NP_94212]XP_005253protein_co ENSG0000{283383  |19893
ADGRD2 0 0 0 0 0 0 adhesion G protein-coupled receptor D2 [Source:HGNC Symbol;Alchr9:12721. . . . . protein_co ENSG0000(. 18651
ADGRE1 0 0.026449 0 0.030596 0 0 adhesion G protein-coupled receptor E1 [Source:HGNC Symbol;A{chr19:6881NM_00125XM_01152|. NP_00124{XP_01152€protein_co ENSG0000{2015 3336
ADGRE2 3.63243 | 3.78452 | 4.19721 | 3.03741 | 3.58429 | 3.92281 |adhesion G protein-coupled receptor E2 [Source:HGNC Symbol;A{chr19:148(NM_00127XM_01152|. NP_001251XP_01152fprotein_coENSG0000(30817 3337
ADGRE3 0 0 0 0 0 0 adhesion G protein-coupled receptor E3 [Source:HGNC Symbol;A{chr19:1474NM_0012§XM_01152|. NP_00127{XP_01152fprotein_co ENSGO000{84658 23647
ADGRES5 27.6035 | 29.1734 | 30.3065 | 24.8329 | 24.0016 | 28.6856 |adhesion G protein-coupled receptor E5 [Source:HGNC Symbol;A{chr19:144YNM_00102XM_01702]. NP_00102(XP_01152€protein_co ENSGO000{976 1711
ADGRF1 47.4043 | 45.3143 | 38.6684 | 40.7797 | 44.1057 | 51.0643 |adhesion G protein-coupled receptor F1 [Source:HGNC Symbol;A{chr6:4696§NM_02504XM_01701]. NP_079324XP_005249protein_coENSG0000({266977 18990
ADGRF2 0.015339 0 0 0 0.11553 | 0.030443 |adhesion G protein-coupled receptor F2 [Source:HGNC Symbol;A{chr6:47624NM_15383. . NP_72258]. protein_col[ENSG0000{222611 |18991
ADGRF3 0 0.0417 0 0.026013 0 0 adhesion G protein-coupled receptor F3 [Source:HGNC Symbol;A{chr2:2653]1NM_00114XM_01153)|. NP_001134XP_01153(protein_co ENSG0000{165082 |18989
ADGRF4 0.023177 0 0.060397 0 0 0.023191 |adhesion G protein-coupled receptor F4 [Source:HGNC Symbol;A{chr6:47624NM_15383. . NP_72258(. protein_coENSG0000({221393 19011
ADGRF5 0 0 0 0 0 0 adhesion G protein-coupled receptor F5 [Source:HGNC Symbol;A{chr6:4682(NM_00109XM_01701]. NP_00109]XP_00524dprotein_coENSG0000({221395 19030
ADGRG1 14.3275 | 15.2358 | 13.8636 | 12.4951 | 10.9362 | 18.1802 |adhesion G protein-coupled receptor G1 [Source:HGNC Symbol;Achr16:576§NM_00114XM_01702]. NP_00113{XP_00525€protein_colENSG0000({9289 4512
ADGRG2 0 0 0.014785 0 0 0 adhesion G protein-coupled receptor G2 [Source:HGNC Symbol;AlchrX:19001NM_00107XM_01154]. NP_00107]XP_006724protein_co ENSGO000({10149 4516
ADGRG3 0 0 0.047021 0 0.031309 | 0.029516 |adhesion G protein-coupled receptor G3 [Source:HGNC Symbol;Achr16:577(NM_0013(XM_01152|. NP_001294XP_005259protein_coENSG0000(222487 13728
ADGRG4 0 0 0 0 0 0.007921 [adhesion G protein-coupled receptor G4 [Source:HGNC Symbol;AchrX:1353§NM_15383XM_01153|. NP_72257¢XP_011529protein_co|ENSG0000({139378 18992
ADGRG5 2.36267 | 2.42044 2.5063 2.55165 2.3436 2.35127 [adhesion G protein-coupled receptor G5 [Source:HGNC Symbol;Achr16:575yNM_0013(XM_01152f. NP_00129]XP_006721protein_co|ENSG0000({221188 19010
ADGRG6 14.7917 | 14.5737 | 20.3809 | 9.93703 | 13.7361 | 19.8795 |adhesion G protein-coupled receptor G6 [Source:HGNC Symbol;Alchr6:1426JNM_00103XM_01153)|. NP_00102]XP_005267protein_co ENSGO000{57211 13841
ADGRG7 0 0.048701 | 0.023126 0 0.100911 0 adhesion G protein-coupled receptor G7 [Source:HGNC Symbol;Achr3:10033NM_0013(|XM_01151]. NP_001294XP_005247protein_coENSG0000(84873 19241
ADGRL1 20.1485 | 20.5519 [ 20.8918 | 17.0985 | 17.2555 | 14.5619 |adhesion G protein-coupled receptor L1 [Source:HGNC Symbol;A{chr19:1424NM_00100XM_01702|. NP_00100{XP_005259protein_co ENSG0000(22859 20973
ADGRL2 0.014303 | 0.015167 0 0 0.053681 | 0.038502 |adhesion G protein-coupled receptor L2 [Source:HGNC Symbol;A{chr1:8177INM_0012¢XM_01700]. NP_001284XP_00527(protein_co ENSGO000({23266 18582
ADGRL3 0 0 0 0 0 0 adhesion G protein-coupled receptor L3 [Source:HGNC Symbol;A{chr4:6206NM_00132XM_01700|. NP_00130XP_01153(protein_co ENSG0000({23284 20974
ADGRL4 0 0 0 0 0 0 adhesion G protein-coupled receptor L4 [Source:HGNC Symbol;A{chr1:7935§NM_0221Y. . NP_07144]. protein_coENSG0000(64123 20822
ADGRV1 0.584563 | 0.423054 | 0.723659 | 0.477054 | 0.457467 | 0.602194 [adhesion G protein-coupled receptor V1 [Source:HGNC Symbol;A[chr5:89854NM_03213XM_01700|. NP_11549{XP_016869protein_co ENSG0000(84059 17416
ADH1A 0 0 0 0 0 0 alcohol dehydrogenase 1A (class 1), alpha polypeptide [Source:HGchr4:10014NM_0006€|. NP_00065{. protein_co ENSG0000{124 249
ADH1B 0 0 0.05274 0 0 0 alcohol dehydrogenase 1B (class 1), beta polypeptide [Source:HGNchr4:10024NM_0006€|. . NP_00065. protein_co ENSG0000{125 250
ADH1C 0 0.047175 0 0.050356 0 0.045486 [alcohol dehydrogenase 1C (class 1), gamma polypeptide [Source:Hchr4:10029NM_0006€XM_01153|. NP_00066(XP_011529protein_coENSG0000({126 251
ADH4 0 0 0 0 0 0 alcohol dehydrogenase 4 (class Il), pi polypeptide [Source:HGNC Jchr4:10004NM_00067XM_01153)|. NP_00066]XP_011529protein_coENSG0000({127 252
ADH5 108.114 | 96.7662 | 102.555 | 138.491 | 125.839 | 128.841 |alcohol dehydrogenase 5 (class Ill), chi polypeptide [Source:HGN(chr4:99993NM_00067. . NP_00066]. protein_co ENSG0000{128 253
ADH6 0 0 0 0 0 0 alcohol dehydrogenase 6 (class V) [Source:HGNC Symbol;Acc:HGNchr4:10014NM_00067XM_00526)|. NP_000661XP_005262protein_co ENSGO000{130 255
ADH7 0 0 0 0 0 0 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide [Soychr4:10034NM_00067. NP_000664. protein_coENSG0000{131 256
ADHFE1 0.335739 | 0.17469 | 0.424416 | 0.186027 | 0.23698 | 0.171996 |alcohol dehydrogenase, iron containing 1 [Source:HGNC Symbol;{chr8:67344NM_1446Y. . NP_65325]. protein_co|ENSG0000(137872 16354
ADI1 33.9852 | 36.1515 | 26.1287 | 34.4634 | 29.4357 | 20.3904 |acireductone dioxygenase 1 [Source:HGNC Symbol;Acc:HGNC:304chr2:3501]JNM_0013(XM_00526|. NP_00129{XP_005264protein_coENSG0000(55256 30576
ADIG 0 0 0 0 0 0 adipogenin [Source:HGNC Symbol;Acc:HGNC:28606] chr20:372(NM_00101. NP_00101§. protein_co ENSG0000{149685 |28606




ADIPOQ 0 0 0 0 0 0 adiponectin, C1Q and collagen domain containing [Source:HGNC |chr3:1865¢NM_00117XM_01151]. NP_00117{XP_011511protein_coENSG0000{9370 13633
ADIPOR1 71.8745 | 67.0404 | 64.8551 | 74.8126 | 67.2091 | 67.2195 |adiponectin receptor 1 [Source:HGNC Symbol;Acc:HGNC:24040] |chr1:2029(NM_00129. . NP_00127]. protein_coENSG0000(51094 24040
ADIPOR2 39.692 41.9928 | 40.7477 | 45.0909 | 46.8922 | 52.2743 |adiponectin receptor 2 [Source:HGNC Symbol;Acc:HGNC:24041] [chr12:180(NM_02455XM_01152]. NP_07882]XP_005253protein_co ENSG0000({79602 24041
ADIRF 90.6691 | 89.3005 | 162.022 | 137.427 | 89.3757 | 158.96 |adipogenesis regulatory factor [Source:HGNC Symbol;Acc:HGNC:]chr10:8874NM_00682. . NP_00682(. protein_coENSG0000({10974 24043
ADK 33.5573 | 29.4313 | 33.7416 35.613 36.9701 | 46.4803 |adenosine kinase [Source:HGNC Symbol;Acc:HGNC:257] chr10:759INM_00112XM_01153)|. NP_001114XP_016871protein_co|ENSG0000(132 257
ADM 44.4955 | 50.0916 | 54.5616 | 52.3684 | 45.1484 | 30.8491 |adrenomedullin [Source:HGNC Symbol;Acc:HGNC:259] chr11:1034NM_00112. . NP_00111{. protein_co ENSG0000{133 259
ADM2 3.55978 | 3.27339 | 3.30941 | 1.77185 | 1.53888 | 5.87195 |adrenomedullin 2 [Source:HGNC Symbol;Acc:HGNC:28898] chr22:5091NM_00125XM_01702]. NP_00124(XP_016884protein_co ENSG0000({79924 28898
ADM5 5.30616 | 5.81241 | 4.09223 | 12.9578 | 10.2563 | 8.08736 |adrenomedullin 5 (putative) [Source:HGNC Symbol;Acc:HGNC:27]chr19:501YNM_0011(. . NP_001094. protein_co ENSG0000{199800 27293
ADNP 34.3569 | 36.4338 | 32.1133 | 35.1302 | 38.8586 39.886 [activity dependent neuroprotector homeobox [Source:HGNC Syn{chr20:495(NM_0012¢§XM_01702|. NP_001264XP_011527protein_coENSG0000{23394 15766
ADNP2 22.0594 | 24.7498 | 22.4094 | 24.4969 | 26.3052 | 25.9708 |ADNP homeobox 2 [Source:HGNC Symbol;Acc:HGNC:23803] chr18:778¢NM_01491XM_00526)|. NP_05572{XP_00526fprotein_coENSG0000(22850 23803
ADO 16.3041 | 17.6725 | 19.6539 [ 19.055 | 21.4438 | 20.7677 [2-aminoethanethiol dioxygenase [Source:HGNC Symbol;Acc:HGN|chr10:645¢NM_0328(. . NP_11619]. protein_co ENSG0000{84890 23506
ADORA1 2.84944 | 2.6984 2.37797 | 3.59206 | 3.24982 | 1.51505 [adenosine Al receptor [Source:HGNC Symbol;Acc:HGNC:262] chr1:20309NM_00067XM_01150]. NP_000664XP_005244protein_co ENSG0000{134 262
ADORA2A 2.4332 2.16642 | 2.49343 | 4.31731 | 3.55598 | 3.04434 [adenosine A2a receptor [Source:HGNC Symbol;Acc:HGNC:263]  [chr22:248JNM_00067. NP_00066¢. protein_coENSG0000(135 263
ADORA2B 38.2373 | 32.1693 | 38.4207 | 33.6746 | 32.1805 | 26.2536 |adenosine A2b receptor [Source:HGNC Symbol;Acc:HGNC:264] |chr17:1584NM_00067. . NP_00066]. protein_coENSG0000{136 264
ADPGK 26.3372 | 29.2333 | 24.0085 | 33.4781 | 31.3288 | 23.3957 |ADP dependent glucokinase [Source:HGNC Symbol;Acc:HGNC:25]chr15:7304NM_0312¢XM_00672. NP_11257{XP_00672(protein_co ENSG0000({83440 25250
ADPRH 2.01929 | 1.79055 | 1.71439 | 1.24857 | 1.69303 | 1.30438 |ADP-ribosylarginine hydrolase [Source:HGNC Symbol;Acc:HGNC:4chr3:11924YNM_00112XM_01151]. NP_001114XP_01151(protein_co ENSG0000{141 269
ADPRHL1 7.0823 6.18961 | 7.23741 | 6.32207 | 4.81163 | 6.77658 |ADP-ribosylhydrolase like 1 [Source:HGNC Symbol;Acc:HGNC:213|chr13:114(NM_13843. NP_612434. protein_coENSG0000(113622 21303
ADPRHL2 25.8585 | 25.6044 | 22.3375 | 30.8868 | 27.7551 | 21.3513 |ADP-ribosylhydrolase like 2 [Source:HGNC Symbol;Acc:HGNC:213|chr1:36554NM_01782. . NP_06029Y. protein_co ENSG0000(54936 21304
ADPRM 5.40726 | 5.03252 | 5.67076 | 4.62122 | 4.87875 | 5.65749 |ADP-ribose/CDP-alcohol diphosphatase, manganese dependent [{chr17:1064NM_02023XM_00525|. NP_064614XP_00525fprotein_co ENSGO000{56985 30925
ADRA1A 0.085001 0 0 0 0 0 adrenoceptor alpha 1A [Source:HGNC Symbol;Acc:HGNC:277] chr8:26609NM_0006§XM_00671]. NP_00067]XP_005273protein_co ENSG0000{148 277
ADRA1B 0 0 0 0 0.06591 | 0.125117 |adrenoceptor alpha 1B [Source:HGNC Symbol;Acc:HGNC:278] chr5:15934NM_00067. NP_00067(. protein_coENSG0000(147 278
ADRA1D 0.045667 0 0.038796 0 0 0.051835 |adrenoceptor alpha 1D [Source:HGNC Symbol;Acc:HGNC:280]  |chr20:420]NM_00067. NP_00066. protein_co ENSG0000{146 280
ADRA2A 0.065487 | 0.032403 | 0.055417 | 0.035484 0 0.03539 |adrenoceptor alpha 2A [Source:HGNC Symbol;Acc:HGNC:281]  |chr10:112§NM_0006§. NP_00067]. protein_co ENSG0000{150 281
ADRA2B 0.430757 | 0.303104 | 0.437392 | 0.246624 | 0.204287 | 0.46539 [adrenoceptor alpha 2B [Source:HGNC Symbol;Acc:HGNC:282] chr2:9677§NM_0006¢. NP_00067{. protein_co ENSG0000{151 282
ADRA2C 19.3182 | 18.4045 | 19.5049 | 17.9771 14.367 14.5211 |adrenoceptor alpha 2C [Source:HGNC Symbol;Acc:HGNC:283] chr4:3768(NM_0006¢. NP_000674. protein_coENSG0000(152 283
ADRB1 0.610983 | 0.690159 | 1.21364 | 0.580542 | 1.08086 | 1.33689 |adrenoceptor beta 1 [Source:HGNC Symbol;Acc:HGNC:285] chr10:115§NM_0006¢. NP_00067Y. protein_coENSG0000{153 285
ADRB2 0.185675 | 0.163531 | 0.296169 | 0.146792 | 0.21079 | 0.301243 |adrenoceptor beta 2 [Source:HGNC Symbol;Acc:HGNC:286] chr5:1482((NM_00002. NP_00001]. protein_co ENSG0000{154 286
ADRB3 0 0 0 0 0 0 adrenoceptor beta 3 [Source:HGNC Symbol;Acc:HGNC:288] chr8:3782(NM_00002. . NP_00001(. protein_co ENSG0000{155 288
ADRM1 158.8 159.856 | 124.385 | 215.452 | 172.188 122.91 |adhesion regulating molecule 1 [Source:HGNC Symbol;Acc:HGNC|chr20:608NM_0012§XM_01702|. NP_00126{XP_00526(protein_coENSG0000(11047 15759
ADSL 73.1198 | 68.107 63.0133 [ 94.9825 | 75.5892 | 63.7252 |adenylosuccinate lyase [Source:HGNC Symbol;Acc:HGNC:291] chr22:4074NM_00002XM_01152|. NP_000011XP_011524protein_co|ENSG0000({158 291
ADSS 25.5354 | 26.8247 | 25.7907 | 27.8712 | 35.7143 | 33.0313 |adenylosuccinate synthase [Source:HGNC Symbol;Acc:HGNC:292]chr1:2445]NM_00112XM_01154]. NP_00111]XP_011542protein_co ENSGO000{159 292
ADSSL1 2.02654 | 2.3062 3.78083 | 2.44063 | 1.52725 | 4.21636 |adenylosuccinate synthase like 1 [Source:HGNC Symbol;Acc:HGN{chr14:105JNM_00132XM_01153|. NP_00130]XP_00672(protein_co ENSG0000(122622 20093
ADTRP 0.036747 | 0.282458 | 0.230271 | 0.110286 | 0.040584 | 0.217353 [androgen dependent TFPI regulating protein [Source:HGNC Symbchr6:11713NM_00114XM_01151|. . NP_00113]XP_005249protein_co ENSG0000{84830 21214
AEBP1 0.026409 0 0 0 0.060858 0 AE binding protein 1 [Source:HGNC Symbol;Acc:HGNC:303] chr7:4414iNM_00112XM_01151/NR_03979]. NP_00112(XP_011513protein_co|ENSG0000(10061634€¢303
AEBP2 14.9119 | 13.7245 | 14.9792 | 14.9366 | 16.6108 | 20.8307 |AE binding protein 2 [Source:HGNC Symbol;Acc:HGNC:24051] chr12:195§NM_00113XM_00671]. NP_00110]XP_006719protein_co ENSG0000({121536 24051
AEN 36.9743 | 38.2002 | 36.4326 | 49.3731 | 42.3891 | 31.1306 |apoptosis enhancing nuclease [Source:HGNC Symbol;Acc:HGNC:2chr15:891NM_0227€XM_01152]. NP_073604{XP_005259protein_co ENSG0000(64782 25722
AES 118.577 | 108.173 | 117.762 | 132.633 | 105.633 | 125.552 |amino-terminal enhancer of split [Source:HGNC Symbol;Acc:HGN|chr19:305JNM_00113XM_01152|. NP_00112]XP_006722protein_co ENSG0000({166 307
AF011889.5 4.11E-06 | 1.59E-06 | 3.94E-06 | 3.07E-06 | 4.27E-06 | 2.98E-06 |. chrX:14854. protein_co ENSG0000(.

AF131215.5 0 0 0 0 0 0 chr8:10754. . . . protein_co ENSG0O000(.

AF165138.7 0.109324 0 0 0 0 0 . chr21:159¢NM_00125. . NP_00124{. protein_co ENSG0O000(. .
AFAP1 6.13727 | 6.81294 | 7.07485 | 7.34282 | 7.71051 | 8.16001 |actin filament associated protein 1 [Source:HGNC Symbol;Acc:HG chr4:77604NM_00113XM_01151]. NP_00112¢XP_006713protein_coENSG0000({60312 24017
AFAP1L1 1.58601 | 2.38291 | 2.57101 | 3.38888 | 3.22008 | 2.42466 |actin filament associated protein 1 like 1 [Source:HGNC Symbol;Achr5:1486§NM_00114XM_00526). NP_00113{XP_016864protein_co|ENSG0000(134265 26714
AFAP1L2 0.54362 | 0.484957 | 0.875659 | 0.261141 | 0.388606 | 0.699287 |actin filament associated protein 1 like 2 [Source:HGNC Symbol;Achr10:116(NM_0010(XM_01701]. NP_00100]XP_00527(protein_co ENSG0000{84632 25901
AFF1 6.26177 | 6.38079 | 8.45079 | 5.61191 | 7.20696 | 7.69864 |AF4/FMR2 family member 1 [Source:HGNC Symbol;Acc:HGNC:71{chr4:8785¢NM_0011¢XM_01153). NP_00116(XP_005263protein_co ENSG0000(4299 7135
AFF2 0 0 0 0 0 0 AF4/FMR2 family member 2 [Source:HGNC Symbol;Acc:HGNC:37|chrX:1475NM_0011€. . NP_00116{. protein_coENSG0000(2334 3776
AFF3 0.018658 | 0.042638 | 0.02899 | 0.016511 0 0 AF4/FMR2 family member 3 [Source:HGNC Symbol;Acc:HGNC:64{chr2:1001§NM_00102XM_01151]. NP_00102(XP_005264protein_co ENSG0000{3899 6473
AFF4 9.59975 | 9.65072 | 10.9231 | 8.55107 | 11.2686 | 12.4866 |AF4/FMR2 family member 4 [Source:HGNC Symbol;Acc:HGNC:17{chr5:1322]NM_01442XM_00671]. NP_05523{XP_005272protein_co ENSG0000({27125 17869
AFG3L2 36.0704 | 39.0994 | 34.5183 | 40.9716 | 37.5222 | 31.3609 |AFG3 like matrix AAA peptidase subunit 2 [Source:HGNC Symbol;|chr18:123(NM_00679XM_01152]. NP_00678]XP_011523protein_co ENSGO000({10939 315
AFM 0 0 0 0 0 0 afamin [Source:HGNC Symbol;Acc:HGNC:316] chrd:74341NM_00113. . NP_001124. protein_coENSG0000{173 316
AFMID 40.97 42.8214 | 43.8269 | 45.5414 | 46.1741 | 38.2349 |arylformamidase [Source:HGNC Symbol;Acc:HGNC:20910] chr17:761§NM_00101XM_01152|. NP_00101(XP_011522protein_co|ENSG0000({125061 20910
AFP 0 0 0 0 0 0 alpha fetoprotein [Source:HGNC Symbol;Acc:HGNC:317] chr4:7430]NM_00113XM_01153)|. NP_00112§. protein_co ENSG0000{174 317
AFTPH 12.7799 | 13.7044 | 11.0288 10.491 13.1644 | 14.8185 |aftiphilin [Source:HGNC Symbol;Acc:HGNC:25951] chr2:6475]JNM_0010(XM_00526|. NP_00100]XP_005264protein_co ENSG0000(54812 25951
AGA 3.10803 | 3.0995 2.6221 | 3.29856 | 3.06718 | 4.41722 |aspartylglucosaminidase [Source:HGNC Symbol;Acc:HGNC:318] |chr4:17839NM_00002. . NP_00001§. protein_coENSG0000{175 318
AGAP1 7.69269 | 8.65887 | 9.16092 | 7.87809 | 8.68037 | 9.1578 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 1 [Sdchr2:2364(NM_00103XM_01151]. NP_00103]XP_00524€protein_co|ENSG0000(116987 16922
AGAP10 0.027708 0 0.024006 0 0.03162 | 0.01429 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 9 [Sqchr10:4719NM_00119. . NP_00117]. protein_co ENSG0000{642517  |23463
AGAP2 6.73189 | 6.97235 | 6.68088 | 7.59461 | 7.34773 | 6.02815 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 2 [Sdchr12:5811NM_00112XM_00526|. NP_001114XP_00526protein_co ENSGO000({116986 16921
AGAP3 29.3037 | 29.1661 | 28.2829 | 31.6118 32.304 24.2873 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 3 [Sqchr7:1507§NM_00104XM_01701|. NP_00103¢XP_005249protein_co|ENSG0000(116988 16923
AGAP4 0.563874 | 0.499927 | 0.400027 | 0.534037 | 0.731644 | 0.43781 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 4 [Sdchr10:4633NM_00127XM_00671]. NP_00126{XP_016871protein_co|ENSG0000(119016 23459
AGAP5 1.07428 | 1.21944 | 1.18926 | 1.09369 | 1.45757 | 1.62287 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 5 [Sdchr10:7543NM_00114. NP_00113]XP_016854protein_co ENSG0000({729092 23467




AGAP6 5.4274 5.44655 | 5.19965 | 5.75364 | 5.32238 | 4.3215 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 6 [Sqchr10:5174NM_00107XM_01701). NP_00107{XP_011534protein_co|ENSG0000({414189 23466
AGAP8 0.226173 | 0.168809 | 0.152314 | 0.192765 | 0.187801 | 0.230329 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 8 [Sqchr10:5122NM_00127XM_00527. NP_00126{XP_005277protein_co|ENSG0000(119016 23464
AGAP9 0.100269 | 0.172152 | 0.058119 | 0.184332 | 0.303315 | 0.06968 |ArfGAP with GTPase domain, ankyrin repeat and PH domain 9 [Sdchr10:481§NM_00119. . NP_00117]. protein_co ENSG0000({642517 23463
AGBL1 0 0 0 0 0 0 Cytosolic carboxypeptidase 4 [Source:UniProtKB/Swiss-Prot;Acc:{chr15:866JNM_15233XM_01152|. . . XP_011519protein_coENSG0000({123624 |.
AGBL2 0 0 0 0 0 0 ATP/GTP binding protein like 2 [Source:HGNC Symbol;Acc:HGNC:{chr11:476§NM_0247¢XM_01152. XR_428854NP_07905{XP_005253protein_co ENSG0000(79841 26296
AGBL3 0.156977 | 0.120428 | 0.069404 | 0.121937 | 0.232233 | 0.036639 [ATP/GTP binding protein like 3 [Source:HGNC Symbol;Acc:HGNC:]chr7:13467NM_17856XM_01701|. NP_84865{XP_016867protein_co|ENSG0000({340351 27981
AGBL4 0 0 0 0 0 0 ATP/GTP binding protein like 4 [Source:HGNC Symbol;Acc:HGNC:{chr1:4899¢4NM_0327§XM_01154. NP_00131(XP_01154(protein_co ENSG0000{84871 25892
AGBL5 12.758 13.5264 | 18.8953 | 13.4134 | 12.5822 | 13.8608 |ATP/GTP binding protein like 5 [Source:HGNC Symbol;Acc:HGNC:{chr2:27274NM_00103XM_01153). NP_00103(XP_005264protein_co ENSGO000({60509 26147
AGER 2.11434 | 2.9621 | 2.86931 2.973 2.20692 | 5.08091 [advanced glycosylation end-product specific receptor [Source:HGchr6:3214§NM_00113. . NP_00112]. protein_co|ENSG0000(177 320
AGFG1 28.1227 | 26.1248 | 24.8221 | 32.5476 | 35.9515 | 30.8843 |ArfGAP with FG repeats 1 [Source:HGNC Symbol;Acc:HGNC:5175]chr2:22833NM_00113XM_01151]. NP_00112§XP_00524€protein_co|ENSG0000{3267 5175
AGFG2 2.72714 | 2.59456 | 2.81173 | 2.19442 | 2.20604 | 1.83606 |ArfGAP with FG repeats 2 [Source:HGNC Symbol;Acc:HGNC:5177]chr7:10013NM_00607XM_01701]. NP_00606]XP_00525(protein_co ENSG0000(3268 5177
AGGF1 9.20071 | 9.40745 | 9.9677 | 8.69365 | 9.75384 [ 12.818 |angiogenic factor with G-patch and FHA domains 1 [Source:HGN({chr5:7632NM_01804. . NP_06051(. protein_co ENSG0000(55109 24684
AGK 15.9241 | 19.7118 | 16.3082 | 21.0019 | 19.4211 | 18.1684 |acylglycerol kinase [Source:HGNC Symbol;Acc:HGNC:21869] chr7:14124NM_01823XM_01151]. NP_06070{XP_011514protein_coENSG0000(55750 21869
AGL 7.21071 | 7.25598 | 9.17005 | 8.15149 | 9.63537 | 9.77625 |amylo-alpha-1, 6-glucosidase, 4-alpha-glucanotransferase [Sourcqchr1:1003]JNM_00002XM_00527|. NP_000014XP_00527(protein_co ENSGO000{178 321
AGMAT 0 0.071894 0 0 0 0 agmatinase [Source:HGNC Symbol;Acc:HGNC:18407] chr1:1585qNM_02475. . NP_07903. protein_co ENSG0000({79814 18407
AGMO 0 0 0 0 0 0.036746 |alkylglycerol monooxygenase [Source:HGNC Symbol;Acc:HGNC:3]chr7:15239NM_00100XM_01151f. NP_001004XP_006719protein_co|ENSG0000{392636 |33784
AGO1 9.46207 | 9.89823 | 10.6601 9.3612 10.0673 | 9.74687 |argonaute 1, RISC catalytic component [Source:HGNC Symbol;Acqdchr1:36334NM_01219XM_01154]. NP_001304XP_011539protein_coENSG0000{26523 3262
AGO2 20.9239 | 22.6101 [ 23.5047 18.95 22.9421 | 27.5067 |argonaute 2, RISC catalytic component [Source:HGNC Symbol;Acdchr8:14153NM_0011€¢XM_01701]. NP_00115{XP_011519protein_co|ENSG0000(27161 3263
AGO3 5.72924 | 5.38549 | 4.46389 | 4.86632 | 4.96734 | 5.81866 |argonaute 3, RISC catalytic component [Source:HGNC Symbol;Acqchr1:3639¢NM_02485XM_01700|. NP_07912{XP_00527(protein_coENSG0000({192669 18421
AGO4 2.85792 | 2.96969 | 3.67737 | 2.49595 | 2.70376 | 4.47548 |argonaute 4, RISC catalytic component [Source:HGNC Symbol;Acqchr1:36273NM_01762XM_00527|. . NP_06009¢XP_00527(protein_co ENSG0000({192670 18424
AGPAT1 40.4528 | 41.2818 | 38.9958 | 48.4982 | 41.3771 | 37.4537 |l-acylglycerol-3-phosphate O-acyltransferase 1 [Source:HGNC Syjchr6:32133NM_0064]XM_01151{NR_106774. NP_00640{XP_00524gprotein_co ENSG0000(10246619({324
AGPAT2 50.4811 | 52.8915 | 43.1363 | 55.1611 | 43.0833 | 38.5862 |l-acylglycerol-3-phosphate O-acyltransferase 2 [Source:HGNC Sylchr9:1395¢NM_00101. . NP_00101]. protein_co ENSG0000{10555 325
AGPAT3 23.1599 | 24.3373 | 20.8712 | 20.1901 | 21.7206 | 15.1932 |1l-acylglycerol-3-phosphate O-acyltransferase 3 [Source:HGNC Syfchr21:452§NM_00103XM_01152|. NP_00103]XP_005261protein_co ENSGO000({56894 326
AGPAT4 3.58436 | 5.5399 | 4.16467 | 3.57706 | 1.92726 | 4.9962 [1l-acylglycerol-3-phosphate O-acyltransferase 4 [Source:HGNC Syjchr6:16159NM_02013XM_01701]. NP_06451{XP_005267protein_coENSG0000(56895 20885
AGPATS 38.8055 | 38.1205 | 43.7508 | 41.4984 | 48.2397 | 63.0003 |1-acylglycerol-3-phosphate O-acyltransferase 5 [Source:HGNC Syfchr8:6565§NM_0183€. . NP_06083]. protein_co|ENSG0000({55326 20886
AGPS 17.8282 | 18.632 14.317 | 16.2786 | 18.4159 | 16.2441 |alkylglycerone phosphate synthase [Source:HGNC Symbol;Acc:HGchr2:17809NM_00365XM_01151]. NP_00365(XP_01151(protein_co ENSGO000({8540 327
AGR2 0 0.040526 0 0 0 0 anterior gradient 2, protein disulphide isomerase family member|chr7:1683]1NM_0064(XM_00524|. NP_00639¢XP_005249protein_co ENSGO000{10551 328
AGR3 0 0 0 0 0 0 anterior gradient 3, protein disulphide isomerase family member|chr7:16894NM_17681XM_01151]. NP_78978{XP_005249protein_co|[ENSG0000{155465 |24167
AGRN 22.0391 | 23.1597 | 24.7856 | 28.6188 | 26.5618 | 33.5187 |agrin [Source:HGNC Symbol;Acc:HGNC:329] chr1:9555(NM_0013(XM_01154]. NP_00129]XP_005244protein_co|ENSG0000({375790 329
AGRP 0 0 0 0 0 0 agouti related neuropeptide [Source:HGNC Symbol;Acc:HGNC:33|chr16:675]NM_00113XM_01152|. NP_00112¢XP_011523protein_co ENSG0000{181 330
AGT 0 0.069993 | 0.059686 0 0.039851 0 angiotensinogen [Source:HGNC Symbol;Acc:HGNC:333] chr1:23084NM_00002. . NP_00002(. protein_co ENSG0000{183 333
AGTPBP1 6.67484 | 5.91713 | 6.58762 | 4.54718 | 6.28408 | 9.40676 |ATP/GTP binding protein 1 [Source:HGNC Symbol;Acc:HGNC:1729chr9:8816]NM_0012¢XM_01701]. NP_001271XP_00525]protein_co ENSG0000({23287 17258
AGTR1 0 0 0 0 0 0 angiotensin Il receptor type 1 [Source:HGNC Symbol;Acc:HGNC:3{chr3:1484]JNM_0006¢. . NP_00067{. protein_coENSG0000(185 336
AGTR2 0 0 0 0 0 0 angiotensin Il receptor type 2 [Source:HGNC Symbol;Acc:HGNC:3]chrX:1153(NM_0006§XM_01153|. NP_000671XP_011539protein_co|ENSG0000({186 338
AGTRAP 47.953 | 49.1809 | 42.6057 | 49.9286 | 37.0313 | 31.1805 |angiotensin Il receptor associated protein [Source:HGNC Symbol;{chr1:1179¢NM_00104XM_01154|. NP_00103{XP_01154(protein_coENSG0000(57085 13539
AGXT 0 0 0 0 0 0 alanine-glyoxylate aminotransferase [Source:HGNC Symbol;Acc:Hchr2:2418(NM_00003. . NP_00002]. protein_co ENSG0000(189 341
AGXT2 0 0 0 0 0 0 alanine--glyoxylate aminotransferase 2 [Source:HGNC Symbol;Ac{chr5:3499§NM_0319(XM_01151]. NP_00129{XP_00524gprotein_co ENSG0000(64902 14412
AHCTF1 15.0842 | 14.8127 15.853 13.8967 | 17.7958 | 16.2083 |AT-hook containing transcription factor 1 [Source:HGNC Symbol;4chr1:2470(NM_00132XM_01154]. NP_00131(XP_006711protein_coENSG0000(25909 24618
AHCY 186.587 | 180.908 | 219.831 | 223.924 | 189.609 | 181.233 |adenosylhomocysteinase [Source:HGNC Symbol;Acc:HGNC:343] |chr20:328¢NM_0006&XM_01152|. NP_00067{XP_00526(protein_co ENSGO000{191 343
AHCYL1 40.8816 | 38.8714 | 45.0777 | 40.3252 | 44.9719 | 54.7302 |adenosylhomocysteinase like 1 [Source:HGNC Symbol;Acc:HGNC:|chr1:1105JNM_00124XM_01154. NP_00122¢XP_01153gprotein_co ENSG0000({10768 344
AHCYL2 6.14418 | 6.02782 | 8.09717 | 6.02897 | 5.28896 | 6.78603 |adenosylhomocysteinase like 2 [Source:HGNC Symbol;Acc:HGNC{chr7:1288¢NM_00113XM_01701]. NP_001124XP_00525(protein_coENSG0000(23382 22204
AHDC1 7.31179 | 7.55688 | 8.61608 | 6.55114 | 7.70074 | 5.52311 |AT-hook DNA binding motif containing 1 [Source:HGNC Symbol;Alchr1:2786(NM_00102XM_01154]. NP_00102XP_005249protein_co|ENSG0000(27245 25230
AHI1 4.62679 | 4.79868 | 5.79708 | 2.78053 | 3.83918 | 4.32743 |Abelson helper integration site 1 [Source:HGNC Symbol;Acc:HGN{chr6:1356(NM_00113XM_01701|. NP_001124XP_011534protein_co ENSGO000{54806 21575
AHNAK 43.0537 | 46.9498 | 48.1284 | 30.1259 | 33.1019 | 39.8257 |AHNAK nucleoprotein [Source:HGNC Symbol;Acc:HGNC:347] chr11:622(NM_00162XM_01154]. NP_00161]XP_005274protein_co ENSGO000({79026 347
AHNAK2 15.9947 | 16.6181 | 26.4827 | 9.45033 | 9.64294 | 13.2079 |AHNAK nucleoprotein 2 [Source:HGNC Symbol;Acc:HGNC:20125]|chr14:105{NM_13842XM_00526|. NP_61242{XP_005267protein_co|ENSG0000(113146 20125
AHR 9.29605 | 9.68633 | 9.15454 | 7.86947 | 8.76334 | 10.6405 |aryl hydrocarbon receptor [Source:HGNC Symbol;Acc:HGNC:348]|chr7:1733§NM_00163. NP_00161]. protein_co ENSG0000{196 348
AHRR 9.07865 | 8.07093 | 5.82023 | 8.17898 | 8.0724 | 5.75021 |aryl-hydrocarbon receptor repressor [Source:HGNC Symbol;Acc:Hchr5:27174NM_00124. . NP_00122. protein_co ENSG0000{57491 346
AHSA1 174.038 | 170.344 | 120.639 | 220.889 | 187.569 | 103.059 |activator of Hsp90 ATPase activity 1 [Source:HGNC Symbol;Acc:H{chr14:7793NM_01211XM_01153)|. NP_001304XP_011534protein_co ENSGO000({10598 1189
AHSA2 10.6679 | 9.89112 | 11.8261 | 7.20408 | 6.31794 | 6.74198 |AHA1, activator of heat shock 90kDa protein ATPase homolog 2 ({chr2:61404NM_00132XM_01153]. NP_00130{XP_01153(protein_co|ENSG0000(130872 20437
AHSG 0.096931 | 0.197006 | 0.197186 | 0.211648 | 0.522682 | 0.291645 |alpha 2-HS glycoprotein [Source:HGNC Symbol;Acc:HGNC:349]  |chr3:18633NM_00162. . NP_00161{. protein_co ENSG0000{197 349
AHSP 0 0 0 0 0 0 alpha hemoglobin stabilizing protein [Source:HGNC Symbol;Acc:Hchr16:315iNM_00131XM_00525|. NP_001304XP_005259protein_co ENSGO000{51327 18075
AICDA 0 0 0 0 0 0 activation induced cytidine deaminase [Source:HGNC Symbol;Acdchr12:8754NM_0206€XM_01152|. NP_06571{XP_011519protein_coENSG0000({57379 13203
AIDA 12.5042 11.936 11.8592 [ 10.0161 | 13.0354 | 16.8864 |axin interactor, dorsalization associated [Source:HGNC Symbol;Adchr1:22284NM_02283. . NP_07374{. protein_co ENSG0000(64853 25761
AIF1 0.160744 0 0 0 0 0.16562 |allograft inflammatory factor 1 [Source:HGNC Symbol;Acc:HGNC:[chr6:31583NM_00131XM_00524. NP_001304. protein_co ENSG0000{199 352
AIF1L 19.6181 | 18.1575 | 24.3817 | 25.9017 | 24.0912 | 23.0901 |allograft inflammatory factor 1 like [Source:HGNC Symbol;Acc:HGchr9:13397NM_0011§XM_01701]. NP_00117]XP_01687(protein_co ENSGO000{83543 28904
AIFM1 32.1715 | 28.9158 | 31.5683 | 30.564 | 28.4239 | 27.059 [|apoptosisinducing factor, mitochondria associated 1 [Source:HGlchrX:1292§NM_00113. NP_001124. protein_coENSG0000({9131 8768
AIFM2 18.8159 | 18.9221 | 13.0385 | 21.241 18.8428 | 14.4947 |apoptosis inducing factor, mitochondria associated 2 [Source:HGlchr10:718]NM_00119. NP_00118Y. protein_co ENSG0000(84883 21411
AIFM3 1.23185 | 1.36686 | 1.38112 | 1.21551 | 0.904141| 0.78688 |apoptosis inducing factor, mitochondria associated 3 [Source:HGlchr22:213]NM_00101. . NP_00101§. protein_coENSG0000(150209 (26398
AlG1 28.9754 | 33.5681 | 34.2645 | 36.1407 | 26.0114 | 40.2156 |androgen induced 1 [Source:HGNC Symbol;Acc:HGNC:21607] chr6:1433§NM_0012¢XM_01153). NP_001271XP_005267protein_co ENSG0000({51390 21607




AIM1 3.98978 | 4.21933 5.2275 4.33959 [ 5.25144 | 4.98719 |absent in melanoma 1 [Source:HGNC Symbol;Acc:HGNC:356] chr6:1068(NM_00162XM_00526|. NP_00161{XP_00526fprotein_co|ENSG0000(202 356
AIM1L 1.24079 | 1.52262 | 1.65764 | 2.51588 1.8525 2.17574 |absent in melanoma 1-like [Source:HGNC Symbol;Acc:HGNC:1729chr1:2664§NM_00103XM_01154(. NP_001034XP_005249protein_coENSG0000(55057 17295
AIM2 0 0 0 0 0 0 absent in melanoma 2 [Source:HGNC Symbol;Acc:HGNC:357] chr1:15904NM_00483XM_00524]. NP_004824XP_005249protein_co ENSG0000(9447 357
AIMP1 34.0164 | 31.7493 | 26.6652 | 35.2317 | 32.0717 | 27.5907 [aminoacyl tRNA synthetase complex interacting multifunctional gchr4:1069¢NM_00114. . NP_001134XP_016864protein_co ENSG0000{9255 10648
AIMP2 56.4564 | 58.3771 | 49.3798 | 62.2585 | 47.8112 | 45.0583 |aminoacyl tRNA synthetase complex interacting multifunctional gchr7:60484NM_0063(XM_00524. NP_00131{XP_005249protein_co ENSG0000({7965 20609
AIP 26.3356 | 27.4115 | 23.9334 | 28.9123 | 22.4295 | 18.5406 |aryl hydrocarbon receptor interacting protein [Source:HGNC Sym|chr11:672§NM_0013(. NP_001284. protein_co ENSG0000({9049 358
AIPL1 0 0 0.023415 0 0 0 aryl hydrocarbon receptor interacting protein like 1 [Source:HGN{chr17:632NM_00103. . NP_00102§. protein_co ENSG0000({23746 359
AIRE 0 0 0 0 0 0 autoimmune regulator [Source:HGNC Symbol;Acc:HGNC:360] chr21:4574NM_0003§XM_01152|. NP_000374. protein_coENSG0000(326 360
AJAP1 0 0 0 0 0 0 adherens junctions associated protein 1 [Source:HGNC Symbol;Adchr1:47147NM_00104XM_01154]. NP_001034XP_01154(0protein_co ENSG0000({55966 30801
AJUBA 15.9987 | 17.5016 | 13.4303 | 15.6301 | 15.2005 | 23.0033 |ajuba LIM protein [Source:HGNC Symbol;Acc:HGNC:20250] chr14:2341NM_03287. . NP_11626Y. protein_co ENSG0000(84962 20250
AK1 36.2184 | 35.929 34.9311 | 41.8673 | 30.0723 | 26.3019 |adenylate kinase 1 [Source:HGNC Symbol;Acc:HGNC:361] chr9:13063NM_00047XM_01151]. NP_00046]XP_00525] protein_co ENSG0000{203 361
AK2 117.506 | 128.066 [ 111.069 | 119.863 | 115.411 | 101.106 |adenylate kinase 2 [Source:HGNC Symbol;Acc:HGNC:362] chr1:33474NM_00119XM_01154]. NP_00118¢XP_011539protein_co ENSG0000{204 362
AK3 24.9865 | 27.5414 | 37.2343 | 31.9249 | 31.5505 | 38.5882 |adenylate kinase 3 [Source:HGNC Symbol;Acc:HGNC:17376] chr9:47094NM_00119. . NP_00118(. protein_co ENSG0000(50808 17376
AK4 17.9156 | 17.8465 | 23.4772 | 19.2184 | 22.2008 | 15.2911 |adenylate kinase 4 [Source:HGNC Symbol;Acc:HGNC:363] chr1:65613NM_0010(|XM_01700]. NP_00100{XP_01685fprotein_coENSG0000({205 363
AK5 0.021181 0 0.15471 | 0.386658 | 0.023823 | 0.350983 |adenylate kinase 5 [Source:HGNC Symbol;Acc:HGNC:365] chr1:77743NM_0120¢XM_01700]. NP_036224XP_00527(protein_co ENSG0000({26289 365
AK6 18.1568 | 13.1983 17.877 20.2782 | 34.2594 | 30.8106 |adenylate kinase 6 [Source:HGNC Symbol;Acc:HGNC:49151] chr5:68644NM_00101. . NP_00101{. protein_co ENSG0000{10215740449151
AK7 1.18188 | 0.921632 | 1.45247 | 1.47932 | 1.92609 | 2.10404 |adenylate kinase 7 [Source:HGNC Symbol;Acc:HGNC:20091] chr14:9684NM_15232XM_01153)|. NP_68954(XP_00672(protein_co|ENSG0000(122481 20091
AK8 0.82938 | 0.484072 | 0.896036 | 0.48738 | 0.518167 | 0.783318 |adenylate kinase 8 [Source:HGNC Symbol;Acc:HGNC:26526] chr9:1356(NM_15257XM_01151]. NP_68978{XP_005272protein_co|ENSG0000({158067 26526
AK9 1.01309 | 1.01878 | 0.968317 | 0.83235 | 0.729981 | 0.963996 |adenylate kinase 9 [Source:HGNC Symbol;Acc:HGNC:33814] chr6:10981NM_00114XM_01701]. NP_001134XP_006719protein_co ENSG0000(221264 33814
AKAIN1 0 0 0 0 0 0 A kinase (PRKA) anchor inhibitor 1 [Source:HGNC Symbol;Acc:HG|chr18:514§NM_00114XM_01152. NP_00113{XP_011524protein_co ENSG0000({642597 28285
AKAP1 33.3566 | 33.0286 [ 27.9208 | 32.9885 31.294 24.4017 [A-kinase anchoring protein 1 [Source:HGNC Symbol;Acc:HGNC:36chr17:551§NM_00124XM_01152]. NP_00122{XP_005257protein_co|ENSG0000({8165 367
AKAP10 10.5192 | 9.96415 | 10.0057 | 8.05767 | 9.82014 | 11.4576 |A-kinase anchoring protein 10 [Source:HGNC Symbol;Acc:HGNC:3chr17:198(NM_0072(|XM_00672. NP_00913{XP_006721protein_co|ENSG0000(11216 368
AKAP11 7.56475 | 7.68957 | 9.7979 | 5.96678 | 8.40682 | 8.56377 |A-kinase anchoring protein 11 [Source:HGNC Symbol;Acc:HGNC:3chr13:4284NM_01624XM_01702|. NP_05733{XP_00526fprotein_co|ENSG0000(11215 369
AKAP12 349.562 | 366.201 | 552.934 [ 310.285 | 339.775 | 308.334 |A-kinase anchoring protein 12 [Source:HGNC Symbol;Acc:HGNC:3chr6:1515NM_0051(0XM_01701]. . NP_00509]XP_005267protein_co ENSGO000({9590 370
AKAP13 5.512 6.30412 | 6.61715 | 4.7045 5.53686 | 7.06613 |A-kinase anchoring protein 13 [Source:HGNC Symbol;Acc:HGNC:3chr15:8592NM_00127. NR_10699]. NP_00125]. protein_coENSG0000(102465803371
AKAP14 0 0.090107 | 0.108565 0 0 0 A-kinase anchoring protein 14 [Source:HGNC Symbol;Acc:HGNC:2chrX:11903NM_00100. NP_00100{. protein_coENSG0000(158798 (24061
AKAP17A 2.02986 | 3.17041 | 2.45582 | 2.65141 | 2.26043 | 2.44809 |A-kinase anchoring protein 17A [Source:HGNC Symbol;Acc:HGNC|chrX:17104NM_0050¢. NP_005074. protein_co ENSG0000(8227 18783
AKAP2 12.7778 14.471 15.6096 | 17.0283 | 19.0645 | 18.8298 |A-kinase anchoring protein 2 [Source:HGNC Symbol;Acc:HGNC:37chr9:1124(NM_0010d. . NP_001004. protein_col[ENSG0000(11217 372
AKAP3 1.26082 1.0134 1.18067 | 1.08287 | 1.22449 | 1.72289 [A-kinase anchoring protein 3 [Source:HGNC Symbol;Acc:HGNC:37chr12:4724NM_00127XM_01152]. NP_001264XP_005253protein_coENSG0000(10566 373
AKAP4 0 0 0 0 0 0 A-kinase anchoring protein 4 [Source:HGNC Symbol;Acc:HGNC:37chrX:4995§NM_0038¢. NP_00387]. protein_co ENSG0000(8852 374
AKAP5 0.457832 | 0.193225 | 0.077612 | 0.088126 | 0.196105 | 0.133026 |A-kinase anchoring protein 5 [Source:HGNC Symbol;Acc:HGNC:37chr14:6484NM_00485. . NP_00484{. protein_co ENSG0000({9495 375
AKAP6 0.318384 | 0.338605 | 0.617992 | 0.33605 | 0.245006 | 0.407199 [A-kinase anchoring protein 6 [Source:HGNC Symbol;Acc:HGNC:37chr14:3274NM_00427XM_00526|. NP_004264XP_016877protein_coENSG0000({9472 376
AKAP7 1.58398 | 1.94913 1.4581 0.80924 | 2.46811 | 1.81966 [A-kinase anchoring protein 7 [Source:HGNC Symbol;Acc:HGNC:37chr6:1314§NM_00484XM_01701{. NP_00483]XP_005267protein_co|ENSGO000({9465 377
AKAP8 13.3576 | 12.7044 11.288 12.6503 | 11.7875 | 8.91254 |A-kinase anchoring protein 8 [Source:HGNC Symbol;Acc:HGNC:37chr19:154NM_00585XM_01702]. NP_00584YXP_016881protein_coENSG0000(10270 378
AKAPSL 27.8264 | 29.2627 | 30.7222 | 37.8456 | 31.8655 | 35.0898 |A-kinase anchoring protein 8 like [Source:HGNC Symbol;Acc:HGN|chr19:1549NM_00129XM_00525|. NP_00127{XP_005259protein_co ENSG0000{26993 29857
AKAP9 4.40469 | 4.26427 | 4.18663 | 3.21593 | 4.65496 | 4.91063 |A-kinase anchoring protein 9 [Source:HGNC Symbol;Acc:HGNC:37chr7:9157¢NM_00575XM_01151]. NP_00574]XP_016867protein_coENSG0000(10142 379
AKIP1 22.5588 | 24.3785 | 23.1604 | 24.6713 | 24.0421 | 22.2104 |A-kinase interacting protein 1 [Source:HGNC Symbol;Acc:HGNC:1fchr11:8932NM_0012(|XM_01701]. NP_00119{XP_006714protein_co|ENSG0000(56672 1170
AKIRINT 46.5249 | 44.6729 | 52.7466 | 47.1131 55.275 65.1268 |akirin 1 [Source:HGNC Symbol;Acc:HGNC:25744] chr1:3945¢NM_00113. NP_001124. protein_co ENSG0000(79647 25744
AKIRIN2 25.3521 | 25.4618 | 21.1027 | 25.0813 | 27.4626 | 31.6623 |akirin 2 [Source:HGNC Symbol;Acc:HGNC:21407] chr6:88384NM_0180€. . NP_060534. protein_co ENSG0000{55122 21407
AKNA 4.75045 | 4.88844 | 4.23421 | 4.70729 | 4.14765 9.5102 [AT-hook transcription factor [Source:HGNC Symbol;Acc:HGNC:24{chr9:11709NM_00131XM_01701|. NP_001304{XP_005252protein_co ENSGO000({80709 24108
AKNAD1 0.097319 | 0.101322 | 0.039989 | 0.194135| 0.02195 | 0.019782 |[AKNA domain containing 1 [Source:HGNC Symbol;Acc:HGNC:283{chr1:1093§NM_1527€. . NP_68997(. protein_coENSG0000({254268 28398
AKR1A1 109.121 | 98.2229 | 88.2525 | 128.927 | 101.466 | 95.4151 |aldo-keto reductase family 1 member Al [Source:HGNC Symbol;4chr1:4601§NM_0012(|XM_01154. NP_00118{XP_011534protein_coENSG0000(10327 380
AKR1B1 39.1075 | 40.8229 | 41.5634 | 42.0338 | 31.7335 | 32.4743 |aldo-keto reductase family 1 member B [Source:HGNC Symbol;Adchr7:13413NM_00162XM_00525|. NP_00161{XP_00525(protein_co| ENSG0000{231 381
AKR1B10 0.606121 | 0.865092 | 0.497248 | 0.798564 | 0.853305 | 0.429125 [aldo-keto reductase family 1 member B10 [Source:HGNC Symboljchr7:13421NM_0202¢XM_01151|. NP_064694XP_011514protein_co ENSG0000({57016 382
AKR1B15 0 0 0 0 0 0 aldo-keto reductase family 1 member B15 [Source:HGNC Symbol]jchr7:13423NM_0010§XM_01151]. NP_001074XP_011514protein_co|ENSG0000{441282 |37281
AKR1C1 0.488479 | 0.086653 | 0.173115 | 0.43192 | 0.219317 | 0.390891 |aldo-keto reductase family 1 member C1 [Source:HGNC Symbol;Achr10:500§NM_0013Y. . NP_001344. protein_coENSG0000({1645 384
AKR1C2 0 0 0 0.173355 | 0.082918 | 0.317201 [aldo-keto reductase family 1 member C2 [Source:HGNC Symbol;4chr10:5024NM_00113XM_01151f. NP_001124XP_011517protein_coENSGO000(1646 385
AKR1C3 0.580791 | 0.648843 | 1.26702 | 2.77072 | 1.35136 | 3.42693 |aldo-keto reductase family 1 member C3 [Source:HGNC Symbol;Achr10:509INM_00125. . NP_00124(. protein_co ENSG0000({8644 386
AKR1C4 0 0 0 0 0 0 aldo-keto reductase family 1 member C4 [Source:HGNC Symbol;Achr10:5237NM_00181XM_01151]. NP_001804. protein_coENSG0000({1109 387
AKR1D1 0 0 0 0 0.035864 | 0.031585 |aldo-keto reductase family 1 member D1 [Source:HGNC Symbol;4chr7:1377¢NM_00119. . NP_00117]. protein_co ENSG0000({6718 388
AKR1E2 1.2666 | 1.13925 | 0.791344 | 0.645196 | 0.421927 | 0.673152 |aldo-keto reductase family 1 member E2 [Source:HGNC Symbol;Achr10:486§NM_00104XM_01151]. NP_00103{XP_01151dprotein_co ENSG0000{83592 23437
AKR7A2 61.0909 | 52.4549 | 56.4456 | 61.4334 | 52.8633 | 52.5902 [aldo-keto reductase family 7 member A2 [Source:HGNC Symbol;4chr1:1963(NM_0036¢. NP_00130]. protein_coENSG0000({8574 389
AKR7A3 0.5832 1.13946 | 1.22653 | 0.623101 | 0.556306 | 1.05608 |aldo-keto reductase family 7 member A3 [Source:HGNC Symbol;4chr1:19609YNM_0120€. . NP_036194. protein_coENSG0000(22977 390
AKT1 67.8318 | 67.9882 | 69.5049 | 80.1073 | 71.2305 | 69.8343 |AKT serine/threonine kinase 1 [Source:HGNC Symbol;Acc:HGNC:3chr14:1054NM_00101XM_01153]. NP_001014XP_005267protein_co|ENSG0000({207 391
AKT1S1 53.6258 | 46.6917 | 38.9578 | 45.9066 | 37.3922 | 33.0828 |AKT1 substrate 1 [Source:HGNC Symbol;Acc:HGNC:28426] chr19:503jNM_00109. . NP_00109]. protein_co ENSG0000(84335 28426
AKT2 23.7766 | 25.6814 | 26.1272 | 23.4787 | 22.5089 | 20.2269 |AKT serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:3chr19:4073NM_00124XM_01152]. NP_001224XP_011524protein_co ENSG0000{208 392
AKT3 0.21008 | 0.257497 | 0.248288 | 0.164803 | 0.149507 | 0.270911 |AKT serine/threonine kinase 3 [Source:HGNC Symbol;Acc:HGNC:3chr1:2434]NM_00120XM_01154]. NP_00119{XP_005273protein_coENSG0O000(10000 393
AKTIP 10.1791 | 9.14946 | 8.00732 | 7.34888 | 8.79905 12.093 |AKT interacting protein [Source:HGNC Symbol;Acc:HGNC:16710] [chr16:534¢NM_00103XM_00525|. NP_00101{XP_00525fprotein_co ENSG0000(64400 16710
AL021546.6 0.832537 | 3.13E-06 | 0.548605| 2.27E-06 | 1.7E-06 | 2.19E-06 |. chr12:120§. protein_co ENSG0000(.




AL021920.2 0 0 0 0 0 0 family with sequence similarity 231 member B [Source:HGNC Syn|chr1:1706(. XM_00172|. NP_001291XP_001721protein_coENSG0000{10013330]49506
AL022328.1 0 0 0 2.91723 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZK|chr22:5071. protein_co ENSG0O000(.
AL031320.1 0 0 0 0 0 0 chr6:14374. protein_co ENSG0O000(.
AL031590.1 0 0 0 0 0 0 . chr22:3964. protein_co ENSG0O000(.
AL031663.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2E{chr20:4409. protein_co ENSG0000(.
AL035252.1 0 0 0 0 0 0 HCG2018895; Uncharacterized protein [Source:UniProtkB/TrEM|chr20:2517. protein_co ENSG0O000(.
AL035406.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MO0QY6{chr1:59224. protein_co ENSG0O000(.
AL035588.1 0 0 0 0 0 0 chr6:41657. protein_co ENSG0O000(.
AL035681.1 0 0 0 0 0 0 . chr22:4169. protein_co ENSG0000(.
AL049829.1 3.37542 0 2.21672 | 1.87336 | 3.71853 | 1.74543 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR3A{chr14:2377. protein_co ENSG0000(.
AL049840.1 0.008638 | 6.6E-219 | 8.6E-184 0 0.020748 | 0.110914 |Uncharacterized protein; cDNA FLJ53535 [Source:UniProtKB/TrE|chr14:104(. protein_co ENSG0000(.
AL050302.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:F5GZX1|chr21:1474. protein_co ENSG0000(.
AL050303.1 0 0 0 0 0 0 Uncharacterized protein; cDNA FLI43689 fis, clone TBAES200355(chr21:1505. protein_co ENSG0000(.
AL079342.1 0 0.038074 | 0.063289 | 0.040406 | 0.040839 [ 0.037365 |Uncharacterized protein; cDNA FLJ27030 fis, clone SLV07741 [So[chr6:89674. protein_co ENSG0000(.
AL096677.1 0 0 0 0 0 0 . chr20:2333. protein_co ENSG0O000(.
AL109659.1 0 0 0 0 0 0 HCG1780467; PRO0529; Uncharacterized protein [Source:UniPrgchr1:48569. protein_co ENSG0000(.
AL109927.1 0 0 2.09731 0 0 0 HCG2032222; PRO2047; Uncharacterized protein [Source:UniPrdchr1:28157. protein_coENSG0000(.
AL117190.2 0 0 0 0 0 0 . chr14:1013. protein_co ENSG0000(.
AL117190.3 0 0 0 0 0 0 Esophagus cancer-related gene-2 interaction susceptibility protei|chr14:1013. protein_co ENSG0O000(.
AL118506.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR1J9chr20:6257. protein_co ENSG0000(.
AL121895.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR34]chr20:3467. protein_co ENSG0000(.
AL121901.1 0 0 0 0 0 0 Nasopharyngeal carcinoma-related protein YH1; Uncharacterized|[chr20:3183. protein_co ENSG0O000(.
AL121963.1 0 0 0 0 0.360681 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7C467chr6:11643. protein_co ENSG0O000.
AL132989.1 0 0 0 0 0 0 chr14:5874. protein_co ENSG0O000(.
AL133262.1 0 0 0 0 0 0 . chr6:44354. protein_co ENSG0000(.
AL133318.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYP|chr13:4111. protein_co ENSG0O000(.
AL133373.1 0.043361 | 0.044686 0 0.048056 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR20]chr14:9203. protein_co ENSG0000(.
AL135998.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYV7chr14:2324. protein_co ENSG0000(.
AL136115.1 0 0 0 0 0 0 HCG2032337; PRO1848; Uncharacterized protein [Source:UniPrdchr1:32373. protein_co ENSG0000(.
AL136218.1 0.328012 | 1.75644 | 8.23E-71 | 0.340909 | 2.92013 | 3.80243 [Sarcoma antigen NY-SAR-79; Uncharacterized protein [Source:Urchr13:498¢. protein_co ENSG0000(.
AL136376.1 0 0.495233 0 0.532385 | 0.566725 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1U|chr1:11697. protein_co ENSG0000(.
AL136531.1 0 0 0 0 0 0.063591 [HCG2043693; Uncharacterized protein [Source:UniProtKB/TrEM|chr20:131¢. protein_co ENSG0000(.
AL137002.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOROV{chr13:1137. protein_co ENSG0000(.
AL137026.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQY0[chr10:448¢. protein_co ENSG0O000(.
AL138815.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYW|chr13:2594. protein_co ENSG0O000.
AL138815.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:000246chr13:2594. protein_co ENSG0000(.
AL138847.1 0 0 0 0 0 0 CDNA FLJ26506 fis, clone KDN07105; Uncharacterized protein [S{chr1:6292(. protein_co ENSG0000(.
AL139080.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1P{chr13:243(. protein_co ENSG0O000(.
AL139333.1 0 0 0 0 0 0 . chr6:83777. . . . protein_co ENSG0O000(. .
AL158091.1 0 0 0 0 0 0 Protein LOC100509861 [Source:UniProtKB/TrEMBL;Acc:MOR1Y7]chr20:6247. XM_00311]. XP_003119protein_coENSG0000{100509861.
AL158147.2 0 0 0 0 0 0 HCG2011465; Uncharacterized protein [Source:UniProtKB/TrEM|chr9:4792§. protein_co ENSG0000(.
AL160175.1 0 0 0 0 0 0 . chr20:3029. protein_co ENSG0000(.
AL160274.1 0 0 0 0 0 0 HCG17281; PRO0038; Uncharacterized protein [Source:UniProtK|chr9:3516]. protein_co ENSG0O000.
AL160286.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOROWchr1:17933. protein_co ENSG0000(.
AL161450.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZJ9chr9:49853. protein_co ENSG0000(.
AL161645.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZJ]{chr10:1353. protein_co ENSG0O000(.
AL161784.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1V({chr9:1241(. protein_co ENSG0O000(.
AL162389.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:FSWER{chr9:11053. protein_co ENSG0000(.
AL162407.1 3.00346 | 0.978702 | 1.40568 | 0.322394 | 2.26236 | 0.19814 |CDNA FLI20147 fis, clone COL07954; HCG1781466; Uncharacterizchr10:115¢. protein_co ENSG0000(.
AL162424.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQXR|chr9:12513. protein_co ENSG0O000(.
AL162431.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOYFY1{chr1:18094. protein_co ENSG0O000(.
AL353354.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:H3BLX2|chr1:2852¢. protein_co ENSG0000(.
AL353354.2 1.16381 0 0.343168 | 0.845971 0 0.408668 |. chr1:28524. protein_co ENSG0000(.
AL353583.1 0 0 0 0 0 0 . chr10:2394. protein_co ENSG0000(.
AL353608.1 0 0 0 0 0 0 HDCMBA45P; Uncharacterized protein [Source:UniProtkKB/TrEMBIchr9:7085€. protein_co ENSG0O000(.
AL353698.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:E7EMLAchrX:5610(. protein_co ENSG0000(.
AL353791.1 0.028071 0 0.121236 | 0.065519 | 0.030381 | 0.130852 |. chr9:4002§. protein_co ENSG0000(.
AL354718.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q8TBT3chr9:45441. protein_co ENSG0O000(.
AL354808.2 0 0 0 0 0 0 chr13:202€. protein_co ENSG0000(.




AL354898.1 0.034336 0 0 0 0.079718 | 0.075209 |. chr9:13327. . . protein_co ENSG0000(. .
AL355149.2 0 0 0 0 0 0 family with sequence similarity 231 member C [Source:EntrezGer|chr1:16864. NP_00129]XP_00672€fprotein_co ENSG0000(729587, 17.
AL355531.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOROY]{chr10:1313. protein_co ENSG0O000(.

AL356215.1 0 0 0 0 0 0 . chr11:3514. protein_co ENSG0O000(.

AL356356.1 0.077755 | 0.039001 | 0.033901 0 0.044587 0 Protein LOC100996516 [Source:UniProtKB/TrEMBL;Acc:Q8WYY2[chr1:15053. protein_co ENSG0000(.

AL357673.1 1.84439 | 0.316236 | 1.41544 | 0.059883 | 0.803562 | 1.56943 |CDNA: FLJ21031 fis, clone CAE07336; HCG1780521; Uncharacterilchr1:54634. protein_co ENSG0000(.

AL358113.1 0 0 0 0.649634 0 0 Tight junction protein 2 (Zona occludens 2) isoform 1 variant; Unqchr9:7173¢. protein_co ENSG0O000(.

AL358333.1 0 0 0 0 0 0 HCG2013195; Uncharacterized protein [Source:UniProtKB/TrEMIchr14:5229. protein_co ENSG0000(. .
AL358813.2 0.706804 | 0.595276 | 0.49724 | 0.956074 0 0.732664 |family with sequence similarity 231, member D [Source:HGNC Sy{chr1:14967. protein_co|ENSG0000(644634 (49509
AL359091.2 0.038553 | 0.039679 | 0.033597 0 0 0.039709 |CDNA: FLI21673 fis, clone COL09042; HCG2036511; Uncharacteri{chr9:1310§. protein_co ENSG0000(.

AL359195.1 0.021678 0 0 0 0 0 Uncharacterized protein; cDNA FLI46261 fis, clone TESTI4025062|chr10:820(. protein_co ENSG0O000.

AL359693.1 0 0 0 0 0 0 . chr6:82267. . . protein_co ENSG0O000(.

AL359736.1 0 0 0 0 0 0 protein PCOTH isoform 1 [Source:RefSeq peptide;Acc:NP_001014chr13:248§. NP_001124. protein_co|ENSG0000({542767
AL360181.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1D|chr10:1351. protein_co ENSG0O000(.

AL365202.1 0 0.661273 0 0 0 0 Metazoan signal recognition particle RNA [Source:RFAM;Acc:RFO(chr9:32183. misc_RNA |ENSG0000(.

AL390778.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QYD|chr9:13815. protein_co ENSG0000(.

AL391152.1 0 0 0 0.090698 | 0.166358 0 . chr14:5764. protein_co ENSG0000(.

AL441883.1 0.257054 0 0.219861 0 0 0.960217 |Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR2E{chr6:13619. protein_co ENSG0000(.

AL445665.1 0.17568 | 0.090486 | 0.226916 0 0.395018 | 0.092418 |. chr9:6965(. transcribed ENSG0000(.

AL513478.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR304chr9:43135. protein_co ENSG0000(.

AL583828.1 5.43E-45 | 1.8E-115 | 3.68E-25 | 0.425293 | 1.55E-26 | 1.23E-26 |. chr6:1335§. protein_co ENSG0000(.

AL589739.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MO0QY5|chr1:22524. protein_co ENSG0O000(.

AL589765.1 7.98E-40 0 2.37E-09 | 0.024573 0 4.3E-08 |Uncharacterized protein; cDNA FLI36032 fis, clone TESTI2017069|chr1:15167. protein_co ENSG0O000.

AL590235.1 0 0 0 0 0 1.15E-06 |Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:M0QXWchr4:35087. protein_co ENSG0000(.

AL590452.1 0.049721 0 0 0 0 0.047244 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZ7|chr1:1448Y. protein_co ENSG0000(.

AL590483.1 0 0 0 0 0 0 Uncharacterized protein; cDNA FLJ42623 fis, clone BRACE301589{chr1:24423. protein_co ENSG0O000(.

AL590560.1 0 0 0 0 0 0 HCG1995379; Uncharacterized protein [Source:UniProtKB/TrEM|chr1:15987. protein_co ENSG0O000(.

AL590714.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR2L]chr1:1611§. protein_co ENSG0000(.

AL590822.1 0.118883 | 0.192744 | 0.170457 | 0.042127 0 0.088866 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:FSH5L2[chr1:21433. protein_coENSG0000(.

AL590822.2 0.144874 | 0.094109 | 0.123452 | 0.051308 0 0.054014 |Uncharacterized protein; cDNA FLJ36608 fis, clone TRACH201582[chr1:20049. protein_co ENSG0000(.

AL591025.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:H7BYSO[chr6:1589Y. protein_co ENSG0O000.

AL591479.1 0.035234 | 0.034407 | 0.030409 | 0.113235 | 0.041171 | 0.078074 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR1G|chr9:7064¢. protein_co ENSG0000(. .
AL591684.1 0 0 0 0 0 0 Protein LOC100996760 [Source:UniProtKB/TrEMBL;Acc:A6NLY1][chr10:4825. protein_coENSG0000(10099676(.
AL591806.1 0 0 0 0 0 0 Metazoan signal recognition particle RNA [Source:RFAM;Acc:RFO{chr1:16107. . misc_RNA |ENSG0000(.

AL592284.1 0.768977 | 0.317825 | 0.186878 | 0.23254 0 0.244436 |Protein LOC642441 [Source:UniProtkB/TrEMBL;Acc:F5H305] chr1:14433. XP_005273protein_co ENSG0000{730256
AL596220.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR1Z(chr1:18634. . . . protein_co ENSG0000(. .
AL603965.1 0 0 0 0 0 0 Protein LOC100996760 [Source:UniProtKB/TrEMBL;Acc:A6NF06][chr10:4774. XM_00384|. XP_00527€protein_co ENSG0000(10099676(.
AL606500.1 0 0 0 0 0 0 chr1:15454. protein_co ENSG0000(.

AL626787.1 0.042959 | 0.272048 | 0.11127 | 0.144609 | 0.04798 0 . chr1:16603. protein_co ENSG0O000(.

AL627171.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:H7BY28chr14:5023. protein_co ENSG0000(.

AL627171.2 0 0 0 0 0.076883 0 HCG1786899; PRO2610; Uncharacterized protein [Source:UniPrdchr14:5023. . protein_coENSG0000(.

AL627309.1 7.83125 | 7.86807 | 7.30038 | 5.54629 | 5.57346 | 7.15693 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:R4GN2§chr1:1349(. XP_005279protein_co|ENSG0000(728728
AL645608.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOROC{chr1:86117. protein_co ENSG0O000.

AL645608.2 0 0 0 0 0 0 chr1:81804. protein_co ENSG0O000(.

AL645730.2 0 0 0 0 0 0 . chr1:4899§. protein_co ENSG0000(.

AL645922.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2J9chr6:31973. protein_co ENSG0O000(.

AL646016.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOR2V{chr1:24025. protein_co ENSG0O000(.

AL669831.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QX2[chr1:73853. protein_co ENSG0000(.

AL929472.1 0 0 0 0 0 0 chr1:38274. protein_co ENSG0000(.

AL953854.2 0.022967 0 0.118904 0 0 0 . chr9:47294. . . . . protein_co ENSG0000(. .
ALAD 5.90756 | 6.45389 | 7.19375 | 6.5997 | 5.42958 | 5.07957 |aminolevulinate dehydratase [Source:HGNC Symbol;Acc:HGNC:3{chr9:11614NM_00003XM_01151). NP_00002{XP_01151fprotein_co ENSG0000{210 395
ALAS1 34.6555 | 38.5349 | 34.6867 | 45.5831 | 43.4034 | 41.2499 |5'-aminolevulinate synthase 1 [Source:HGNC Symbol;Acc:HGNC:3chr3:52233NM_0006§XM_01153)]. NP_00067¢XP_01153]protein_co ENSG0000{211 396
ALAS2 0 0 0 0 0 0 5'-aminolevulinate synthase 2 [Source:HGNC Symbol;Acc:HGNC:3chrX:5502§NM_00003XM_01153)|. NP_00002{XP_005262protein_co ENSG0000(212 397
ALB 0.039481 | 0.113357 | 0.184774 | 0.060175 0 0.173208 |albumin [Source:HGNC Symbol;Acc:HGNC:399] chr4:74264NM_00047. NP_00046{. protein_coENSG0000({213 399
ALCAM 22.5474 | 18.7738 | 21.7147 | 20.1119 | 22.4946 | 24.8226 |activated leukocyte cell adhesion molecule [Source:HGNC Symbo|chr3:1050§NM_00124. . NP_00123(. protein_col ENSG0000({214 400
ALDH16A1 15.4049 | 16.8083 | 12.9357 | 16.8954 | 16.6319 | 10.9739 |aldehyde dehydrogenase 16 family member Al [Source:HGNC Sy|chr19:4994NM_00114XM_01152]. NP_00113{XP_011524protein_co ENSG0000({126133 28114
ALDH18A1 43.5146 | 45.1195 | 42.8261 | 49.6193 | 47.1821 | 41.665 |aldehyde dehydrogenase 18 family member Al [Source:HGNC Sy{chr10:973§NM_0010]XM_01154. NP_001011XP_006717protein_co ENSG0000{5832 9722
ALDH1A1 0 0 0.03107 0 0 0 aldehyde dehydrogenase 1 family member A1 [Source:HGNC Syn|chr9:75519NM_0006§. NP_00068(. protein_co ENSG0000{216 402
ALDH1A2 0.022284 | 0.053945 | 0.077598 0 0.024979 0 aldehyde dehydrogenase 1 family member A2 [Source:HGNC Syn{chr15:5824NM_0012(]. NP_00119]. protein_co ENSG0000(8854 15472




ALDH1A3 111.794 | 119.398 | 191.064 | 99.9239 103.54 | 62.1156 |aldehyde dehydrogenase 1 family member A3 [Source:HGNC Syn|chr15:1014NM_00069. . NP_000684. protein_coENSG0000{220 409
ALDH1B1 33.6734 | 35.4212 | 38.4291 | 40.4408 | 42.2881 | 32.2605 |aldehyde dehydrogenase 1 family member B1 [Source:HGNC Syn{chr9:38393NM_00069XM_01151). NP_00068{XP_01151fprotein_co|ENSG0000({219 407
ALDH1L1 0.068452 | 0.11791 | 0.13861 | 0.050888 0 0.050404 [aldehyde dehydrogenase 1 family member L1 [Source:HGNC Sym|chr3:12584NM_00127XM_01151{. NP_00125]XP_006713protein_co ENSGO000{10840 3978
ALDH1L2 0.35743 | 0.487207 | 0.44846 | 0.349427| 0.497052 | 1.22163 |aldehyde dehydrogenase 1 family member L2 [Source:HGNC Sym|chr12:1053NM_00103XM_01701]. NP_00102¢XP_01153fprotein_co ENSG0000({160428 26777
ALDH2 15.3958 | 17.865 18.7959 12.844 11.4829 | 18.9383 |aldehyde dehydrogenase 2 family (mitochondrial) [Source:HGNC|chr12:112]NM_00069. . NP_00068]. protein_coENSG0000{217 404
ALDH3A1 0.931251 | 0.508176 | 0.440096 | 0.510309 | 0.787891 | 0.477363 |aldehyde dehydrogenase 3 family member Al [Source:HGNC Syn{chr17:1964NM_0006¢XM_01152]. NP_00068]XP_00525€fprotein_co|ENSG0000(218 405
ALDH3A2 34.8569 | 32.272 31.238 | 37.3866 | 37.5044 | 43.8949 |aldehyde dehydrogenase 3 family member A2 [Source:HGNC Syrr|chr17:195§NM_0003§XM_01702]. NP_000371XP_011522protein_co ENSG0000{224 403
ALDH3B1 8.66301 | 9.67604 | 8.15521 | 9.62961 | 9.52623 | 7.71816 |aldehyde dehydrogenase 3 family member B1 [Source:HGNC Syn|chr11:6774NM_00069. . NP_00068Y. protein_coENSG0000{221 410
ALDH3B2 0 0 0 0.032884 | 0.035329 | 0.06699 [aldehyde dehydrogenase 3 family member B2 [Source:HGNC Syn{chr11:6744ZNM_0006XM_01154]. NP_00068(. protein_coENSG0000(222 411
ALDH4A1 9.60981 | 9.97899 | 11.5844 | 13.0141 | 11.0449 | 10.1804 |aldehyde dehydrogenase 4 family member Al [Source:HGNC Syn{chr1:19197NM_0011€¢XM_01154]. NP_001154XP_01154(protein_colENSG0000({8659 406
ALDH5A1 5.16362 | 5.03823 | 6.57911 | 5.00846 | 4.99991 | 4.28923 |aldehyde dehydrogenase 5 family member A1 [Source:HGNC Syn{chr6:2449§NM_0010§. NP_00107]. protein_co ENSG0000{7915 408
ALDH6A1 5.04453 | 5.04289 | 6.3582 4.1853 | 4.83295 [ 5.8248 |aldehyde dehydrogenase 6 family member Al [Source:HGNC Syrn|chr14:7444NM_00127. . NP_00126Y. protein_coENSG0000{4329 7179
ALDH7A1 29.9759 | 29.0877 | 38.7099 | 30.0866 | 27.6039 | 36.4148 |aldehyde dehydrogenase 7 family member Al [Source:HGNC Syn|chr5:12584NM_0011§XM_01154]. NP_00117{XP_011541protein_coENSG0O000({501 877
ALDH8A1 0.439712 | 0.39054 | 0.378431 | 0.441062 | 0.249679 | 0.644865 |aldehyde dehydrogenase 8 family member Al [Source:HGNC Syn{chr6:13523NM_0011¢XM_00671]. NP_00118(. protein_coENSG0000(64577 15471
ALDH9A1 33.9349 | 33.9474 | 34.8156 | 36.6875 | 40.6224 | 45.0383 |aldehyde dehydrogenase 9 family member Al [Source:HGNC Syn|chr1:16563NM_00069XM_01150|. NP_00068]XP_011507protein_co ENSG0000{223 412
ALDOA 721.51 768.883 | 663.758 | 909.626 | 756.401 | 569.175 |aldolase, fructose-bisphosphate A [Source:HGNC Symbol;Acc:HGI[chr16:300§NM_00003XM_01154]. NP_000024XP_011544protein_co ENSG0000{226 414
ALDOB 0 0 0 0 0 0 aldolase, fructose-bisphosphate B [Source:HGNC Symbol;Acc:HGNchr9:1041§NM_00003. . NP_00002(. protein_coENSG0000(229 417
ALDOC 19.8583 | 20.4625 | 43.5128 | 31.7317 | 30.0394 | 40.5033 |aldolase, fructose-bisphosphate C [Source:HGNC Symbol;Acc:HGl|chr17:2690NM_0051¢XM_01152]. NP_00515¢XP_005254protein_co|ENSG0000({230 418
ALG1 23.552 | 22.8748 | 19.1569 | 25.4343 | 22.1581 | 14.8782 |ALG1, chitobiosyldiphosphodolichol beta-mannosyltransferase [S|chr16:5083NM_0191(XM_01152]. NP_06198]XP_01152(protein_co ENSGO000{56052 18294
ALG10 6.10259 | 4.48299 | 3.24988 | 3.44487 | 5.05226 | 3.80002 [ALG10, alpha-1,2-glucosyltransferase [Source:HGNC Symbol;Acc:|chr12:3411NM_03283. . NP_11622{. protein_co ENSG0000(84920 23162
ALG10B 2.97312 | 2.49163 | 4.29587 | 2.45792 | 1.91556 | 3.38486 |ALG10B, alpha-1,2-glucosyltransferase [Source:HGNC Symbol;Acdchr12:387INM_00101XM_01153). NP_00101{XP_005264protein_co|ENSG0000(144245 31088
ALG11 7.03464 | 8.14712 | 7.92435 | 6.54628 | 9.17363 | 9.80139 |ALG11, alpha-1,2-mannosyltransferase [Source:HGNC Symbol;Acqchr13:525§NM_0010(. . NP_001004. protein_co[ENSG0000({440138 |32456
ALG12 4.23482 | 4.01418 | 3.6725 | 5.19359 | 4.26058 3.106 |ALG12, alpha-1,6-mannosyltransferase [Source:HGNC Symbol;Acqchr22:5024NM_0241(XM_01153|. NP_07701(XP_01152¢protein_co ENSGO000{79087 19358
ALG13 27.2257 | 24.5044 | 27.1962 | 26.4475 | 28.1525 | 23.0445 |ALG13, UDP-N-acetylglucosaminyltransferase subunit [Source:HGchrX:11093NM_00103XM_01153)|. NP_001034XP_005262protein_co ENSGO000({79868 30881
ALG14 1.26944 | 0.877662 | 0.978674 | 1.22114 | 0.99156 | 1.28244 [ALG14, UDP-N-acetylglucosaminyltransferase subunit [Source:HGchr1:95434NM_1449¢. NP_65942Y. protein_coENSG0000(199857 (28287
ALG1L 0.382433 | 0.25973 | 0.218923 | 0.277346 | 0.775182 | 0.267724 |ALG1, chitobiosyldiphosphodolichol beta-mannosyltransferase lilchr3:12564NM_00101. . NP_001014XP_016861protein_co ENSG0000{200810 |33721
ALG1L2 0.08338 | 0.083869 | 0.144358 | 0.181092 | 0.095419 | 0.178411 |ALG1, chitobiosyldiphosphodolichol beta-mannosyltransferase lidchr3:1298(NM_00113XM_01151|. NP_00112. protein_co ENSG0000({644974  |37258
ALG2 28.2257 | 28.9297 | 25.864 30.174 26.162 26.9018 |ALG2, alpha-1,3/1,6-mannosyltransferase [Source:HGNC Symbol;|chr9:10193NM_0330§. . NP_14907{. protein_co ENSG0000(85365 23159
ALG3 41.0232 | 41.7109 | 32.784 | 41.8365 | 34.9444 | 22.8323 |ALG3, alpha-1,3- mannosyltransferase [Source:HGNC Symbol;Acc|chr3:1839¢NM_0010(XM_01151]. NP_001004XP_01151(protein_coENSG0000{10195 23056
ALGS 25.6168 | 23.1682 | 19.1046 | 19.2402 | 23.4066 | 20.843 |ALGS5, dolichyl-phosphate beta-glucosyltransferase [Source:HGN(chr13:3753NM_00114XM_00526). NP_00113]. protein_co ENSG0000{29880 20266
ALG6 7.30815 | 6.70253 | 7.69767 | 5.34295 | 7.99984 | 8.80705 |ALGS, alpha-1,3-glucosyltransferase [Source:HGNC Symbol;Acc:H|chr1:63833NM_01333. . NP_03747]. protein_co ENSG0000{29929 23157
ALG8 22.008 19.2162 | 22.7063 26.544 25.1529 | 22.8777 |ALGS, alpha-1,3-glucosyltransferase [Source:HGNC Symbol;Acc:H[chr11:778]NM_0010((XM_01154]. NP_00100]XP_005274protein_co ENSGO000({79053 23161
ALGY 9.3088 10.8312 | 8.8307 | 9.25208 | 9.54482 | 10.4362 |ALG9Y, alpha-1,2-mannosyltransferase [Source:HGNC Symbol;Acc:|chr11:111§NM_00107XM_01154]. NP_00107{XP_005277protein_co ENSG0O000(|79796 15672
ALK 0 0 0 0 0 0 anaplastic lymphoma receptor tyrosine kinase [Source:HGNC Syn|chr2:29414NM_0043(. NP_00429]. protein_co ENSG0000{238 427
ALKBH1 8.88773 | 9.47158 | 9.03803 | 9.52169 | 9.72708 | 7.01463 |alkB homolog 1, histone H2A dioxygenase [Source:HGNC Symbol;|chr14:7813NM_00602. . NP_00601]. protein_co ENSG0000(8846 17911
ALKBH2 27.1396 | 29.9168 | 31.6286 | 29.6345 | 29.1007 | 18.9758 [alkB homolog 2, alpha-ketoglutarate dependent dioxygenase [So{chr12:1099NM_0010(XM_00525|. NP_00100]XP_005253protein_co|[ENSG0000{121642  |32487
ALKBH3 10.9012 11.373 | 9.92295 | 12.1325 | 10.4527 | 9.39277 |alkB homolog 3, alpha-ketoglutaratedependent dioxygenase [Soychr11:439NM_13917. . NP_63191]. protein_coENSG0000(221120 (30141
ALKBH4 9.83786 10.957 9.47862 | 12.8943 | 10.3684 | 8.60844 |alkB homolog 4, lysine demethylase [Source:HGNC Symbol;Acc:H{chr7:10203NM_01762XM_00525|. NP_06009{XP_00525(protein_coENSG0000(54784 21900
ALKBH5 50.0227 | 51.0482 | 47.8033 | 50.8287 | 53.2646 | 46.7908 |alkB homolog 5, RNA demethylase [Source:HGNC Symbol;Acc:HG|chr17:180§NM_01775. . NP_06022{. protein_co ENSG0000{54890 25996
ALKBH6 16.6018 | 16.6534 | 15.0424 | 17.3637 | 13.4524 11.514 |alkB homolog 6 [Source:HGNC Symbol;Acc:HGNC:28243] chr19:365(NM_00129XM_00525|. NP_001284XP_005259protein_co ENSG0000(84964 28243
ALKBH7 25.7659 | 29.3331 | 31.0653 | 19.9112 | 17.8374 | 18.0659 |alkB homolog 7 [Source:HGNC Symbol;Acc:HGNC:21306] chr19:6374NM_0323(. . NP_11568]. protein_co|ENSG0000(84266 21306
ALKBH8 5.39732 | 5.64088 | 4.86144 | 5.05167 | 6.24701 | 5.50588 |alkB homolog 8, tRNA methyltransferase [Source:HGNC Symbol;Achr11:1074NM_0013(XM_00527|. NP_001281XP_005271protein_co|ENSG0000(91801 25189
ALLC 0 0 0 0 0.054393 0 allantoicase [Source:HGNC Symbol;Acc:HGNC:17377] chr2:37057NM_01843XM_01151]. NP_06090¢XP_011508protein_co ENSG0000{55821 17377
ALMS1 4.00388 | 3.93331 | 4.32381 | 2.9924 4.0166 3.8765 [ALMS1, centrosome and basal body associated protein [Source:H|chr2:73614NM_01512. . NP_05593Y. protein_co ENSG0000{7840 428
ALOX12 0 0 0.026973 0 0 0.101499 [arachidonate 12-lipoxygenase, 12S type [Source:HGNC Symbol;A{chr17:6894NM_0006¢XM_01152|. NP_00068{XP_011522protein_coENSG0000({239 429
ALOX12B 0.613753 | 0.639661 | 0.662911 | 0.936997 | 0.373197 | 0.564743 |arachidonate 12-lipoxygenase, 12R type [Source:HGNC Symbol;A{chr17:7974NM_00113. NP_00113(. protein_co ENSG0000(242 430
ALOX15 0.180698 | 0.152078 | 0.440671 | 0.098452 | 0.076036 | 0.352952 |arachidonate 15-lipoxygenase [Source:HGNC Symbol;Acc:HGNC:4chr17:4534NM_00114. NP_00113]. protein_co ENSG0000{246 433
ALOX15B 0.044637 | 0.08936 | 0.164929 0 0 0.034453 |arachidonate 15-lipoxygenase, type B [Source:HGNC Symbol;Acc:|chr17:79447NM_00103. . NP_001034. protein_coENSG0000(247 434
ALOX5 1.30297 | 1.28757 | 1.68154 | 1.68424 | 1.61058 | 1.71918 |arachidonate 5-lipoxygenase [Source:HGNC Symbol;Acc:HGNC:43chr10:458¢NM_00069XM_01153)|. NP_000684. protein_coENSG0000(240 435
ALOXSAP 0 0.112058 0 0 0.120765 0 arachidonate 5-lipoxygenase activating protein [Source:HGNC Syrchr13:312§NM_0012(. NP_00119]. protein_coENSG0000(241 436
ALOXE3 3.44128 | 3.60157 | 1.76814 | 1.91773 | 1.70289 | 1.30705 |arachidonate lipoxygenase 3 [Source:HGNC Symbol;Acc:HGNC:13|chr17:799YNM_0011§. NP_00115. protein_co ENSG0000({59344 13743
ALPI 0 0 0.025905 0 0 0 alkaline phosphatase, intestinal [Source:HGNC Symbol;Acc:HGNC|chr2:23333NM_00163. . NP_00162]. protein_coENSG0000(248 437
ALPK1 3.06846 | 3.3076 3.11627 | 3.05604 | 3.39673 | 5.08809 |alpha kinase 1 [Source:HGNC Symbol;Acc:HGNC:20917] chr4:1132INM_0011(XM_01153)|. NP_00109{XP_005263protein_coENSG0000(80216 20917
ALPK2 0.015579 | 0.048737 | 0.068201 | 0.008691 | 0.035113 | 0.135884 |alpha kinase 2 [Source:HGNC Symbol;Acc:HGNC:20565] chr18:5614NM_05294XM_01152]. NP_44317{XP_011524protein_co|ENSG0000{115701 20565
ALPK3 0.347086 | 0.297606 | 0.404744 | 0.22554 | 0.188359 | 0.272337 |alpha kinase 3 [Source:HGNC Symbol;Acc:HGNC:17574] chr15:8534NM_02077XM_01702]. NP_06582¢XP_016877protein_co ENSG0000({57538 17574
ALPL 0.188524 | 0.125921 | 0.464409 | 0.391799 | 0.505781 | 0.526206 |alkaline phosphatase, liver/bone/kidney [Source:HGNC Symbol;A[chr1:2183§NM_00047XM_00671]. NP_00046¢XP_005249protein_co ENSG0000{249 438
ALPP 0 0.024671 0 0.053684 | 0.058131 0 alkaline phosphatase, placental [Source:HGNC Symbol;Acc:HGNC|chr2:23324NM_00163. NP_00162{. protein_coENSG0000{250 439
ALPPL2 0.031391 | 0.030753 0 0 0.036536 | 0.069926 |alkaline phosphatase, placental like 2 [Source:HGNC Symbol;Acc:|chr2:23327NM_03131. . NP_11260. protein_co ENSG0000{251 441
ALS2 8.83833 | 8.85072 | 9.64085 | 8.29421 | 9.05733 | 10.5834 |ALS2, alsin Rho guanine nucleotide exchange factor [Source:HGN{chr2:2025¢NM_00113XM_01700|. NP_00112{XP_006712protein_co ENSG0000{57679 443




ALS2CL 3.18474 | 2.74001 | 3.73038 | 2.02213 | 1.86483 | 1.77289 |ALS2 C-terminal like [Source:HGNC Symbol;Acc:HGNC:20605] chr3:4671(NM_00119. . NP_001171XP_006713protein_co|ENSG0000({259173 20605
ALS2CR11 0 0 0 0 0 0 amyotrophic lateral sclerosis 2 chromosome region candidate 11|chr2:20234NM_0011¢XM_01151]. . NP_00116]XP_006712protein_co[ENSG0000{151254  |14438
ALS2CR12 0 0.06915 | 0.02896 | 0.071291 | 0.073574 | 0.033116 |amyotrophic lateral sclerosis 2 chromosome region candidate 12|chr2:20219NM_00112XM_01151|NR_11062(. NP_00112(XP_011504protein_co ENSGO000{130540 |14439
ALX1 0 0 0.04717 0 0 0 ALX homeobox 1 [Source:HGNC Symbol;Acc:HGNC:1494] chr12:856]NM_0069¢XM_00526|. NP_008911XP_005269protein_co ENSG0000(8092 1494
ALX3 0.093863 | 0.046463 0 0.050127 | 0.108057 | 0.051514 |ALX homeobox 3 [Source:HGNC Symbol;Acc:HGNC:449] chr1:1106(NM_00649. NP_00648{. protein_coENSG0000{257 449
ALX4 0 0 0 0 0 0 ALX homeobox 4 [Source:HGNC Symbol;Acc:HGNC:450] chr11:4424NM_02197. NP_068741. protein_co ENSG0000{60529 450
ALYREF 223.71 223.984 | 165.422 | 304.667 | 257.607 187.2 |Aly/REF export factor [Source:HGNC Symbol;Acc:HGNC:19071]  |chr17:7984NM_0057¢. NP_00577]. protein_co ENSG0000{10189 19071
AMACR 4.75071 | 3.90481 | 3.32129 | 3.5926 | 3.47043 | 2.92236 |alpha-methylacyl-CoA racemase [Source:HGNC Symbol;Acc:HGN(chr5:3398¢NM_0011€|. NP_00116]. protein_co ENSG0000({23600 451
AMBN 0 0.046925 0 0 0 0 ameloblastin [Source:HGNC Symbol;Acc:HGNC:452] chr4:7145]NM_01651. NP_05760{. protein_coENSG0000(258 452
AMBP 0 0 0.08795 0 0 0.108777 |alpha-1-microglobulin/bikunin precursor [Source:HGNC Symbol;Achr9:11684NM_00163. . NP_001624. protein_co ENSG0000{259 453
AMBRAL 7.935 7.87305 | 7.33122 | 7.00922 | 7.70355 | 6.47056 |autophagy and beclin 1 regulator 1 [Source:HGNC Symbol;Acc:HGchr11:4641NM_0012€¢XM_00671|. NP_001254XP_005253protein_co ENSGO000{55626 25990
AMD1 54.1663 | 59.9065 63.228 71.88 82.5386 | 77.643 |adenosylmethionine decarboxylase 1 [Source:HGNC Symbol;Acc:Ichr6:11119NM_0012§. NP_001274. protein_coENSG0000{262 457
AMDHD1 2.37219 | 2.20522 | 2.71398 | 2.85235 | 2.50814 | 3.13333 [amidohydrolase domain containing 1 [Source:HGNC Symbol;Acc:fchr12:9633INM_15243. . NP_68964{. protein_coENSG0000({144193 28577
AMDHD2 16.0534 | 14.3255 | 14.9776 | 12.9487 | 9.60776 | 7.18922 |amidohydrolase domain containing 2 [Source:HGNC Symbol;Acc:|chr16:2529NM_00114XM_01702]. NP_00113{XP_016874protein_coENSG0000({51005 24262
AMELX 0 0 0 0 0 0 amelogenin, X-linked [Source:HGNC Symbol;Acc:HGNC:461] chrX:1115§NM_00114XM_01154. NP_00113]XP_011543protein_co| ENSG0000{265 461
AMELY 0 0 0 0 0 0 amelogenin, Y-linked [Source:HGNC Symbol;Acc:HGNC:462] chrY:6733YNM_00114XM_01153)|. NP_001134XP_011529protein_co ENSG0000{266 462
AMER1 1.85758 | 2.43381 | 1.80572 | 1.83511 | 2.08142 | 1.63124 |APC membrane recruitment protein 1 [Source:HGNC Symbol;Acc]chrX:63404NM_15242XM_01153)|. NP_68963]XP_011529protein_co ENSG0000({139285 26837
AMER2 0 0 0 0 0 0 APC membrane recruitment protein 2 [Source:HGNC Symbol;Acc{chr13:2573NM_1527(XM_00671]. NP_689911XP_00526€protein_co|ENSG0000{219287 |26360
AMER3 0 0 0 0.012868 0 0 APC membrane recruitment protein 3 [Source:HGNC Symbol;Acc{chr2:1315]JNM_0011(XM_01151]. NP_001094XP_011509protein_coENSG0000{205147 (26771
AMFR 30.5731 | 30.9456 | 29.8442 | 30.6562 | 27.1091 | 28.0033 [autocrine motility factor receptor [Source:HGNC Symbol;Acc:HGNchr16:5634NM_00114XM_00525|. . NP_00113{XP_005259protein_coENSG0000(267 463
AMH 5.79699 | 6.27117 | 6.47334 | 7.87094 | 6.74976 | 13.5429 |anti-Mullerian hormone [Source:HGNC Symbol;Acc:HGNC:464] |chr19:2244NM_00047. NR_03620]. NP_00047(. protein_coENSG0000(100423031464
AMHR2 0.043356 | 0.151447 | 0.097732 | 0.048522 0 0 anti-Mullerian hormone receptor type 2 [Source:HGNC Symbol;A{chr12:538]NM_0011¢XM_01153|. NP_00115{XP_01153fprotein_co|ENSG0000(269 465
AMIGO1 0.055348 | 0.042778 | 0.058168 | 0.030512 | 0.079041 | 0.035813 |adhesion molecule with Ig like domain 1 [Source:HGNC Symbol;A[chr1:11004NM_0207((XM_01154. NP_06575{XP_01154(protein_co ENSG0000({57463 20824
AMIGO2 0.769874 | 1.00427 | 0.727766 | 0.803106 | 1.24307 | 1.37321 [adhesion molecule with Ig like domain 2 [Source:HGNC Symbol;A{chr12:474¢NM_00114XM_00526|. NP_00113]XP_00526protein_co ENSGO000{347902 24073
AMIGO3 0.00117 | 5.85E-05 | 3.76E-09 | 2.2E-07 | 1.83E-07 | 0.455646 |adhesion molecule with Ig like domain 3 [Source:HGNC Symbol;A|chr3:4972NM_19877. NP_94201Y. protein_co|ENSG0000(386724 (24075
AMMECR1 6.29979 | 6.08307 | 5.72523 | 4.54169 | 6.60994 | 8.34351 |Alport syndrome, mental retardation, midface hypoplasia and ell{chrX:10943NM_00102. . NP_00102(. protein_co ENSG0000{9949 467
AMMECR1L 11.4459 | 13.6822 | 10.9631 | 12.1851 | 12.6278 | 11.9898 |AMMECR1 like [Source:HGNC Symbol;Acc:HGNC:28658] chr2:12861NM_0011¢XM_01151]. NP_00118{XP_005263protein_co ENSG0000({83607 28658
AMN 0.467712 | 0.315017 | 0.449796 | 0.34972 | 0.237622 | 0.383636 [amnion associated transmembrane protein [Source:HGNC Symbdchr14:1033NM_03094XM_01153|. NP_112204XP_011539protein_coENSG0000(81693 14604
AMN1 13.8889 | 12.4004 | 19.8823 | 10.9233 | 13.6189 | 25.9594 [antagonist of mitotic exit network 1 homolog [Source:HGNC Sym|chr12:318(NM_00111. . . NP_00110¢XP_016874protein_co ENSG0000({196394 27281
AMOT 1.82805 | 1.63949 2.4588 1.70582 | 2.10235 | 2.84219 |angiomotin [Source:HGNC Symbol;Acc:HGNC:17810] chrX:1120JNM_00111XM_01153|NR_03625{. NP_001104XP_005262protein_co|ENSG0000{10042300917810
AMOTL1 8.25627 8.9231 9.44721 10.369 10.6993 | 11.3555 |angiomotin like 1 [Source:HGNC Symbol;Acc:HGNC:17811] chr11:945(NM_0013({XM_01154. NP_00128]XP_005273protein_co ENSG0000{154810 17811
AMOTL2 12.869 12.2532 | 8.90115 | 10.0165 | 8.86365 | 11.4733 |angiomotin like 2 [Source:HGNC Symbol;Acc:HGNC:17812] chr3:13407NM_00127XM_01700]. NP_001264XP_006713protein_coENSG0000(51421 17812
AMPD1 0 0 0 0 0 0 adenosine monophosphate deaminase 1 [Source:HGNC Symbol;Achr1:11521JNM_00003. . NP_00002]. protein_coENSG0000{270 468
AMPD2 20.2743 | 20.0836 | 17.8768 | 20.6108 | 18.6158 | 13.3452 |adenosine monophosphate deaminase 2 [Source:HGNC Symbol;Achr1:1101§NM_00125XM_01154. NP_001244XP_00527(protein_co|ENSG0000(271 469
AMPD3 7.29388 | 7.64555 | 9.00014 | 6.32226 | 6.40704 | 5.85347 |adenosine monophosphate deaminase 3 [Source:HGNC Symbol;Achr11:1047NM_0004§. . NP_00047]. protein_co ENSG0000{272 470
AMPH 0 0 0 0 0 0 amphiphysin [Source:HGNC Symbol;Acc:HGNC:471] chr7:3842iNM_00163XM_01151]. NP_00162{XP_006719protein_co ENSG0000{273 471
AMT 1.40325 | 1.65115 | 2.63656 | 1.54014 | 0.829498 | 1.93935 [aminomethyltransferase [Source:HGNC Symbol;Acc:HGNC:473] [chr3:49454NM_0004¢. NP_00047{. protein_coENSG0000{275 473
AMTN 0 0 0 0 0 0 amelotin [Source:HGNC Symbol;Acc:HGNC:33188] chr4:71384NM_0012§. NP_00127]. protein_co[ENSG0000({401138 |33188
AMY1A 0 0 0 0 0 0 amylase, alpha 1A (salivary) [Source:HGNC Symbol;Acc:HGNC:474chr1:10419NM_0010(. . NP_001004. protein_co ENSG0000{276 474
AMY1B 0 0 0 0 0 0 amylase, alpha 1B (salivary) [Source:HGNC Symbol;Acc:HGNC:479chr1:10423NM_0010(XM_01700|. NP_00100{XP_011539protein_co|ENSG0000({278 475
AMY1C 0 0 0 0 0 0 amylase, alpha 1C (salivary) [Source:HGNC Symbol;Acc:HGNC:47¢chr1:10424NM_00100XM_01154]. NP_00100§XP_011539protein_coENSG0000({278 476
AMY2A 0 0 0.038457 0 0 0 amylase, alpha 2A (pancreatic) [Source:HGNC Symbol;Acc:HGNC:{chr1:10414NM_00069. NP_00069(. protein_co ENSG0000{279 477
AMY2B 0.501828 | 0.677003 | 0.725522 | 0.123379 | 0.385928 | 0.12187 [amylase, alpha 2B (pancreatic) [Source:HGNC Symbol;Acc:HGNC:{chr1:1040§NM_02097. . NP_06618. protein_co ENSG0000{280 478
AMZ1 0 0 0 0 0 0 archaelysin family metallopeptidase 1 [Source:HGNC Symbol;Accichr7:27193NM_0012¢XM_01151]. NP_00127{XP_011513protein_co|ENSG0000{155185 |22231
AMZ2 103.01 | 92.0545 101.15 | 97.7359 | 94.5129 | 94.6754 |archaelysin family metallopeptidase 2 [Source:HGNC Symbol;Acci{chr17:6624NM_00103XM_01702|. NP_00102{XP_005257protein_coENSG0000(51321 28041
ANAPC1 13.8086 | 14.7178 13.856 13.8031 | 15.1016 | 13.1784 |anaphase promoting complex subunit 1 [Source:HGNC Symbol;Adchr2:1125JNM_0226€XM_01151]. NP_07315{XP_011509protein_coENSG0000(64682 19988
ANAPC10 15.7127 | 12.8273 | 15.886 | 15.2824 | 18.251 | 16.3147 |anaphase promoting complex subunit 10 [Source:HGNC Symbol;4Achr4:1459]NM_00125XM_01153)|. NP_00124]XP_011529protein_co ENSGO000{10393 24077
ANAPC11 122.707 | 128.276 | 118.45 148.153 | 117.569 | 127.826 |anaphase promoting complex subunit 11 [Source:HGNC Symbol;4chr17:7984NM_0010(0. NP_00100{. protein_coENSG0000(51529 14452
ANAPC13 41.7669 | 38.7764 | 33.8765 | 40.2991 | 45.3414 | 45.3606 |anaphase promoting complex subunit 13 [Source:HGNC Symbol;Achr3:1341YNM_00124. NP_001224. protein_co| ENSG0000(25847 24540
ANAPC15 29.3575 | 32.414 | 23.1378 | 34.1075 | 25.4501 | 22.0366 |anaphase promoting complex subunit 15 [Source:HGNC Symbol;Achr11:717¢NM_00127. NP_001264XP_016872protein_co ENSG0000(25906 24531
ANAPC16 24,1292 | 22.2217 | 20.0572 | 24.963 23.51 25.4618 |anaphase promoting complex subunit 16 [Source:HGNC Symbol;4chr10:738§NM_00124. NP_00122. protein_co[ENSG0000{119504 |26976
ANAPC2 18.9213 | 19.9757 | 19.5692 | 22.2222 | 18.9597 | 12.7149 [anaphase promoting complex subunit 2 [Source:HGNC Symbol;Adchr9:1400§ NM_0133€|. . NP_03749{. protein_co ENSG0000(29882 19989
ANAPC4 13.3748 | 12.4221 12.916 12.2144 | 14.1446 | 12.3733 [anaphase promoting complex subunit 4 [Source:HGNC Symbol;Adchr4:2537§NM_0012¢§XM_01700|. NP_00127{XP_011512protein_coENSG0000(29945 19990
ANAPC5 57.5086 | 57.0831 | 68.1321 | 71.5228 | 64.2516 55.71 [anaphase promoting complex subunit 5 [Source:HGNC Symbol;Adchr12:1213NM_00113XM_00671|. NP_00113]XP_005253protein_coENSG0000(51433 15713
ANAPC7 30.2006 | 29.7361 | 30.3478 | 37.9321 | 36.6541 | 33.8886 |anaphase promoting complex subunit 7 [Source:HGNC Symbol;Adchr12:110§NM_00113XM_01153)|. NP_00113]XP_005253protein_co ENSG0000({51434 17380
ANG 6.04984 | 6.34655 | 4.44224 | 6.73557 | 5.27911 | 6.53562 |angiogenin [Source:HGNC Symbol;Acc:HGNC:483] chr14:2119NM_00109. NP_00109]. protein_co ENSG0000{283 483
ANGEL1 10.0937 | 10.4639 | 13.5433 | 8.77481 | 9.19409 | 9.22562 |angel homolog 1 [Source:HGNC Symbol;Acc:HGNC:19961] chr14:7724NM_0153(. . NP_05612(. protein_coENSG0000(23357 19961
ANGEL2 6.72506 | 6.95896 [ 5.79848 6.3262 7.51124 | 6.41375 |angel homolog 2 [Source:HGNC Symbol;Acc:HGNC:30534] chr1:2131§NM_0013({XM_01700]. NP_001281XP_005273protein_coENSG0000(90806 30534
ANGPT1 0 0 0 0 0 0 angiopoietin 1 [Source:HGNC Symbol;Acc:HGNC:484] chr8:1082NM_00114. NP_00113]. protein_co ENSG0000({284 484




ANGPT2 0.42126 | 0.368561 | 0.633517 | 1.14502 | 1.69886 | 3.68965 |angiopoietin 2 [Source:HGNC Symbol;Acc:HGNC:485] chr8:6264I1NM_00111. . NP_001111XP_016864protein_coENSG0000(285 485

ANGPT4 0.015487 | 0.047393 | 0.026826 0 0 0.147789 |angiopoietin 4 [Source:HGNC Symbol;Acc:HGNC:487] chr20:8509YNM_0159¢XM_01152|. NP_05706{XP_011527protein_coENSG0000(51378 487

ANGPTL1 0 0 0 0 0 0 angiopoietin like 1 [Source:HGNC Symbol;Acc:HGNC:489] chr1:17864NM_00467XM_00524]. NP_004664XP_005249protein_co ENSGO000({9068 489

ANGPTL2 0 0 0 0.032161 0 0 angiopoietin like 2 [Source:HGNC Symbol;Acc:HGNC:490] chr9:12967]NM_01209. NP_03623(. protein_co ENSG0000{23452 490

ANGPTL3 0 0 0 0 0 0 angiopoietin like 3 [Source:HGNC Symbol;Acc:HGNC:491] chr1:6292(NM_01449. . NP_05531(. protein_coENSG0000(27329 491

ANGPTL4 6.35385 | 8.77745 13.985 5.11589 [ 7.18094 | 8.03725 |angiopoietin like 4 [Source:HGNC Symbol;Acc:HGNC:16039] chr19:8424NM_00103XM_00527|. NP_001034XP_005272protein_co|ENSG0000(51129 16039
ANGPTL5 0 0 0 0 0 0 angiopoietin like 5 [Source:HGNC Symbol;Acc:HGNC:19705] chr11:1013NM_17817. . NP_83522{. protein_co|ENSG0000{253935 [19705
ANGPTL6 0.138981 | 0.135142 | 0.100293 | 0.221866 0 0.130868 [angiopoietin like 6 [Source:HGNC Symbol;Acc:HGNC:23140] chr19:101YNM_00132XM_01152]. NP_001304XP_00526(protein_co ENSGO000({83854 23140
ANGPTL7 0 0 0 0 0 0 angiopoietin like 7 [Source:HGNC Symbol;Acc:HGNC:24078] chrl:1116NM_02114. NP_066964. protein_coENSG0000(10218 24078
ANGPTL8 0 0 0 0 0 0 angiopoietin like 8 [Source:HGNC Symbol;Acc:HGNC:24933] chr19:1134NM_0186¢. . NP_06115]. protein_co ENSG0000{55908 24933
ANHX 0 0 0 0 0 0 anomalous homeobox [Source:HGNC Symbol;Acc:HGNC:40024] |chr12:1337NM_001194XM_01153|. NP_00117]XP_006719protein_coENSG0000{647589 (40024
ANK1 0.214183 | 0.189806 | 0.241151 | 0.145816 | 0.183115 [ 0.172646 |ankyrin 1 [Source:HGNC Symbol;Acc:HGNC:492] chr8:4151(NM_00003XM_01154]. NP_00002{XP_005273protein_co ENSG0000{286 492

ANK2 0.62075 | 0.445324 | 0.718969 | 0.301476 | 0.401052 | 1.04519 |ankyrin 2, neuronal [Source:HGNC Symbol;Acc:HGNC:493] chr4:11373NM_00112XM_01700|. NP_00112(XP_005263protein_co|ENSG0000(287 493

ANK3 1.633 1.04749 | 1.95183 1.246 1.21149 | 1.80639 |ankyrin 3, node of Ranvier (ankyrin G) [Source:HGNC Symbol;Acc{chr10:617§NM_00114XM_01701]. NP_00114(XP_005269protein_co ENSG0000{288 494

ANKAR 0.073154 | 0.059701 | 0.031801 | 0.084282 | 0.060064 | 0.01741 [ankyrin and armadillo repeat containing [Source:HGNC Symbol;A{chr2:19054NM_1447({XM_01151{. NP_65330XP_01150protein_co ENSG0000{150709 |26350
ANKDD1A 3.29069 | 4.22885 | 4.66349 | 3.69616 | 3.65395 | 2.76902 [ankyrin repeat and death domain containing 1A [Source:HGNC Sy|chr15:6513NM_1827(]. . NP_87436]. protein_coENSG0000(348094 (28002
ANKDD1B 0.343724 | 0.298425 | 0.224266 | 0.352438 | 0.161498 | 0.174752 |ankyrin repeat and death domain containing 1B [Source:HGNC Sy|chr5:749071NM_00127XM_01154|. NP_0012631XP_01154]protein_co ENSG0000(728780 32525
ANKEF1 9.31453 | 9.58708 | 11.7441 | 9.14577 | 10.5043 | 11.3075 |ankyrin repeat and EF-hand domain containing 1 [Source:HGNC S|chr20:100JNM_0013(XM_00526|. NP_00129(XP_00526(protein_coENSG0000(63926 15803
ANKFN1 0.231711 0.184362 | 0.204518 | 0.256788 | 0.140903 | 0.26586 [ankyrin repeat and fibronectin type Il domain containing 1 [Sour{chr17:5424NM_15322XM_01152|. NP_69496(XP_00672]protein_co ENSG0000{162282 |26766
ANKFY1 10.6762 11.008 10.6242 | 10.0033 | 11.2492 | 11.3642 |ankyrin repeat and FYVE domain containing 1 [Source:HGNC Sym|chr17:404NM_00125XM_01702]. NP_001244XP_00525fprotein_coENSG0000({51479 20763
ANKH 5.23794 | 5.41378 | 8.52281 | 5.87741 | 5.13871 7.0115 [ANKH inorganic pyrophosphate transport regulator [Source:HGN{chr5:14704NM_05402XM_01700|. NP_473364XP_016869protein_coENSG0000({56172 15492
ANKHD1 28.4266 | 29.233 | 27.8729 | 24.4295 | 26.7167 | 27.8469 |ankyrin repeat and KH domain containing 1 [Source:HGNC Symbdchr5:1397§NM_00119. NP_00118{. protein_co ENSG0000(54882 24714
ANKHD1-EIF4EBP3 0.012319 | 0.001278 | 0.002255 | 0.001648 | 0.002962 | 0.038278 |ANKHD1-EIF4EBP3 readthrough [Source:HGNC Symbol;Acc:HGN(chr5:1397¢4NM_0206¢9. . NP_06574]. protein_co ENSG0000({404734 33530
ANKIB1 8.84925 | 10.0825 | 9.17531 | 12.4107 | 12.6985 | 14.0767 |ankyrin repeat and IBR domain containing 1 [Source:HGNC Symbqchr7:918794NM_0190(XM_01151]. NP_06187]XP_00525(protein_co ENSG0000({54467 22215
ANKK1 0.2244 | 0.277766 | 0.168829 | 0.119864 | 0.195851 | 0.308968 |ankyrin repeat and kinase domain containing 1 [Source:HGNC Syrichr11:1133NM_1785]XM_01154. NP_848604XP_01154]protein_co ENSG0000({255239 21027
ANKLE1 5.97659 | 7.39375 | 5.70135 [ 6.4965 7.35387 | 3.05917 |ankyrin repeat and LEM domain containing 1 [Source:HGNC Symlchr19:1734NM_00127. . NP_00126Y. protein_coENSG0000(126549 (26812
ANKLE2 21.5219 | 21.1862 | 20.3148 | 20.4192 | 19.4745 | 17.1894 |ankyrin repeat and LEM domain containing 2 [Source:HGNC SymHchr12:1333NM_01511XM_00671]. NP_05592{XP_00526fprotein_co|ENSG0000(23141 29101
ANKMY1 4.93739 | 4.87102 | 4.35735 | 4.71408 | 4.24534 | 4.42626 |ankyrin repeat and MYND domain containing 1 [Source:HGNC Syrchr2:24141NM_0012§XM_01151]. NP_00126¢XP_006712protein_coENSG0000({51281 20987
ANKMY2 15.5926 | 14.2692 | 19.4173 | 14.9513 | 14.9156 | 19.9496 |ankyrin repeat and MYND domain containing 2 [Source:HGNC Syrichr7:16634NM_02031XM_01151]. NP_064714XP_011513protein_coENSG0000{57037 25370
ANKRA2 7.02415 | 6.25881 | 9.3077 5.23213 [ 5.02125 | 9.16433 [ankyrin repeat family A member 2 [Source:HGNC Symbol;Acc:HG|chr5:72844NM_02303XM_00524(. NP_07552¢XP_005244protein_co|ENSG0000(57763 13208
ANKRD1 0.168393 | 0.105739 0 0 0.07537 0 ankyrin repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:15819(chr10:926 NM_01439. NP_05520¢. protein_co ENSG0000{27063 15819
ANKRD10 58.4705 | 52.4841 | 50.2446 | 34.4065 | 34.8678 | 36.4508 |ankyrin repeat domain 10 [Source:HGNC Symbol;Acc:HGNC:2026|chr13:111§NM_0012§. . NP_00127{. protein_co ENSG0000{55608 20265
ANKRD11 35.1192 | 39.6271 | 29.8204 | 29.0817 | 33.8076 | 43.4738 |ankyrin repeat domain 11 [Source:HGNC Symbol;Acc:HGNC:2131|chr16:8933NM_00125XM_01702|. NP_00124{XP_006721protein_co|ENSG0000(29123 21316
ANKRD12 2.94403 | 2.82416 | 3.02647 | 2.42533 | 3.96472 | 5.21705 |ankyrin repeat domain 12 [Source:HGNC Symbol;Acc:HGNC:2913[chr18:913¢NM_0010§XM_01702]. NP_001071XP_005254protein_co|ENSG0000(23253 29135
ANKRD13A 7.47687 | 8.6536 | 9.54009 | 7.33399 | 6.98548 | 8.6985 |ankyrin repeat domain 13A [Source:HGNC Symbol;Acc:HGNC:212|chr12:1104NM_03312XM_01153)|. NP_14911]XP_005254protein_co ENSGO000{88455 21268
ANKRD13B 8.83735 | 6.87269 | 6.91569 | 7.97273 | 6.38011 | 4.87656 |ankyrin repeat domain 13B [Source:HGNC Symbol;Acc:HGNC:263|chr17:2793NM_15234XM_01152]. NP_68955¢XP_005257protein_co ENSG0000(124930 26363
ANKRD13C 8.3323 8.82823 | 8.80841 | 8.84033 | 7.96254 | 8.48624 |ankyrin repeat domain 13C [Source:HGNC Symbol;Acc:HGNC:253|chr1:7072NM_03081XM_00671). NP_11044{XP_005271protein_co|ENSG0000(81573 25374
ANKRD13D 13.9376 | 13.0748 | 14.9361 | 16.2779 11.516 13.9485 |ankyrin repeat domain 13D [Source:HGNC Symbol;Acc:HGNC:278chr11:6709NM_20735XM_01154]. NP_997231XP_011543protein_co|ENSG0000(338692 27880
ANKRD16 4.06097 | 4.47528 | 3.06508 | 3.56067 | 3.21667 | 3.39834 |ankyrin repeat domain 16 [Source:HGNC Symbol;Acc:HGNC:2347|chr10:5903NM_0010(. . NP_001009. protein_co ENSG0000{54522 23471
ANKRD17 19.238 20.7886 | 19.4878 | 16.6057 | 18.5769 | 17.8902 |ankyrin repeat domain 17 [Source:HGNC Symbol;Acc:HGNC:2357[chr4:73934NM_0012§XM_00526|. NP_001271XP_005269protein_co ENSGO000({26057 23575
ANKRD18A 2.03122 2.336 4.10483 | 1.84686 | 2.15209 | 2.39988 |ankyrin repeat domain 18A [Source:HGNC Symbol;Acc:HGNC:236|chr9:38571NM_14719XM_01151]. NP_67172{XP_00671fprotein_co|ENSG0000({253650 23643
ANKRD18B 0.14196 | 0.057462 | 0.093115 | 0.040854 | 0.156123 | 0.051158 |ankyrin repeat domain 18B [Source:HGNC Symbol;Acc:HGNC:236|chr9:33524NM_00124. NP_00123]. protein_coENSG0000({441459 23644
ANKRD2 0.062807 0 0.12262 | 0.06697 0 0 ankyrin repeat domain 2 [Source:HGNC Symbol;Acc:HGNC:495] [chr10:9933NM_00112. . NP_00112]. protein_co ENSG0000({26287 495

ANKRD20A1 0.057315| 0.123185 | 0.016702 | 0.021854 | 0.08493 | 0.093042 |ankyrin repeat domain 20 family member A1 [Source:HGNC Symlchr9:6792NM_03225XM_01154|. NP_11562(XP_005272protein_co ENSG0000(84210 23665
ANKRD20A2 0 0.423954 | 0.173423 | 0.448994 | 0.243346 0 ankyrin repeat domain 20 family member A2 [Source:HGNC SymHlchr9:4236§NM_00101XM_01151]. NP_00101{XP_01151€protein_co|ENSG0000{441430 |31979
ANKRD20A3 0 0 0 0.020191 | 0.019563 0 ankyrin repeat domain 20 family member A3 [Source:HGNC Symichr9:43084NM_00103XM_01154]. NP_00101]XP_005272protein_co ENSG0000({441425 |31981
ANKRD20A4 0.094937 | 0.073542 | 0.089667 | 0.117549 | 0.133166 | 0.149813 |ankyrin repeat domain 20 family member A4 [Source:HGNC SymHchr9:6938]NM_00109. NP_00109]. protein_co[ENSG0000({728747 |31982
ANKRD22 2.21621 1.9053 1.33029 | 1.96333 | 2.05722 | 3.30141 |ankyrin repeat domain 22 [Source:HGNC Symbol;Acc:HGNC:2832(chr10:905§NM_14459. NP_65319]. protein_co ENSG0000{118932 28321
ANKRD23 1.97919 | 1.29059 | 1.73413 | 1.94742 1.502 1.42049 |ankyrin repeat domain 23 [Source:HGNC Symbol;Acc:HGNC:2447|chr2:9750iNM_14499. . NP_65943]. protein_coENSG0000{200539 24470
ANKRD24 1.05625 | 0.92513 | 1.59703 | 0.552785 | 0.569194 | 0.813937 |ankyrin repeat domain 24 [Source:HGNC Symbol;Acc:HGNC:2942{chr19:418INM_13347XM_01152]. NP_59773]XP_01152fprotein_co|ENSG0000{170961 29424
ANKRD26 1.68989 | 1.25221 1.4558 | 0.629374 | 0.700805 | 0.688932 |ankyrin repeat domain 26 [Source:HGNC Symbol;Acc:HGNC:2918|chr10:2724NM_00125XM_01151]. NP_00124]XP_006717protein_co ENSG0000({22852 29186
ANKRD27 15.3851 | 16.0789 | 16.4181 | 13.3916 | 13.9806 | 15.9288 |ankyrin repeat domain 27 [Source:HGNC Symbol;Acc:HGNC:2531|chr19:330§NM_03213XM_00672|. NP_115514XP_006723protein_co ENSG0000(84079 25310
ANKRD28 12.0434 | 12.0472 | 10.5078 | 8.77583 | 10.2175 | 7.86659 |ankyrin repeat domain 28 [Source:HGNC Symbol;Acc:HGNC:2902{chr3:1570§NM_00119XM_01153]. NP_00118]XP_005269protein_co|ENSG0000(23243 29024
ANKRD29 5.0775 4.77059 | 5.80309 | 6.79737 | 7.34599 | 6.82669 |ankyrin repeat domain 29 [Source:HGNC Symbol;Acc:HGNC:2711{chr18:2113NM_0013(|XM_01152. NP_00129{XP_011524protein_co|ENSG0000(147463 27110
ANKRD30A 0 0 0 0.014782 0 0 ankyrin repeat domain 30A [Source:HGNC Symbol;Acc:HGNC:172|chr10:374]1NM_05299XM_01151]. NP_44372{XP_011514protein_co ENSG0000{91074 17234
ANKRD30B 0 0 0 0 0 0 ankyrin repeat domain 30B [Source:HGNC Symbol;Acc:HGNC:241|chr18:1474NM_00114XM_01152]. . NP_00113{XP_006722protein_co ENSGO000{374860 24165
ANKRD30BL 0 0 0 0 0 0 ankyrin repeat domain 30B-like [Source:HGNC Symbol;Acc:HGNC|chr2:1329(. . NR_02702(. . . protein_co|ENSG0000({554226 (35167
ANKRD31 0.105997 | 0.045877 | 0.134868 | 0.02434 | 0.069984 | 0.07164 |ankyrin repeat domain 31 [Source:HGNC Symbol;Acc:HGNC:2685[chr5:74364NM_0011€¢XM_01700]. NP_00115]XP_011541protein_coENSG0000({256006 26853
ANKRD33 0 0 0.043662 0 0 0 ankyrin repeat domain 33 [Source:HGNC Symbol;Acc:HGNC:1378|chr12:522§NM_00113XM_01153|. NP_00112]. protein_co|ENSG0000{341405 |13788




ANKRD33B 6.03456 | 6.57738 6.4965 3.36245 | 4.29342 | 3.94965 [ankyrin repeat domain 33B [Source:HGNC Symbol;Acc:HGNC:352|chr5:10564NM_0011€6XM_00524f. NP_00115]XP_005244protein_co|ENSG0000(651746 35240
ANKRD34A 0.516795 | 0.491833 | 0.890015 | 0.433405 | 0.378633 | 0.608805 |ankyrin repeat domain 34A [Source:HGNC Symbol;Acc:HGNC:276{chr1:14549NM_00103XM_01150]. NP_001034XP_005277protein_co|ENSG0000(284615 27639
ANKRD34B 0 0 0 0 0 0 ankyrin repeat domain 34B [Source:HGNC Symbol;Acc:HGNC:337|chr5:79854NM_0010(XM_01154]. NP_00100{XP_006714protein_co ENSG0000{340120 |33736
ANKRD34C 0 0 0 0.03537 0 0 ankyrin repeat domain 34C [Source:HGNC Symbol;Acc:HGNC:338|chr15:795§NM_00114XM_01152]. NP_00113¢XP_011519protein_co ENSGO000{390616 33888
ANKRD35 0.020819 0 0.018115 | 0.022373 0 0.022841 |ankyrin repeat domain 35 [Source:HGNC Symbol;Acc:HGNC:2632|chr1:1455{NM_0012§. . NP_00126]. protein_coENSG0000({148741 26323
ANKRD36 1.14073 | 0.913285| 1.00839 | 0.381771| 0.461058 | 0.65558 |ankyrin repeat domain 36 [Source:HGNC Symbol;Acc:HGNC:2407|chr2:97774NM_0011¢XM_01151]. NP_00115]XP_006712protein_co|ENSG0000(375248 24079
ANKRD36B 0.497653 | 0.603796 | 0.55523 | 0.294186 | 0.393754 | 0.424744 |ankyrin repeat domain 36B [Source:HGNC Symbol;Acc:HGNC:293[chr2:98104NM_0251¢XM_01151]. NP_07946(XP_005264protein_co ENSG0000({57730 29333
ANKRD36C 0.906029 | 0.807974 | 1.26836 | 0.237437 | 0.688091 | 0.517932 [ankyrin repeat domain 36C [Source:HGNC Symbol;Acc:HGNC:329|chr2:96514. . . . protein_co ENSG0O000(. 32946
ANKRD37 4.60661 | 5.03654 | 4.89011 | 4.96839 | 4.13863 10.176 |ankyrin repeat domain 37 [Source:HGNC Symbol;Acc:HGNC:2959(chr4:18631NM_18172. NP_859071XP_016863protein_co|ENSG0000(353322 29593
ANKRD39 17.2964 | 15.8463 [ 15.9671 20.436 16.8781 | 12.1961 |ankyrin repeat domain 39 [Source:HGNC Symbol;Acc:HGNC:2864(chr2:97513NM_0164¢. . NP_05755(. protein_coENSG0000(51239 28640
ANKRD40 35.0212 | 36.8387 | 34.7835 | 35.3546 | 38.1756 | 36.9093 |ankyrin repeat domain 40 [Source:HGNC Symbol;Acc:HGNC:2823[chr17:4877NM_05285XM_01702. NP_44308]XP_01688(protein_co ENSG0000({91369 28233
ANKRD42 5.19764 | 5.44696 | 5.00326 | 3.61093 | 4.66895 | 3.54578 |ankyrin repeat domain 42 [Source:HGNC Symbol;Acc:HGNC:2675|chr11:829¢NM_0013(. . NP_00128]. protein_co ENSG0000{338699 26752
ANKRD44 0.56454 | 0.493596 | 0.846088 | 0.759005 | 0.509056 | 0.807165 |ankyrin repeat domain 44 [Source:HGNC Symbol;Acc:HGNC:2525|chr2:19784NM_15369XM_01151). NP_71018]. protein_coENSG0000(91526 25259
ANKRDA45 0.389749 | 0.413045 | 0.427983 | 0.219917 | 0.435807 | 0.483501 |ankyrin repeat domain 45 [Source:HGNC Symbol;Acc:HGNC:2478[chr1:1735]NM_1984¢XM_01150]. NP_94089XP_011507protein_co|ENSG0000({339416 24786
ANKRD46 7.03268 | 7.45018 | 8.51943 | 7.64054 | 8.49028 | 8.12664 |ankyrin repeat domain 46 [Source:HGNC Symbol;Acc:HGNC:2722[chr8:10153NM_00127XM_01701]. NP_00125]XP_00671fprotein_co ENSGO000({157567 27229
ANKRD49 7.29777 | 7.07726 | 8.30713 5.5296 6.84197 | 5.87485 [ankyrin repeat domain 49 [Source:HGNC Symbol;Acc:HGNC:2597|chr11:9414NM_0177(. . NP_06017{XP_016873protein_coENSG0000(54851 25970
ANKRD50 6.2773 6.25036 | 7.72511 | 6.72071 | 8.98694 | 10.9882 |ankyrin repeat domain 50 [Source:HGNC Symbol;Acc:HGNC:2922|chr4:1255§NM_0011€¢XM_01153). NP_00116]XP_01153(0protein_coENSG0000(57182 29223
ANKRD52 16.7593 | 17.0901 16.087 16.0682 | 17.2652 | 11.5089 |ankyrin repeat domain 52 [Source:HGNC Symbol;Acc:HGNC:2661{chr12:5664NM_17359XM_01153|. NP_775864XP_01153fprotein_co|ENSG0000(283373 26614
ANKRD53 0.074767 | 0.084628 0 0.051542 0 0.053625 [ankyrin repeat domain 53 [Source:HGNC Symbol;Acc:HGNC:2569|chr2:71163NM_00113XM_01153|. . NP_001104XP_005264protein_co ENSGO000{79998 25691
ANKRD54 14.6894 14.089 14.6035 | 20.1789 | 13.1712 | 14.6576 |ankyrin repeat domain 54 [Source:HGNC Symbol;Acc:HGNC:2518|chr22:3824NM_13874XM_01702|NR_030391. NP_62015]XP_006724protein_co ENSG0000({724028 25185
ANKRD55 0 0 0 0.030392 0 0 ankyrin repeat domain 55 [Source:HGNC Symbol;Acc:HGNC:2568|chr5:55399NM_0246€XM_01700|. NP_07894XP_016869protein_coENSG0000(79722 25681
ANKRD6 3.26973 | 3.62477 | 4.36334 | 3.62239 | 4.06779 | 3.55827 |ankyrin repeat domain 6 [Source:HGNC Symbol;Acc:HGNC:17280[chr6:90142NM_00124XM_01701]. NP_00122{XP_005244protein_co|ENSG0000(22881 17280
ANKRD60 0 0 0 0 0 0 ankyrin repeat domain 60 [Source:HGNC Symbol;Acc:HGNC:1621{chr20:5674NM_0013(]. NP_00129]. protein_co [ENSG0000{140731 |16217
ANKRD61 0.270516 | 0.110955 | 0.093562 | 0.177671 | 0.246826 | 0.171528 |ankyrin repeat domain 61 [Source:HGNC Symbol;Acc:HGNC:2246(chr7:60484NM_00127. . NP_00125{. protein_co ENSG0000{10031084€¢ 22467
ANKRD62 0.095071 | 0.020311 | 0.049966 | 0.021599 | 0.06356 | 0.130859 |ankyrin repeat domain 62 [Source:HGNC Symbol;Acc:HGNC:3524[chr18:1204NM_00127XM_01152]. NP_001264XP_011523protein_coENSG0000(342850 35241
ANKRD63 0.448576 0 0.124667 | 0.468566 | 0.359757 | 0.351964 [ankyrin repeat domain 63 [Source:HGNC Symbol;Acc:HGNC:4002|chr15:405yNM_00119. . NP_00117]. protein_coENSG0000(10013124440027
ANKRD65 0.093811 0 0.246849 | 0.151833 | 0.133498 0 ankyrin repeat domain 65 [Source:HGNC Symbol;Acc:HGNC:4295|chr1:13531NM_00114XM_01154]. NP_00113{XP_005244protein_co|ENSG0000{441869 |42950
ANKRD66 0 0 0 0 0 0 ankyrin repeat domain 66 [Source:HGNC Symbol;Acc:HGNC:4466(chr6:46714NM_0011€. NP_001154. protein_co ENSG0000(10028771¢44669
ANKRD7 0 0 0 0 0 0 ankyrin repeat domain 7 [Source:HGNC Symbol;Acc:HGNC:18588(chr7:11784NM_01964. . NP_06261{. protein_coENSG0000(56311 18588
ANKRD9 11.758 16.2291 | 16.1439 | 10.5901 | 8.44563 15.047 |ankyrin repeat domain 9 [Source:HGNC Symbol;Acc:HGNC:20096(chr14:102§NM_15232XM_00526). NP_68953{XP_005267protein_co|ENSG0000(122416 20096
ANKS1A 9.79337 | 10.3302 | 10.4921 | 11.1844 | 11.3028 | 9.64366 |ankyrin repeat and sterile alpha motif domain containing 1A [Sou|chr6:34851NM_01524XM_01151|. NP_05606(XP_005249protein_co ENSG0000({23294 20961
ANKS1B 0.112842 0 0 0.091316 0 0.041467 |ankyrin repeat and sterile alpha motif domain containing 1B [Sou|chr12:9903NM_0012(XM_01153(. NP_00119(XP_005269protein_co ENSG0000({56899 24600
ANKS3 4.82329 | 5.2769 | 5.26557 | 5.31673 | 4.20865 | 3.93715 |ankyrin repeat and sterile alpha motif domain containing 3 [Sourdchr16:474¢NM_00124XM_01702]. NP_00122{XP_005259protein_co|ENSG0000{124401  |29422
ANKS4B 0 0.016091 0 0 0.034402 0 ankyrin repeat and sterile alpha motif domain containing 4B [Sou|chr16:2124NM_1458€. . NP_66587]. protein_col[ENSG0000{257629 |26795
ANKS6 8.8913 | 9.81781 | 10.7627 | 9.12054 | 8.36298 | 7.96297 |ankyrin repeat and sterile alpha motif domain containing 6 [Sourdchr9:10144NM_17355XM_01151|. NP_77582]XP_00525] protein_co ENSG0000({203286 |26724
ANKUB1 0 0 0.027917 0 0 0 ankyrin repeat and ubiquitin domain containing 1 [Source:HGNC {chr3:14947NM_00114XM_01151]. NP_00113{XP_011511protein_co|ENSG0000{389161 |29642
ANKZF1 13.9548 | 14.9269 | 15.7736 | 12.9348 | 12.3168 | 16.9413 |ankyrin repeat and zinc finger domain containing 1 [Source:HGN(chr2:2200YNM_00104XM_01151]. NP_001034XP_00524€protein_coENSG0000({55139 25527
ANLN 40.9116 | 42.2137 | 37.3671 | 68.5749 | 73.6395 | 58.6996 |anillin actin binding protein [Source:HGNC Symbol;Acc:HGNC:14(chr7:36363NM_0012§XM_01701). NP_00127{XP_006719protein_co|ENSG0000(54443 14082
ANO1 16.8643 | 18.0162 21.396 19.0797 | 15.0393 | 13.6804 |anoctamin 1 [Source:HGNC Symbol;Acc:HGNC:21625] chr11:6993NM_01804XM_01701]. NP_060511XP_006714protein_co ENSG0000({55107 21625
ANO10 8.31655 | 6.39657 | 8.38856 | 8.08033 | 9.69563 | 7.89434 [anoctamin 10 [Source:HGNC Symbol;Acc:HGNC:25519] chr3:43407NM_0012(XM_01700|. NP_00119]XP_011532protein_coENSG0000(55129 25519
ANO2 0 0.066238 0 0.019667 0 0 anoctamin 2 [Source:HGNC Symbol;Acc:HGNC:1183] chr12:567JNM_00127XM_01152|. NP_00126{XP_006719protein_co|ENSG0000(57101 1183
ANO3 0 0 0 0 0 0 anoctamin 3 [Source:HGNC Symbol;Acc:HGNC:14004] chr11:2633NM_03141XM_01152]. NP_00130(XP_016873protein_coENSG0000(63982 14004
ANO4 0.656748 | 0.679784 | 0.700403 | 0.929378 | 0.803333 | 0.950367 |anoctamin 4 [Source:HGNC Symbol;Acc:HGNC:23837] chr12:1011NM_0012¢XM_01701]. NP_001271XP_01153fprotein_co ENSG0000({121601 23837
ANOS5 0.939688 | 0.646206 | 0.740081 | 0.657865 | 1.04515 [ 0.754412 [anoctamin 5 [Source:HGNC Symbol;Acc:HGNC:27337] chr11:222INM_00114XM_01151]. NP_00113¢XP_00525Zprotein_co ENSG0000{203859 27337
ANO6 12.9217 | 14.2058 | 14.5045 | 12.4717 | 14.8923 18.952 |anoctamin 6 [Source:HGNC Symbol;Acc:HGNC:25240] chr12:456(NM_00102XM_01153)|. NP_00102(XP_005264protein_co|ENSG0000(196527 25240
ANO7 0.1207 | 0.193608 | 0.197319 | 0.133417 | 0.122413 | 0.047883 [anoctamin 7 [Source:HGNC Symbol;Acc:HGNC:31677] chr2:24213NM_0010({XM_01151]. NP_00100{XP_011509protein_coENSG0000(50636 31677
ANO8 6.24699 | 6.39888 | 5.97113 | 5.03149 | 4.89794 | 5.33488 |anoctamin 8 [Source:HGNC Symbol;Acc:HGNC:29329] chr19:1742NM_0209Y. . NP_06601(XP_016882protein_co ENSG0000(57719 29329
ANO9 5.68136 | 5.81895 | 10.0243 | 5.61453 5.74 5.46881 |anoctamin 9 [Source:HGNC Symbol;Acc:HGNC:20679] chr11:4184NM_00101XM_01152|. NP_00101]XP_01151gprotein_co ENSG0000{338440 20679
ANOS1 0 0 0 0 0 0 anosmin 1 [Source:HGNC Symbol;Acc:HGNC:6211] chrX:84964NM_00021. . NP_00020]. protein_coENSG0000({3730 6211
ANP32A 172.07 | 152.787 | 124.932 | 187.432 | 176.657 | 162.981 |acidic nuclear phosphoprotein 32 family member A [Source:HGN{chr15:6907NM_0063(XM_00672|. NP_00629¢. protein_co ENSG0000{8125 13233
ANP32B 101.336 | 102.929 | 81.5769 | 120.687 | 116.956 | 107.416 [acidic nuclear phosphoprotein 32 family member B [Source:HGN{chr9:10074NM_0064(. NP_00639]. protein_co ENSG0000{10541 16677
ANP32D 0.345417 | 0.356735 | 0.309867 | 0.163511 | 0.55427 | 0.509378 |acidic nuclear phosphoprotein 32 family member D [Source:HGN{chr12:488¢NM_0124(. . NP_03653(. protein_coENSG0000(23519 16676
ANP32E 48.2323 | 49.5851 | 35.9214 | 59.5685 | 69.8742 | 59.5385 |acidic nuclear phosphoprotein 32 family member E [Source:HGN(chr1:1501YNM_00113XM_00524. NP_00112{XP_005249protein_coENSG0000(81611 16673
ANPEP 0.018382 | 0.073255 | 0.015934 | 0.019771 | 0.021291 | 0.060401 |alanyl aminopeptidase, membrane [Source:HGNC Symbol;Acc:H@chr15:9033NM_00115XM_01152]. NP_00114]XP_005254protein_co|ENSG0000({290 500
ANTXR1 12.1788 | 12.9238 | 13.4632 | 7.75435 | 9.33395 | 8.52472 |anthrax toxin receptor 1 [Source:HGNC Symbol;Acc:HGNC:21014]chr2:6924(NM_01815XM_01153). NP_060621XP_01686(protein_co ENSG0000(84168 21014
ANTXR2 3.24924 | 2.0125 2.92111 | 5.07434 | 5.60491 | 6.44619 |anthrax toxin receptor 2 [Source:HGNC Symbol;Acc:HGNC:21732]chr4:80824NM_00114XM_01153|. NP_00113¢XP_011529protein_co ENSG0000(118429 21732
ANTXRL 0 0 0 0 0 0 anthrax toxin receptor-like [Source:HGNC Symbol;Acc:HGNC:272]chr10:4769NM_00127XM_01153)|. NP_001264XP_006717protein_co|ENSG0000{195977  |27277
ANXAL 305.891 | 286.977 | 230.732 | 439.413 384.96 558.714 |annexin Al [Source:HGNC Symbol;Acc:HGNC:533] chr9:75764NM_0007(XM_01151]. NP_00069{XP_01151fprotein_co|ENSG0000({301 533
ANXA10 0.429568 | 0.225832 | 0.421228 | 1.86088 | 0.961927 | 0.484942 |annexin A10 [Source:HGNC Symbol;Acc:HGNC:534] chr4:16901NM_0071¢XM_01153). NP_00912{XP_011529protein_co ENSG0000(11199 534




ANXA11 45.77 46.4827 | 49.0879 | 55.4487 | 46.5017 | 42.8787 |annexin A1l [Source:HGNC Symbol;Acc:HGNC:535] chr10:819INM_00115XM_01153)|. NP_00114{XP_005269protein_co|ENSG0000(311 535
ANXA13 0 0 0 0 0 0 annexin A13 [Source:HGNC Symbol;Acc:HGNC:536] chr8:12464NM_0010(. . NP_00100. protein_co ENSG0000{312 536
ANXA2 675.479 | 643.464 749.36 804.356 | 644.656 | 656.593 |annexin A2 [Source:HGNC Symbol;Acc:HGNC:537] chr15:6063NM_0010({XM_01152]. NP_00100]XP_011519protein_co ENSG0000{302 537
ANXA2R 1.74986 | 1.27012 | 0.490874 | 0.640254 | 0.864661 | 0.899965 |annexin A2 receptor [Source:HGNC Symbol;Acc:HGNC:33463] chr5:43034¢NM_00101. . NP_001014. protein_co ENSG0000{389289 33463
ANXA3 50.5458 | 48.3582 | 60.8116 | 34.0065 | 31.2882 | 52.2426 |annexin A3 [Source:HGNC Symbol;Acc:HGNC:541] chr4:79474NM_00513XM_01153)|. NP_00513(. protein_coENSG0000(306 541
ANXA4 27.23 27.7288 | 30.1398 | 27.9634 | 25.3801 | 25.8213 |annexin A4 [Source:HGNC Symbol;Acc:HGNC:542] chr2:69964NM_00115XM_01153]. NP_001144XP_011531protein_co|ENSG0000({307 542
ANXAS 162.118 | 151.418 147.82 167.003 | 158.435 | 179.817 |annexin A5 [Source:HGNC Symbol;Acc:HGNC:543] chr4:1225§NM_00115. . NP_00114. protein_co ENSG0000{308 543
ANXA6 44.8153 | 44.6541 37.696 58.0568 | 48.2933 | 59.9042 |annexin A6 [Source:HGNC Symbol;Acc:HGNC:544] chr5:1504§NM_00115XM_00526|. NP_001144XP_005264protein_co ENSG0000{309 544
ANXA7 51.5792 | 50.7055 | 43.6571 | 65.9097 | 53.8819 [ 52.1705 |annexin A7 [Source:HGNC Symbol;Acc:HGNC:545] chr10:7513NM_00115XM_01701]. NP_001141XP_016871protein_co|ENSG0000(310 545
ANXA8 0 0 0 0 0 0 annexin A8 [Source:HGNC Symbol;Acc:HGNC:546] chr10:4829NM_00104XM_01154]. . NP_00103{XP_00527fprotein_co|ENSG0000(107984085546
ANXA8L1 0 0 0 0 0 0 annexin A8-like 1 [Source:HGNC Symbol;Acc:HGNC:23334] chr10:4719NM_00109. NR_03395]. NP_00109]. protein_co|ENSG0000{728113  [23334
ANXA8L2 0 0 0 0 0 0 annexin A8-like 2 [Source:HGNC Symbol;Acc:23335] chr10:4774NM_00163XM_00527|. NP_00162]XP_005272protein_co ENSG0000{244 23335
ANXA9 1.26597 | 0.987106 | 1.81216 | 0.864395| 1.02887 | 1.43293 |annexin A9 [Source:HGNC Symbol;Acc:HGNC:547] chr1:15099NM_00356XM_01151]. NP_00355{XP_011504protein_co|ENSG0000({8416 547
AOAH 0 0.032094 | 0.027061 | 0.104328 | 0.175673 | 0.063934 |acyloxyacyl hydrolase [Source:HGNC Symbol;Acc:HGNC:548] chr7:36554NM_00117XM_01151]. NP_00117(XP_011513protein_co|ENSG0000(313 548
AOC1 0.086943 | 0.031733 | 0.137546 | 1.0749 | 0.702558 | 0.671835 [amine oxidase, copper containing 1 [Source:HGNC Symbol;Acc:H{chr7:15054NM_00109XM_01701|. NP_00108{XP_011514protein_coENSG0O000(26 80
AOC2 4.45279 | 4.27652 | 3.70193 | 6.25751 | 6.74779 | 4.2947 |amine oxidase, copper containing 2 [Source:HGNC Symbol;Acc:H{chr17:4099NM_0011Y. NP_001144. protein_coENSG0000(314 549
AOC3 2.03422 | 2.15546 | 1.62819 | 3.88719 | 4.05696 2.734 |amine oxidase, copper containing 3 [Source:HGNC Symbol;Acc:H{chr17:410¢NM_00127. . NP_001264. protein_coENSG0000(8639 550
AOX1 0.164161 | 0.043034 | 0.047436 | 0.09188 | 0.092125| 0.02764 |aldehyde oxidase 1 [Source:HGNC Symbol;Acc:HGNC:553] chr2:20149NM_00115XM_01151]. NP_00115(XP_011509protein_co|ENSG0000({316 553
AP000275.65 4.94E-06 | 0.488697 | 9.62E-06 | 1.27E-05 | 0.234545 | 2.74E-06 |. chr21:3394. protein_co ENSG0O000(.

AP000295.9 0.177914 | 0.147589 | 7.22E-07 | 2.87E-09 | 7.45E-12 | 0.4668 chr21:346(. protein_co ENSG0O000(.

AP000304.1 0 0 0 0 0 0 . chr21:3487. protein_co ENSG0000(.

AP000304.12 1.7E-163 | 1E-117 | 1.96E-59 | 3.6E-108 | 1.14E-52 | 6.18E-74 |. chr21:3487. protein_co ENSG0000(.

AP000322.53 0 0 0 0 0 0 chr21:3579. protein_co ENSG0O000(.

AP000349.1 0 0 0 0 0 0 . chr22:2411. protein_co ENSG0O000(.

AP000350.10 2.68E-06 | 6.84E-08 | 6.58E-13 | 0.520971 | 3.13E-05 | 0.000196 |. chr22:2419. protein_co ENSG0000(.

AP000688.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QY5|chr21:3744. protein_co ENSG0O000(.

AP000695.1 0 0.055172 0 0 0.060198 0 . chr21:3783. protein_co ENSG0O000(.

AP000721.4 0.26283 | 0.228008 | 2.3E-114 | 0.688348 | 1.56871 | 0.254591 |. chr11:6374. protein_co ENSG0O000(.

AP000758.1 0 3.89636 0 0 4.08069 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QZC|chr11:1203. protein_co ENSG0000(.

AP000867.1 0 0.024524 0 0 0 0 . chr11:7129. . . protein_co ENSG0000(.

AP000889.3 0.383518 | 0.099394 | 0.24812 | 0.106453 | 0.108262 | 0.0976 |HCG2032453; Uncharacterized protein; cDNA FLJ25337 fis, clone|chr11:1074. NR_02832{. protein_co ENSG0000({643923
AP000974.1 0.045828 0 0 0 0 0 CDNA FLJ26432 fis, clone KDN01418; Uncharacterized protein [S{chr11:855¢. protein_co ENSG0000(.

AP001024.1 0 0 0 0 0 0 Metazoan signal recognition particle RNA [Source:RFAM;Acc:RFO(chr11:107§. misc_RNA [ENSG0000(.

AP001024.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HOYAW|chr11:107§. protein_co ENSG0O000(.

AP001055.1 0 0 0.137899 0 0 0 . chr21:455§. protein_co ENSG0O000(.

AP001094.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:MOR2D|chr18:7566. protein_co ENSG0000(.

AP001362.1 0 0 0.134405 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQXL{chr11:6534. protein_co ENSG0000(.

AP001421.1 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:M0QXV|chr21:3873. . . . protein_co ENSG0O000(. .
AP001468.1 0.362144 | 1.04278 | 0.620148 | 0.630183 | 0.665819 | 0.379847 [Protein LOC101060037 [Source:UniProtkB/TrEMBL;Acc:MOR212]chr21:476(. XM_00526/. XP_00526]protein_co ENSG0000{101060037.
AP001652.1 0 0 0 0 0 0 Uncharacterized protein; cDNA FLI60524 [Source:UniProtkKB/TrElchr11:5867. protein_co ENSG0000(.

AP001888.1 0 0 0 0 0 0.265335 |Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:Q14569chr11:695§. protein_co ENSG0000(.

AP001925.1 0 0 0 0 0 0 chr11:108(. protein_co ENSG0000(.

AP002353.1 0 0 0 0 0 0 chr11:1079. protein_co ENSG0000(.

AP002956.1 0 0 0 0 0 0 . chr11:119(. protein_co ENSG0O000(.

AP003041.2 0 0 0 0 0 0 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:MOQYB|chr11:1299. protein_co ENSG0000(.

AP003062.1 0 0 0 0 0 0 CDNA FLJ27342 fis, clone TST02993; Uncharacterized protein [Sojchr11:134f. protein_co ENSG0O000(.

AP003419.11 0.001289 | 1.81326 | 0.006028 | 0.000202 | 0.001744 | 0.165707 |. chr11:6717. protein_co ENSG0O000(.

AP003733.1 0.363768 | 0.245145 | 0.315608 | 0.133291 | 0.068915 [ 0.063196 [Uncharacterized protein; cDNA FLJ36460 fis, clone THYMU20148(chr11:6173. . . . . protein_co ENSG0O000(. .
AP1AR 20.8999 | 21.1199 | 21.4914 | 20.3462 21.13 31.6668 |adaptor related protein complex 1 associated regulatory protein |chr4:11319NM_00112XM_00526]. NP_00112]. protein_co| ENSG0000(55435 28808
AP1B1 23.599 | 25.0887 | 26.0954 | 30.6713 | 27.352 | 26.2338 [adaptor related protein complex 1 beta 1 subunit [Source:HGNC {chr22:2974NM_00112. NP_001114. protein_co ENSG0000{162 554
AP1G1 24.5191 | 23.4043 | 24.5345 | 22.2707 | 27.1973 | 26.1905 |adaptor related protein complex 1 gamma 1 subunit [Source:HGNchr16:717¢NM_00103. . NP_00102]. protein_co ENSG0000{164 555
AP1G2 22.1118 | 18.8994 | 18.9674 | 17.3802 | 14.9126 | 11.8099 [adaptor related protein complex 1 gamma 2 subunit [Source:HGNchr14:240JNM_0012§XM_01153|. NP_00126{XP_00526protein_co ENSG0000{8906 556
AP1IM1 19.1944 | 22.6337 | 20.0331 | 23.8711 | 18.4033 | 17.8087 |adaptor related protein complex 1 mu 1 subunit [Source:HGNC Sychr19:163(NM_00113XM_01702|. NP_001121XP_016887protein_co ENSG0000({8907 13667
AP1M2 47.6257 | 45.2088 | 55.0549 | 68.5807 | 55.7925 | 53.463 |adaptor related protein complex 1 mu 2 subunit [Source:HGNC Sychr19:106§NM_0013(XM_01152|. NP_00128]. protein_coENSG0000(10053 558
AP1S1 84.1078 | 82.4859 | 81.3039 | 102.305 | 80.3243 | 81.3429 |adaptor related protein complex 1 sigma 1 subunit [Source:HGN(chr7:1007YNM_0012§. . NP_001274. protein_col[ENSG0000({1174 559
AP1S2 5.82373 | 7.45758 | 6.5848 | 7.10142 | 5.28659 | 6.80888 |adaptor related protein complex 1 sigma 2 subunit [Source:HGN{chrX:15843NM_00127XM_01702|. NP_00125{XP_011543protein_co ENSG0000{8905 560
AP1S3 55.8437 | 65.3385 | 69.4935 [ 62.479 74.3885 | 63.1035 [adaptor related protein complex 1 sigma 3 subunit [Source:HGN(chr2:2246]NM_00103. . NP_001034XP_01150protein_coENSG0000({130340 18971
AP2A1 36.2302 | 39.8288 | 38.2308 | 46.4129 | 41.1555 | 39.1643 |adaptor related protein complex 2 alpha 1 subunit [Source:HGNC|chr19:5021NM_0142(|XM_01152]. NP_055014XP_011524protein_co ENSG0000{160 561
AP2A2 20.3297 | 20.9357 | 20.9813 | 25.5407 | 21.2791 | 20.0854 |adaptor related protein complex 2 alpha 2 subunit [Source:HGNC|chr11:925§NM_00124XM_01151]. NP_001224XP_011514protein_co ENSGO000{161 562




AP2B1 91.5178 | 94.9823 | 85.1241 | 89.7318 | 93.2507 | 90.8909 |adaptor related protein complex 2 beta 1 subunit [Source:HGNC {chr17:3393NM_00103XM_01152]. NP_001024XP_005257protein_co ENSG0000({163 563
AP2M1 203.687 | 204.271 | 185.29 | 225.734 | 193.332 | 177.051 |adaptor related protein complex 2 mu 1 subunit [Source:HGNC Sychr3:1838¢NM_00102. . NP_00102(. protein_coENSG0000(1173 564
AP2S1 177.149 | 182.042 | 169.172 | 250.217 | 196.66 | 176.897 |adaptor related protein complex 2 sigma 1 subunit [Source:HGN({chr19:4734NM_0013(XM_01152|. NP_001284XP_011524protein_coENSGO000({1175 565
AP3B1 19.1957 | 17.7236 | 22.7463 | 16.8605 | 21.4619 | 22.8303 [adaptor related protein complex 3 beta 1 subunit [Source:HGNC {chr5:7729¢NM_00127%XM_00524|. NP_00125{XP_005244protein_co ENSG0000{8546 566
AP3B2 0.180203 | 0.078053 | 0.171713 | 0.115365 | 0.066556 | 0.086455 |adaptor related protein complex 3 beta 2 subunit [Source:HGNC {chr15:8334NM_00127XM_01152|. NP_00126Y. protein_coENSG0000({8120 567
AP3D1 38.1474 | 41.9753 | 36.3072 | 41.3984 | 38.4826 | 34.904 |adaptor related protein complex 3 delta 1 subunit [Source:HGNC|chr19:210(NM_0012€XM_00672|. NP_001244XP_006722protein_co ENSGO000(8943 568
AP3M1 29.7832 | 29.6668 | 27.0822 | 21.5369 | 24.9893 | 24.763 |adaptor related protein complex 3 mu 1 subunit [Source:HGNC Sychr10:7579NM_00132XM_01153)|. NP_00130]XP_006717protein_co ENSGO000{26985 569
AP3M2 15.1687 | 13.6263 | 14.9707 | 11.1767 13.353 10.8865 |adaptor related protein complex 3 mu 2 subunit [Source:HGNC Sychr8:4201(NM_00113XM_01701]. NP_001121XP_01686fprotein_co ENSG0000(10947 570
AP3S1 109.714 | 108.148 | 131.141 | 125.426 | 138.279 | 181.864 |adaptor related protein complex 3 sigma 1 subunit [Source:HGN({chr5:1151§NM_0012§XM_01154]. NP_00127Y. protein_coENSG0000({1176 2013
AP3S52 11.3767 | 10.7938 | 12.4897 | 7.01649 | 8.88141 | 9.22964 |adaptor related protein complex 3 sigma 2 subunit [Source:HGN(chr15:9033NM_00582. . NP_00582(. protein_coENSG0000(10239 571
AP4B1 7.83646 | 7.28887 | 7.51071 | 8.08953 | 6.82709 | 5.53828 |adaptor related protein complex 4 beta 1 subunit [Source:HGNC {chr1:11443NM_00125XM_01154]. NP_00124(XP_01153¢protein_co ENSGO000{10717 572
AP4E1 3.51877 | 3.14688 | 3.28082 | 2.89874 | 4.12795 | 4.3485 [|adaptor related protein complex 4 epsilon 1 subunit [Source:HGNchr15:512(NM_00125XM_01152|. NP_00123{XP_005254protein_coENSG0000(23431 573
AP4AM1 13.4294 | 11.5031 | 10.4376 | 9.47429 | 7.84074 | 9.16859 |adaptor related protein complex 4 mu 1 subunit [Source:HGNC Sychr7:99690NM_00472XM_01151]. NP_00471{XP_00525(protein_co ENSG0000{9179 574
AP4S1 3.25683 | 2.67471 | 2.60557 | 4.67117 | 4.60174 | 3.56525 |adaptor related protein complex 4 sigma 1 subunit [Source:HGN(chr14:3134NM_00112XM_01153|. NP_00112{XP_005267protein_co|ENSG0000(11154 575
AP5B1 8.85149 | 10.2076 | 9.51304 | 10.5262 | 11.0259 | 8.38897 |adaptor related protein complex 5 beta 1 subunit [Source:HGNC {chr11:6554NM_1383€. . NP_61237]. protein_co ENSG0000({91056 25104
AP5M1 11.3523 | 10.3257 | 12.5913 | 9.30396 | 13.1122 | 13.5524 |adaptor related protein complex 5 mu 1 subunit [Source:HGNC Sychr14:576NM_01822XM_01153)|. NP_06069XP_00672(protein_co ENSG0000(55745 20192
AP5S1 5.31748 | 6.60969 | 4.20972 | 6.39167 | 5.26837 | 4.26818 |adaptor related protein complex 5 sigma 1 subunit [Source:HGN{(chr20:380]NM_0012(. NP_00119]. protein_coENSG0000(55317 15875
AP571 8.67349 | 8.3357 | 7.59751 | 7.13762 | 5.08063 | 6.56589 |adaptor related protein complex 5 zeta 1 subunit [Source:HGNC §chr7:4815JNM_01485. . NP_05567(. protein_co ENSG0000({9907 22197
APAF1 5.38317 | 6.03454 | 7.61137 | 7.08465 | 8.86648 | 7.74218 |apoptotic peptidase activating factor 1 [Source:HGNC Symbol;Acdchr12:9904NM_0011€XM_01153|. NP_00115]XP_016874protein_co ENSG0000{317 576
APBA1 0.158313 | 0.102884 | 0.234873 | 0.210437 | 0.116453 | 0.288074 |[amyloid beta precursor protein binding family A member 1 [Sour{chr9:72047ZNM_0011¢XM_01701]. NP_001154XP_005252protein_co ENSG0000(320 578
APBA2 0.01836 | 0.040683 | 0.053816 0 0.064717 | 0.068645 |[amyloid beta precursor protein binding family A member 2 [Sour{chr15:2914NM_00113XM_01702|. NP_00112{XP_011519protein_coENSG0000{321 579
APBA3 11.9919 | 11.0547 | 9.52876 | 9.72283 | 8.15231 | 8.24446 |amyloid beta precursor protein binding family A member 3 [Sour{chr19:375(NM_0048§XM_00672|. . NP_00487]XP_006723protein_co ENSGO000({9546 580
APBB1 5.06651 | 5.95815 | 7.78773 | 7.96166 | 5.48667 | 5.78346 |amyloid beta precursor protein binding family B member 1 [Sourdchr11:641§NM_00116XM_01701|NR_04751]. NP_001154XP_00671protein_co ENSG0000{322 581
APBB1IP 0 0 0 0 0 0 amyloid beta precursor protein binding family B member 1 interalchr10:2673NM_01904XM_01151]. NP_061914XP_006717protein_coENSG0000(54518 17379
APBB2 13.7034 | 13.4324 | 15.5796 | 9.09712 | 10.6238 | 15.9315 |amyloid beta precursor protein binding family B member 2 [Sour{chr4:40813NM_0011€XM_01700|. . NP_00115{XP_00524dprotein_coENSG0000(323 582
APBB3 5.80886 | 5.3435 | 6.51328 | 2.86403 | 3.64013 | 5.31498 |amyloid beta precursor protein binding family B member 3 [Sour{chr5:13993NM_0060Y. NR_10688. NP_00604]. protein_co ENSG0000{10246549920708
APC 4.72506 | 4.65681 | 4.74714 | 4.31638 | 5.23489 | 4.57254 |APC, WNT signaling pathway regulator [Source:HGNC Symbol;Acqchr5:11203NM_00003. . NP_00002. protein_co ENSG0000({324 583
APC2 0.212707 | 0.220464 | 0.297633 | 0.155616 | 0.241176 | 0.21099 [APC2, WNT signaling pathway regulator [Source:HGNC Symbol;Adchr19:145(NM_0058¢§XM_00672|. NP_00587{XP_005259protein_co ENSG0000({10297 24036
APCDD1 0 0 0 0 0 0 APC down-regulated 1 [Source:HGNC Symbol;Acc:HGNC:15718] |chr18:104§NM_1530(. NP_69454Y. protein_co|ENSG0000(147495 15718
APCDD1L 0 0 0 0 0 0 APC down-regulated 1 like [Source:HGNC Symbol;Acc:HGNC:2689chr20:5703NM_1533¢. NP_00129]. protein_col[ENSG0000{164284 |26892
APCS 0 0 0 0 0 0 amyloid P component, serum [Source:HGNC Symbol;Acc:HGNC:5{chr1:15954NM_00163. . NP_00163(. protein_co ENSG0000{325 584
APEH 80.4332 | 79.3885 | 86.2306 104.8 86.6407 | 96.5611 |acylaminoacyl-peptide hydrolase [Source:HGNC Symbol;Acc:HGN|chr3:49711NM_00164XM_01153|. NP_00163]XP_005269protein_co ENSG0000(327 586
APELA 0 0 0 0 0 0 apelin receptor early endogenous ligand [Source:HGNC Symbol;A{chr4:16574YNM_00129. . NP_001284XP_016863protein_co ENSG0000{10050601348925
APEX1 230.617 222.6 191.785 | 240.66 | 212.464 | 168.537 |apurinic/apyrimidinic endodeoxyribonuclease 1 [Source:HGNC Sy|chr14:2092NM_00124XM_00526. NP_00123]XP_005267protein_co|ENSG0000(328 587
APEX2 16.6142 | 18.2745 | 19.5702 | 19.7353 | 16.1928 | 14.7737 |apurinic/apyrimidinic endodeoxyribonuclease 2 [Source:HGNC Sy|chrX:5502NM_0144¢. . NP_05529¢. protein_co ENSG0000{27301 17889
APH1A 97.8181 | 97.5373 | 87.9365 | 94.7582 | 76.9449 | 78.8172 |aph-1 homolog A, gamma-secretase subunit [Source:HGNC Symb|chr1:15023NM_00107XM_00671{. NP_00107{. protein_coENSG0000({51107 29509
APH1B 2.33995 | 3.31865 | 4.0932 | 2.14927 | 2.51455 | 3.71838 [aph-1 homolog B, gamma-secretase subunit [Source:HGNC Symb{chr15:635NM_00114. . NP_001134. protein_co ENSG0000(83464 24080
API5 58.5385 | 61.7972 59.299 60.9159 [ 70.4603 | 63.5619 [apoptosis inhibitor 5 [Source:HGNC Symbol;Acc:HGNC:594] chr11:4333NM_00114XM_01701]. NP_00113¢XP_006714protein_colENSG0000({8539 594
APIP 21.4284 | 20.8814 | 22.478 17.717 | 19.4325 | 22.7187 |APAF1 interacting protein [Source:HGNC Symbol;Acc:HGNC:1758|chr11:349(NM_01595. NP_05704]. protein_coENSG0000(51074 17581
APITD1 15.148 14.6384 | 8.93643 | 15.8743 | 15.8007 | 11.0329 |apoptosis-inducing, TAF9-like domain 1 [Source:HGNC Symbol;Ac/chr1:10490NM_19929. NP_95498{. protein_co ENSG0000{378708 23163
APITD1-CORT 5.59505 | 7.36781 | 4.79058 6.2808 | 4.91818 [ 4.6665 |APITD1-CORT readthrough [Source:HGNC Symbol;Acc:HGNC:3884chr1:10490NM_00124. NP_00123(. protein_coENSG0000(10052673938843
APLF 0.710821 | 0.701702 | 0.674239 | 0.316552 | 0.370978 | 0.534785 |aprataxin and PNKP like factor [Source:HGNC Symbol;Acc:HGNC:4chr2:6887(NM_1389€. NP_620414. protein_co ENSG0000{200558 28724
APLN 0.525528 | 0.448315 | 0.359412 | 0.302113 | 0.347563 | 0.088035 |apelin [Source:HGNC Symbol;Acc:HGNC:16665] chrX:12877NM_01741. NP_059104. protein_co ENSG0000{8862 16665
APLNR 0 0 0 0 0 0 apelin receptor [Source:HGNC Symbol;Acc:HGNC:339] chr11:5700NM_0051€. NP_00515]. protein_coENSG0000(187 339
APLP1 12.2231 | 12.8154 19.801 15.021 13.5893 | 13.7991 |amyloid beta precursor like protein 1 [Source:HGNC Symbol;Acc:iichr19:3639NM_00102. NP_001014. protein_coENSG0000(333 597
APLP2 91.7586 | 97.171 | 104.424 | 113.34 | 109.262 | 130.036 |amyloid beta precursor like protein 2 [Source:HGNC Symbol;Acc:chr11:1294NM_00114. . NP_00113]. protein_co ENSG0000(334 598
APMAP 65.2679 | 66.0127 | 59.4395 | 81.3058 | 75.1921 | 74.9353 |adipocyte plasma membrane associated protein [Source:HGNC Sychr20:2494NM_02053XM_00526)|. NP_06539]XP_00526(protein_co ENSGO000({57136 13238
APOA1 0.094426 0 0.27172 0 0.555458 | 0.236858 |apolipoprotein Al [Source:HGNC Symbol;Acc:HGNC:600] chr11:1167NM_00003XM_00527|. NP_00003(XP_00527]protein_co ENSG0000{335 600
APOA2 0.237269 0 0.216807 0 0.283417 0 apolipoprotein A2 [Source:HGNC Symbol;Acc:HGNC:601] chrl:1611{NM_00164. NP_001634. protein_coENSG0000(336 601
APOA4 0 0.041567 0 0 0 0 apolipoprotein A4 [Source:HGNC Symbol;Acc:HGNC:602] chr11:116§NM_0004§. NP_00047]. protein_co ENSG0000(337 602
APOAS 0 0 0 0.044692 | 0.048357 0 apolipoprotein A5 [Source:HGNC Symbol;Acc:HGNC:17288] chr11:116NM_0011€. . NP_00116(XP_016872protein_co ENSG0000{116519 |17288
APOB 0 0 0 0 0 0 apolipoprotein B [Source:HGNC Symbol;Acc:HGNC:603] chr2:21224NM_0003§XM_01153). NP_00037Y. protein_coENSG0000(338 603
APOBEC1 0 0 0 0 0.112605 0 apolipoprotein B mRNA editing enzyme catalytic subunit 1 [Sourc/chr12:780JNM_0013(. NP_00129]. protein_coENSG0000(339 604
APOBEC2 0 0 0 0 0 0 apolipoprotein B mRNA editing enzyme catalytic subunit 2 [Sourd/chr6:4102]NM_0067§. NP_00678(. protein_co ENSG0000{10930 605
APOBEC3A 4,58E-27 | 2.65E-33 | 1.29E-33 | 1.25E-60 | 3.27E-57 | 7.73E-55 |apolipoprotein B mRNA editing enzyme catalytic subunit 3A [Soufchr22:3934NM_00127. NP_00125]. protein_co ENSG0000{10091318717343
APOBEC3B 24.7719 | 24.3227 | 10.8868 | 15.3696 | 11.3338 | 7.8952 [apolipoprotein B mRNA editing enzyme catalytic subunit 3B [Soufchr22:3934NM_00127. NP_00125]. protein_co ENSG0000({9582 17352
APOBEC3C 35.3541 | 36.6831 | 45.1546 34.481 34.0891 | 26.4355 |apolipoprotein B mRNA editing enzyme catalytic subunit 3C [Soufchr22:394]NM_0145(. . NP_055321. protein_coENSG0000({27350 17353
APOBEC3D 1.07064 | 0.940821| 1.18641 | 1.46686 | 1.18537 | 0.993714 |apolipoprotein B mRNA editing enzyme catalytic subunit 3D [Sou{chr22:3941NM_15242XM_00526]. NP_68963{XP_005261protein_co|ENSG0000({140564 17354
APOBEC3F 5.46082 | 5.70098 | 5.09968 | 2.88273 | 2.97014 | 4.7414 |apolipoprotein B mRNA editing enzyme catalytic subunit 3F [Sour|chr22:3943NM_0010(XM_01152]. NP_001004XP_011524protein_co|ENSG0000({200316 17356




APOBEC3G 0.220612 | 0.037683 | 0.339385 0 0.083306 | 0.038389 |apolipoprotein B mRNA editing enzyme catalytic subunit 3G [Sou{chr22:3943NM_02182XM_00672|. NP_06859{XP_006724protein_co ENSG0000({60489 17357
APOBEC3H 2.55689 | 2.41655 | 4.15982 | 3.59869 | 2.29393 | 1.28182 |apolipoprotein B mRNA editing enzyme catalytic subunit 3H [Sou{chr22:3944NM_0011¢XM_01152]. NP_00115{XP_011524protein_co|ENSG0000(164668 24100
APOBEC4 0 0 0 0 0 0 apolipoprotein B mRNA editing enzyme catalytic polypeptide like[chr1:1836(NM_20345. NP_98227. protein_co ENSG0000{403314  |32152
APOBR 0.042458 | 0.013807 | 0.050043 | 0.045178 0 0.079844 [apolipoprotein B receptor [Source:HGNC Symbol;Acc:HGNC:2408[chr16:2844NM_01869. . NP_06116(. protein_co ENSG0000{55911 24087
APOC1 0.464229 | 0.149587 | 0.434833 | 0.405149 0 0.16861 |apolipoprotein C1 [Source:HGNC Symbol;Acc:HGNC:607] chr19:4541NM_00132XM_00525|. NP_001301XP_005254protein_co|ENSG0000(341 607
APOC2 0 0 0 0 0 0 apolipoprotein C2 [Source:HGNC Symbol;Acc:HGNC:609] chr19:4544. . . . protein_co ENSG0O000(. 609
APOC3 0 0 0 0 0 0 apolipoprotein C3 [Source:HGNC Symbol;Acc:HGNC:610] chr11:116jNM_00004. NP_00003]. protein_co ENSG0000({345 610
APOC4 0 0 0 0 0 0 apolipoprotein C4 [Source:HGNC Symbol;Acc:HGNC:611] chr19:4544NM_00164. NP_00163]. protein_coENSG0000(346 611
APOC4-APOC2 0 0 0 0 0 0 APOC4-APOC2 readthrough (NMD candidate) [Source:HGNC Sym|chr19:4544NM_0004§. NP_00047{. protein_coENSG0000(344 44426
APOD 0.732939 | 0.962005 | 1.26862 | 0.955044 | 0.452447 | 0.826157 |apolipoprotein D [Source:HGNC Symbol;Acc:HGNC:612] chr3:19524NM_00164. NP_00163{. protein_coENSG0000(347 612
APOE 0.351802 | 0.914993 | 1.42382 | 1.7543 | 0.421011 | 1.82479 |apolipoprotein E [Source:HGNC Symbol;Acc:HGNC:613] chr19:454(NM_00004. NP_00003]. protein_co ENSG0000(348 613
APOF 0 0 0 0 0 0 apolipoprotein F [Source:HGNC Symbol;Acc:HGNC:615] chr12:5679NM_00163. NP_001624. protein_coENSG0000{319 615
APOH 0 0 0 0 0 0 apolipoprotein H [Source:HGNC Symbol;Acc:HGNC:616] chr17:642((NM_00004. . NP_00003{. protein_coENSG0000(350 616
APOL1 0.210528 | 0.298731 | 0.215754 | 0.148238 | 0.204825 | 0.129024 |apolipoprotein L1 [Source:HGNC Symbol;Acc:HGNC:618] chr22:3664NM_00113XM_00526|. NP_00113(XP_005261protein_coENSG0000{8542 618
APOL2 8.14707 | 7.18046 | 5.20125 | 5.01404 | 4.70186 | 3.33409 |apolipoprotein L2 [Source:HGNC Symbol;Acc:HGNC:619] chr22:3664NM_0308¢XM_01702. NP_11209]XP_011524protein_co ENSG0000({23780 619
APOL3 0.375281 | 0.609887 0 0.361673 | 0.364332 | 0.201289 [apolipoprotein L3 [Source:HGNC Symbol;Acc:HGNC:14868] chr22:365JNM_01434XM_01702|. NP_055164XP_006724protein_co ENSGO000({80833 14868
APOL4 0 0 0 0 0 0.020976 [apolipoprotein L4 [Source:HGNC Symbol;Acc:HGNC:14867] chr22:365§NM_03064. NP_08514(. protein_co ENSG0000(80832 14867
APOL5 0 0 0 0 0 0 apolipoprotein L5 [Source:HGNC Symbol;Acc:HGNC:14869] chr22:3611NM_03064. . . . protein_co ENSG0000({80831 14869
APOL6 0.751426 | 0.647582 | 0.218101 | 0.229588 | 0.322123 | 0.538753 |apolipoprotein L6 [Source:HGNC Symbol;Acc:HGNC:14870] chr22:3604NM_03064XM_01153). NP_085144XP_011524protein_co ENSGO000({80830 14870
APOLD1 1.3607 1.18578 | 0.969901 | 1.60085 | 1.86932 | 3.4323 |apolipoprotein L domain containing 1 [Source:HGNC Symbol;Acc:|chr12:1284NM_00113. . NP_00112{. protein_coENSG0000(81575 25268
APOM 1.94794 | 2.32798 | 1.08184 | 0.916496 | 1.56295 | 1.39367 |apolipoprotein M [Source:HGNC Symbol;Acc:HGNC:13916] chr6:3160§NM_00125XM_00671]. NP_00124{XP_006719protein_coENSG0000(55937 13916
APOO 13.9772 | 15.4919 | 14.5593 | 17.9537 | 17.8411 | 16.9824 |apolipoprotein O [Source:HGNC Symbol;Acc:HGNC:28727] chrX:2385]NM_02412XM_01154]. NP_077021XP_011543protein_coENSG0000(79135 28727
APOOL 7.09272 | 6.28648 | 6.62848 | 7.11683 6.6182 7.90091 [apolipoprotein O like [Source:HGNC Symbol;Acc:HGNC:24009]  |chrX:8425¢4NM_19845XM_01153(. NP_94085]XP_011529protein_co ENSG0000({139322 24009
APOPT1 13.896 10.2119 | 10.2839 | 12.3188 | 11.5114 | 12.1252 |apoptogenic 1, mitochondrial [Source:HGNC Symbol;Acc:HGNC:2|chr14:1040NM_0013(. NP_001284. protein_co [ ENSG0000(84334 20492
APP 96.6501 | 104.214 | 116.617 | 81.8078 | 80.3874 | 83.1144 |amyloid beta precursor protein [Source:HGNC Symbol;Acc:HGNC{chr21:272§NM_0004§. . NP_00047Y. protein_coENSG0000(351 620
APPBP2 9.79603 | 9.37974 | 12.7888 | 9.60703 | 12.8273 | 14.8355 |amyloid beta precursor protein binding protein 2 [Source:HGNC §chr17:585JNM_0012§XM_01152]. NP_00126YXP_011522protein_co|ENSG0000(10513 622
APPL1 8.73013 | 9.39103 | 9.24476 | 8.41871 | 10.0735 | 10.7524 |adaptor protein, phosphotyrosine interacting with PH domain an{chr3:5726]NM_01209XM_01153|. NP_03622{XP_01153]protein_co ENSGO000{26060 24035
APPL2 9.6397 | 9.37567 | 11.5889 [ 8.6808 | 9.29929 | 10.6383 |adaptor protein, phosphotyrosine interacting with PH domain an{chr12:1059NM_00125XM_01153|. NP_00123{XP_006719protein_coENSG0000({55198 18242
APRT 228.539 | 220.874 | 196.532 | 247.353 | 185.978 | 193.957 [adenine phosphoribosyltransferase [Source:HGNC Symbol;Acc:H{chr16:8881NM_0004¢g. . NP_00047(. protein_coENSG0000(353 626
APTX 30.4268 | 25.0723 | 24.9525 | 35.9192 | 32.3217 | 27.162 |aprataxin [Source:HGNC Symbol;Acc:HGNC:15984] chr9:329734NM_0011¢XM_01701]. NP_00118XP_00671fprotein_coENSG0000(54840 15984
AQP1 0.527495 | 0.758556 | 1.04375 | 1.18004 | 0.825562 | 0.899006 (aquaporin 1 (Colton blood group) [Source:HGNC Symbol;Acc:HGNchr7:3081JNM_0011§. . NP_00117]. protein_co ENSG0000{358 633
AQP10 0 0 0 0 0 0 aquaporin 10 [Source:HGNC Symbol;Acc:HGNC:16029] chr1:15424NM_08042XM_01151]. NP_536354XP_01150gprotein_co ENSGO000({89872 16029
AQP11 0.2948 | 0.101766 [ 0.29537 | 0.109685 | 0.219992 | 0.049572 [aquaporin 11 [Source:HGNC Symbol;Acc:HGNC:19940] chr11:773(NM_17303. NP_76662]. protein_coENSG0000(282679 19940
AQP12A 0 0 0 0 0 0 aquaporin 12A [Source:HGNC Symbol;Acc:HGNC:19941] chr2:24163NM_19899. NP_945344. protein_col[ENSG0000{375318 |19941
AQP12B 0 0 0 0 0 0 aquaporin 12B [Source:HGNC Symbol;Acc:HGNC:6096] chr2:2416JNM_0011(. NP_00109Y. protein_coENSG0000({653437 |6096
AQP2 0 0 0 0 0.021982 0 aquaporin 2 [Source:HGNC Symbol;Acc:HGNC:634] chr12:5034NM_0004¢. NP_00047]. protein_co ENSG0000(359 634
AQP3 3.13774 | 2.56038 | 4.72546 | 2.80522 | 2.60445 | 2.16872 |aquaporin 3 (Gill blood group) [Source:HGNC Symbol;Acc:HGNC:chr9:3344]1NM_00492. . NP_00491(. protein_coENSG0000(360 636
AQP4 0.111232 0 0.0443 0 0 0 aquaporin 4 [Source:HGNC Symbol;Acc:HGNC:637] chr18:2443NM_00131XM_01152]. NP_001304{XP_011524protein_co ENSG0000{361 637
AQP5 0.066108 0 0 0 0.231496 | 0.073541 |aquaporin 5 [Source:HGNC Symbol;Acc:HGNC:638] chr12:5034NM_00165. NP_00164]. protein_co ENSG0000{362 638
AQP6 0.035888 0 0.031062 | 0.210982 | 0.15285 | 0.038421 |aquaporin 6 [Source:HGNC Symbol;Acc:HGNC:639] chr12:503¢NM_00165. . NP_00164{. protein_co ENSG0000{363 639
AQP7 0.153781 0 0 0 0 0.163347 |aquaporin 7 [Source:HGNC Symbol;Acc:HGNC:640] chr9:33384NM_00117XM_01151]. NP_00116]XP_005251protein_coENSG0000(364 640
AQP8 0 0.136208 0 0 0 0 aquaporin 8 [Source:HGNC Symbol;Acc:HGNC:642] chr16:2522NM_0011€¢XM_01154. NP_00116(XP_011544protein_co ENSG0000(343 642
AQP9 0 0 0 0 0 0 aquaporin 9 [Source:HGNC Symbol;Acc:HGNC:643] chr15:5824NM_0209¢. NP_00130]. protein_co ENSG0000{366 643
AQR 5.47086 | 5.42742 | 5.79812 | 8.38064 | 10.2035 | 9.21966 |aquarius intron-binding spliceosomal factor [Source:HGNC Symbdchr15:3514NM_01469. NP_05550(. protein_coENSG0000({9716 29513
AR 0 0.046332 0 0 0 0 androgen receptor [Source:HGNC Symbol;Acc:HGNC:644] chrX:66763NM_00004. . NP_00003Y. protein_coENSG0000(367 644
ARAF 18.3285 | 19.5067 | 17.4567 | 22.8433 | 18.9175 | 15.1039 |A-Raf proto-oncogene, serine/threonine kinase [Source:HGNC Sy{chrX:4742(NM_00129XM_01154]. NP_00124{XP_006724protein_co| ENSG0000(369 646
ARAP1 16.3357 17.691 18.325 16.5782 | 15.9381 | 14.3226 |ArfGAP with RhoGAP domain, ankyrin repeat and PH domain 1 [S|chr11:7234NM_00104. . NP_00103]. protein_co ENSG0000{116985 16925
ARAP2 2.57733 | 2.52655 | 3.32637 | 1.26708 | 2.09952 | 2.58848 |ArfGAP with RhoGAP domain, ankyrin repeat and PH domain 2 [S|chr4:3606]NM_01523XM_01700]. NP_056044XP_016863protein_co ENSG0000(116984 16924
ARAP3 5.48605 | 5.10921 | 6.36991 | 6.19489 | 6.16933 | 4.62125 |ArfGAP with RhoGAP domain, ankyrin repeat and PH domain 3 [S|chr5:1410{NM_0224§XM_01153|. NP_07192¢XP_005264protein_coENSG0000(64411 24097
ARC 8.46952 | 9.2716 | 8.88456 | 8.62209 | 7.45015 | 8.51301 |activity regulated cytoskeleton associated protein [Source:HGNC |chr8:14364NM_01519. . NP_056004. protein_co[ENSG0000{23237 648
ARCN1 96.788 | 97.0501 | 99.4672 | 89.1341 | 102.361 | 100.448 |archain 1 [Source:HGNC Symbol;Acc:HGNC:649] chr11:1184NM_00114XM_00527|. NP_001134XP_00527]protein_co ENSG0000{372 649
AREG 20.6918 | 23.3855 | 24.3032 | 47.0465 | 42.5242 | 73.0945 |amphiregulin [Source:HGNC Symbol;Acc:HGNC:651] chr4:7531(NM_00165. NP_00164{. protein_co ENSG0000{374 651
AREGB 0 0 0 0 0 0.056495 [amphiregulin B [Source:HGNC Symbol;Acc:34509] chr4:7548(. . . . . protein_coENSG0000(374 34509
AREL1 21.3655 | 23.3946 | 20.0705 | 20.5759 | 21.4613 | 18.2479 |apoptosis resistant E3 ubiquitin protein ligase 1 [Source:HGNC Sy|chr14:7513NM_00103XM_01153]. . NP_001034XP_005264protein_co|ENSG0000({9870 20363
ARF1 291.255 | 293.332 252.28 345.144 | 303.885 | 279.198 |ADP ribosylation factor 1 [Source:HGNC Symbol;Acc:HGNC:652] |chr1:22827NM_00102. NR_03741]. NP_001014. protein_co ENSG0000{10050081(|652
ARF3 79.9858 | 78.8496 | 86.3832 | 69.7414 | 66.7485 | 73.1978 |ADP ribosylation factor 3 [Source:HGNC Symbol;Acc:HGNC:654] |chr12:4924NM_00165XM_01153]. NP_00165(XP_005264protein_co ENSG0000{377 654
ARF4 134.791 | 131.307 | 126.095 | 141.105 | 129.423 | 137.049 |ADP ribosylation factor 4 [Source:HGNC Symbol;Acc:HGNC:655] |chr3:5755yNM_0016€|. NP_00165]. protein_coENSG0000(378 655
ARF5 203.338 | 188.602 | 225.707 | 145.506 | 117.452 | 157.771 |ADP ribosylation factor 5 [Source:HGNC Symbol;Acc:HGNC:658] |chr7:12723NM_0016€. NP_00165{. protein_coENSG0000(381 658
ARF6 53.0511 | 58.3438 | 46.8954 | 58.2645 | 61.7555 | 69.037 |ADP ribosylation factor 6 [Source:HGNC Symbol;Acc:HGNC:659] |chr14:503NM_0016€. NP_001654. protein_co ENSG0000(382 659




ARFGAP1 26.6913 | 26.0558 [ 30.5009 [ 30.1492 | 27.0669 19.875 |ADP ribosylation factor GTPase activating protein 1 [Source:HGN{chr20:619(NM_0012¢§XM_01152|NR_10402]. NP_00126{XP_006723protein_coENSG0000(55738 15852
ARFGAP2 29.5397 | 29.9852 | 23.3547 | 33.1299 | 28.1894 | 20.0268 |ADP ribosylation factor GTPase activating protein 2 [Source:HGN{chr11:469§NM_00124XM_01701]. NP_00122{XP_005253protein_coENSG0000(84364 13504
ARFGAP3 7.92615 | 7.17524 | 11.8434 | 7.81454 | 8.10817 | 9.96436 |ADP ribosylation factor GTPase activating protein 3 [Source:HGN{chr22:4319YNM_00114XM_00526|. NP_00113{XP_005261protein_co ENSG0000(26286 661
ARFGEF1 5.80498 | 5.53845 | 6.10778 | 4.42492 | 6.20105 | 6.20321 |ADP ribosylation factor guanine nucleotide exchange factor 1 [So|chr8:68109NM_00642XM_01151{. NP_00641{XP_00525]protein_coENSG0000({10565 15772
ARFGEF2 9.17217 | 9.69127 | 8.68742 | 7.69279 | 8.75003 | 8.56072 |ADP ribosylation factor guanine nucleotide exchange factor 2 [So|chr20:4753NM_00642XM_00526]. NP_00641]XP_00526(protein_co ENSG0000(10564 15853
ARFGEF3 1.87627 | 1.80694 | 1.98705 | 1.00899 | 1.24008 | 1.17745 |ARFGEF family member 3 [Source:HGNC Symbol;Acc:HGNC:21211chr6:1384§NM_02034. . NP_06507{. protein_coENSG0000(57221 21213
ARFIP1 15.6063 | 18.1262 | 17.1748 | 17.3858 | 19.7482 | 20.6598 |ADP ribosylation factor interacting protein 1 [Source:HGNC Symb|chr4:1537(NM_00102XM_01153). NP_00102(XP_01153(protein_coENSG0000(27236 21496
ARFIP2 45.2057 | 45.5737 | 53.3627 | 43.0231 | 37.6655 | 36.0982 |ADP ribosylation factor interacting protein 2 [Source:HGNC Symb|chr11:649§NM_00124XM_00525|. NP_00122¢XP_005252protein_co ENSG0000({23647 17160
ARFRP1 25.922 25.8033 | 19.5695 | 15.8847 | 15.1204 | 11.2862 [ADP ribosylation factor related protein 1 [Source:HGNC Symbol;Achr20:6237NM_00113XM_01152|. NP_00112{XP_01152€fprotein_coENSG0000({10139 662
ARG1 0 0 0 0 0 0 arginase 1 [Source:HGNC Symbol;Acc:HGNC:663] chr6:13184NM_00004. NP_00003f. protein_co ENSG0000(383 663
ARG2 6.56024 | 6.90543 | 4.58852 | 9.29056 | 8.42031 11.392 |arginase 2 [Source:HGNC Symbol;Acc:HGNC:664] chr14:680§NM_00117. . NP_00116]. protein_co ENSG0000{384 664
ARGFX 0 0 0 0 0 0 arginine-fifty homeobox [Source:HGNC Symbol;Acc:HGNC:30146]chr3:1212§NM_00101XM_00524]. NP_00101]XP_005247protein_co ENSGO000{503582 30146
ARGLU1 37.0626 | 39.8953 | 37.8881 | 39.646 | 35.0207 | 34.7362 [arginine and glutamate rich 1 [Source:HGNC Symbol;Acc:HGNC:2{chr13:107JNM_01801. . NP_06048]. protein_co ENSG0000(55082 25482
ARHGAP1 19.5183 | 19.7848 | 19.7877 | 18.2844 | 17.1576 | 13.1729 |Rho GTPase activating protein 1 [Source:HGNC Symbol;Acc:HGN(chr11:4669NM_0043((XM_01152]. NP_00429{XP_011514protein_co|ENSG0000(392 673
ARHGAP10 7.3729 | 8.02139 | 8.14801 | 10.2707 | 9.20534 | 8.50978 |Rho GTPase activating protein 10 [Source:HGNC Symbol;Acc:HGNchr4:14865NM_0246(XM_01153|. NP_07888{XP_005263protein_co ENSG0000(79658 26099
ARHGAP11A 26.0097 | 24.1758 | 27.1142 | 30.3039 | 45.4821 | 33.3513 |Rho GTPase activating protein 11A [Source:HGNC Symbol;Acc:HG|chr15:329(NM_0012§XM_01152]. . NP_001271XP_01152(protein_co ENSG0000({9824 15783
ARHGAP11B 3.13206 | 2.64426 | 3.58657 | 3.57149 | 3.85631 | 4.60588 |Rho GTPase activating protein 11B [Source:HGNC Symbol;Acc:HG|chr15:3091NM_00103. NR_03825]. NP_001034. protein_coENSG0000(10028863715782
ARHGAP12 29.3185 28.997 32.7692 | 27.8223 | 35.0342 | 37.5093 |Rho GTPase activating protein 12 [Source:HGNC Symbol;Acc:HGNchr10:3209NM_00127XM_01151]. NP_001251XP_005252protein_coENSG0000(94134 16348
ARHGAP15 0 0 0 0 0 0 Rho GTPase activating protein 15 [Source:HGNC Symbol;Acc:HGNchr2:14384NM_0184€XM_01700]. NP_06093(XP_011509protein_co ENSGO000{55843 21030
ARHGAP17 10.9912 | 11.8543 | 10.2424 | 11.8542 | 12.3827 | 10.0008 |Rho GTPase activating protein 17 [Source:HGNC Symbol;Acc:HGNchr16:2493NM_00100XM_01154]. NP_001004XP_011544protein_co ENSG0000({55114 18239
ARHGAP18 27.8902 | 28.6066 | 28.1831 | 38.3775 | 42.9225 | 48.7863 |Rho GTPase activating protein 18 [Source:HGNC Symbol;Acc:HGNchr6:1298YNM_03351XM_00526]. NP_27705(XP_005267protein_co|ENSG0000(93663 21035
ARHGAP19 11.7621 | 11.9275 | 13.0524 15.171 16.1567 | 18.5761 |Rho GTPase activating protein 19 [Source:HGNC Symbol;Acc:HGNchr10:989§NM_0012(. . NP_00119]. protein_co ENSG0000(84986 23724
ARHGAP20 0 0 0.011174 0 0 0 Rho GTPase activating protein 20 [Source:HGNC Symbol;Acc:HGNchr11:1104NM_00125XM_00671]. NP_001244XP_005271protein_co ENSGO000{57569 18357
ARHGAP21 9.63759 9.1559 9.26545 | 9.09624 10.04 10.1678 [Rho GTPase activating protein 21 [Source:HGNC Symbol;Acc:HGNchr10:2481NM_02082XM_01701]. NP_065874XP_005252protein_co ENSG0000({57584 23725
ARHGAP22 5.05066 | 4.08928 | 4.48774 | 5.47302 | 4.82404 | 3.28039 |Rho GTPase activating protein 22 [Source:HGNC Symbol;Acc:HGNchr10:4969NM_00125XM_01154,. NP_001241XP_00527(protein_co ENSG0000(58504 30320
ARHGAP23 7.32229 | 7.51268 | 8.50251 | 7.16258 | 7.21644 | 6.04203 |Rho GTPase activating protein 23 [Source:HGNC Symbol;Acc:HGNchr17:365§NM_0011¢XM_01152]. NP_00118¢XP_006722protein_coENSG0000(57636 29293
ARHGAP24 0.513735| 0.65507 | 0.979781| 0.21466 | 0.240873 | 0.475434 [Rho GTPase activating protein 24 [Source:HGNC Symbol;Acc:HGNchr4:8639¢NM_00102XM_01153|. NP_00102(XP_005263protein_coENSG0000(83478 25361
ARHGAP25 0 0 0 0 0 0.030463 [Rho GTPase activating protein 25 [Source:HGNC Symbol;Acc:HGNchr2:6896]NM_0010((XM_01153|. NP_00100]XP_005264protein_co ENSG0000({9938 28951
ARHGAP26 5.39377 | 5.49741 | 6.38571 | 6.70813 | 7.61009 | 7.87735 |Rho GTPase activating protein 26 [Source:HGNC Symbol;Acc:HGNchr5:14214{NM_00113XM_00526|. NP_00112{XP_005264protein_coENSG0000(23092 17073
ARHGAP27 17.7478 | 17.7159 | 17.9812 | 18.8833 | 18.9434 | 16.0059 |Rho GTPase activating protein 27 [Source:HGNC Symbol;Acc:HGNchr17:4343NM_0012§XM_01152. NP_00126{XP_005257protein_co|ENSG0000{201176 31813
ARHGAP28 0 0 0 0 0 0 Rho GTPase activating protein 28 [Source:HGNC Symbol;Acc:HGNchr18:6724NM_0010]XM_00525|. NP_00101(XP_005254protein_co ENSGO000{79822 25509
ARHGAP29 51.822 50.3825 73.473 40.0733 | 52.4863 | 55.8551 |Rho GTPase activating protein 29 [Source:HGNC Symbol;Acc:HGNchr1:94633NM_00481XM_01154. NP_001314XP_01154(0protein_coENSG0000({9411 30207
ARHGAP30 0.014504 | 0.01988 | 0.102019 | 0.085007 | 0.100055 | 0.10959 |Rho GTPase activating protein 30 [Source:HGNC Symbol;Acc:HGNchr1:1610JNM_00102XM_01150]. NP_00102(XP_005249protein_co|ENSG0000({257106 27414
ARHGAP31 0.69301 | 0.881671 | 0.735808 | 0.561097 | 0.552709 | 0.759907 |Rho GTPase activating protein 31 [Source:HGNC Symbol;Acc:HGNchr3:1190]NM_02075XM_00671). NP_06580{XP_006713protein_co|ENSG0000(57514 29216
ARHGAP32 4.81776 | 5.29258 | 5.19015 | 4.43902 | 5.62085 | 6.73654 |Rho GTPase activating protein 32 [Source:HGNC Symbol;Acc:HGNchr11:1284NM_00114XM_01701]. NP_00113¢XP_005271protein_co ENSG0000({9743 17399
ARHGAP33 2.60734 | 2.94336 | 3.22677 | 3.92025 | 3.41109 | 2.98446 |Rho GTPase activating protein 33 [Source:HGNC Symbol;Acc:HGNchr19:362NM_00117XM_01152]. NP_001164XP_005254protein_co ENSG0000({115703 23085
ARHGAP35 14.2569 15.185 14.969 15.294 15.7065 | 16.9282 [Rho GTPase activating protein 35 [Source:HGNC Symbol;Acc:HGNchr19:4743NM_00449XM_01702]. NP_00448]XP_011529protein_co|ENSG0000{2909 4591
ARHGAP36 0 0 0 0 0 0 Rho GTPase activating protein 36 [Source:HGNC Symbol;Acc:HGNchrX:13014NM_0012§XM_01153). NP_00126{XP_006724protein_co|ENSG0000{158763 |26388
ARHGAP39 8.56654 | 9.75524 | 9.79176 | 9.46788 | 8.10377 | 7.88328 |Rho GTPase activating protein 39 [Source:HGNC Symbol;Acc:HGNchr8:14579NM_0013(XM_01701|. NP_001294XP_005272protein_co ENSG0000({80728 29351
ARHGAP4 17.1584 | 17.0765 | 21.0301 | 20.9844 | 18.5079 12.822 |Rho GTPase activating protein 4 [Source:HGNC Symbol;Acc:HGN(chrX:15317NM_0011€. NP_00115{. protein_co ENSG0000{393 674
ARHGAP40 1.20999 | 1.00195 | 1.27625 | 0.87547 | 0.707121| 1.68797 |Rho GTPase activating protein 40 [Source:HGNC Symbol;Acc:HGNchr20:3723NM_0011€. . NP_00115]. protein_coENSG0000(343578 16226
ARHGAP42 2.48604 | 2.46394 | 3.00312 | 2.35348 | 2.88264 | 3.41897 |Rho GTPase activating protein 42 [Source:HGNC Symbol;Acc:HGNchr11:100§NM_15243XM_01154. NP_68964{XP_01154(protein_co|ENSG0000(143872 26545
ARHGAP44 3.01997 | 2.89142 | 3.04519 | 3.25835 | 2.85963 | 3.34722 |Rho GTPase activating protein 44 [Source:HGNC Symbol;Acc:HGNchr17:1264NM_00132XM_00672. NP_001304XP_00525fprotein_co ENSG0000({9912 29096
ARHGAP45 7.30443 | 7.74204 | 8.52763 | 7.10347 | 5.85761 | 5.83218 |Rho GTPase activating protein 45 [Source:HGNC Symbol;Acc:HGNchr19:106§NM_00125XM_01152]. NP_001244XP_006722protein_co ENSG0000({23526 17102
ARHGAPS 11.738 13.7049 | 12.9026 [ 12.8535 | 16.7109 | 19.0984 |Rho GTPase activating protein 5 [Source:HGNC Symbol;Acc:HGN(chr14:325{NM_00103XM_00526]. NP_00102{XP_005267protein_co|ENSG0000(394 675
ARHGAP6 0 0 0 0 0 0.021441 |Rho GTPase activating protein 6 [Source:HGNC Symbol;Acc:HGN(chrX:11159NM_0012§. NP_001274. protein_co ENSG0000{395 676
ARHGAP8 18.7709 | 18.2125 | 23.4526 | 23.2486 | 19.8666 | 19.1444 [Rho GTPase activating protein 8 [Source:HGNC Symbol;Acc:HGN({chr22:450§NM_00101. . NP_00101]. protein_coENSG0000(23779 677
ARHGAP9 0.21296 | 0.07063 | 0.030664 | 0.192104 0 0.077454 [Rho GTPase activating protein 9 [Source:HGNC Symbol;Acc:HGN(chr12:5784NM_0010§XM_01153|. NP_001071XP_005269protein_co ENSG0000({64333 14130
ARHGDIA 213.689 | 228.605 188.02 305.822 | 253.169 | 185.979 [Rho GDP dissociation inhibitor alpha [Source:HGNC Symbol;Acc:Hchr17:7984NM_0011§XM_01152]. NP_00117{XP_011521protein_co|ENSG0000(396 678
ARHGDIB 0.830887 | 0.74408 | 0.663112 | 1.95838 | 1.73557 | 0.884903 |Rho GDP dissociation inhibitor beta [Source:HGNC Symbol;Acc:H{chr12:1504NM_00117XM_01152. NP_001164XP_011514protein_co|ENSG0O000({397 679
ARHGDIG 0 0 0 0 0 0 Rho GDP dissociation inhibitor gamma [Source:HGNC Symbol;Acdchr16:330§NM_00117. . . NP_00116]. protein_co ENSG0000(398 680
ARHGEF1 27.3812 | 26.3941 | 29.1971 | 29.8242 | 25.5503 | 24.8412 |Rho guanine nucleotide exchange factor 1 [Source:HGNC Symbolfchr19:423§NM_0047(XM_01152|NR_135624. NP_00469]XP_005259protein_co ENSGO000{100505585681
ARHGEF10 12.9433 | 13.3301 | 17.857 11.6286 | 12.8248 | 13.9739 [Rho guanine nucleotide exchange factor 10 [Source:HGNC Symbdchr8:17721NM_0013(XM_01701{. NP_001294XP_00526€protein_co ENSG0000{9639 14103
ARHGEF10L 5.04299 | 5.01653 | 4.75619 | 5.31102 | 4.4335 4.52068 |Rho guanine nucleotide exchange factor 10 like [Source:HGNC Sy[chr1:1786NM_00103XM_01700]. NP_00101{XP_005249protein_coENSG0000(55160 25540
ARHGEF11 7.76231 | 8.30671 | 7.33889 | 6.89216 | 7.27042 | 7.01095 |Rho guanine nucleotide exchange factor 11 [Source:HGNC Symbdchr1:1569(NM_0147§XM_01700]. NP_05559XP_005249protein_co ENSGO000({9826 14580
ARHGEF12 25.4595 | 28.4389 | 26.4924 | 29.2372 33.266 38.1639 |Rho guanine nucleotide exchange factor 12 [Source:HGNC Symbdchr11:1203NM_00119XM_01701]. NP_001184XP_00671gprotein_coENSG0000({23365 14193
ARHGEF15 0 0 0 0.019537 0 0 Rho guanine nucleotide exchange factor 15 [Source:HGNC Symbdchr17:8213NM_0250]XM_01152]. NP_07929(XP_011522protein_coENSG0000(22899 15590
ARHGEF16 12.6332 | 13.2559 | 14.8333 | 14.0203 | 10.4826 | 11.7092 |Rho guanine nucleotide exchange factor 16 [Source:HGNC Symbdchr1:33704NM_01444XM_01700]. NP_05526{XP_01685fprotein_coENSG0000(27237 15515
ARHGEF17 3.7221 | 3.96036 | 4.6237 | 3.41923 | 3.27828 | 4.09723 |Rho guanine nucleotide exchange factor 17 [Source:HGNC Symbdchr11:730JNM_0147§XM_01154]. NP_05560]. protein_co ENSG0000{9828 21726




ARHGEF18 9.18692 9.1573 9.11428 | 9.73171 | 9.70095 | 8.85674 |Rho/Rac guanine nucleotide exchange factor 18 [Source:HGNC Sychr19:7413NM_00113XM_01152. NP_001124XP_006727protein_coENSG0000{23370 17090
ARHGEF19 23.3787 | 22.4709 22.36 26.8182 | 24.036 17.3847 |Rho guanine nucleotide exchange factor 19 [Source:HGNC Symbdchr1:16524NM_15321XM_01154]. NP_69494{XP_011539protein_co|[ENSG0000{128272 |26604
ARHGEF2 16.7498 | 16.9301 | 12.949 | 14.7486 | 14.7096 | 25.9892 |Rho/Rac guanine nucleotide exchange factor 2 [Source:HGNC Syr{chr1:1559]NM_0011€XM_01700]. NP_001154XP_005249protein_co ENSGO000({9181 682
ARHGEF25 1.24786 | 1.02355 1.5932 1.19822 | 1.33012 | 1.38831 |Rho guanine nucleotide exchange factor 25 [Source:HGNC Symbdchr12:580¢NM_00111. . NP_001104. protein_coENSG0000(115557 (30275
ARHGEF26 2.60033 | 2.9117 | 4.06121 | 4.30746 | 3.99272 | 4.34933 |Rho guanine nucleotide exchange factor 26 [Source:HGNC Symbdchr3:15384NM_00125XM_01151]. NP_00123{XP_01151(protein_coENSG0000(26084 24490
ARHGEF28 1.60519 | 1.89754 | 2.12082 | 1.51753 | 1.78966 | 2.39427 |Rho guanine nucleotide exchange factor 28 [Source:HGNC Symbdchr5:72921NM_0010§XM_01154. NP_00107{XP_005244protein_coENSG0000(64283 30322
ARHGEF3 8.64279 | 8.77048 | 9.94431 | 10.3426 | 10.0222 | 10.9702 |Rho guanine nucleotide exchange factor 3 [Source:HGNC Symboljchr3:5676]NM_00112XM_01153|. NP_00112]XP_005269protein_co ENSGO000{50650 683
ARHGEF33 0 0.018337 | 0.030498 | 0.019613 | 0.03917 | 0.052944 |Rho guanine nucleotide exchange factor 33 [Source:HGNC Symbdchr2:39113NM_00114. . NP_00113{. protein_co ENSG0000(10027171537252
ARHGEF35 2.90614 | 2.86004 | 2.58441 | 2.02575 | 2.48999 | 2.92783 |Rho guanine nucleotide exchange factor 35 [Source:HGNC Symbdchr7:1438§NM_0010(XM_01703)|. NP_00100{XP_016889protein_co|ENSG0000{445328 |33846
ARHGEF37 2.05597 2.208 2.9655 | 2.63867 | 3.26724 | 2.79982 |Rho guanine nucleotide exchange factor 37 [Source:HGNC Symbdchr5:1489¢ NM_0010(XM_01153|. NP_00100]XP_005264protein_co|ENSG0000{389337  |34430
ARHGEF38 0 0 0 0.051623 0 0 Rho guanine nucleotide exchange factor 38 [Source:HGNC Symbdchr4:10647NM_00124XM_01153|. NP_00122¢XP_01153(protein_co ENSGO000{54848 25968
ARHGEF39 7.54094 | 7.32709 | 7.74126 10.32 8.32826 | 6.72328 |Rho guanine nucleotide exchange factor 39 [Source:HGNC Symbdchr9:3565§NM_03281XM_01151]. NP_11620]XP_01151fprotein_co ENSG0000({84904 25909
ARHGEF4 11.1706 | 10.5117 | 11.1495 [ 9.25142 | 8.01661 | 9.25416 |Rho guanine nucleotide exchange factor 4 [Source:HGNC Symboljchr2:13154NM_01532XM_01151]. NP_05613{XP_005263protein_co ENSG0000(50649 684
ARHGEF40 2.89277 | 2.62416 | 2.86547 1.8646 1.8292 1.868 |Rho guanine nucleotide exchange factor 40 [Source:HGNC Symbdchr14:214§NM_00127XM_01153|. NP_001264XP_005267protein_co|ENSG0000(55701 25516
ARHGEF5 13.9189 | 13.2707 | 10.5612 | 10.1516 | 10.3111 | 8.96967 |Rho guanine nucleotide exchange factor 5 [Source:HGNC Symbol]chr7:14404NM_00543. . NP_00542¢XP_00672€fprotein_coENSG0000{102725117%13209
ARHGEF6 1.31936 | 0.946424 | 1.07116 | 0.860947 | 0.800328 | 0.993538 |Rac/Cdc42 guanine nucleotide exchange factor 6 [Source:HGNC YchrX:13574NM_0013(|XM_01153). NP_001291XP_005267protein_co ENSGO000({9459 685
ARHGEF7 15.0524 | 15.1423 | 15.1179 | 13.6474 | 15.5827 | 13.726 |Rho guanine nucleotide exchange factor 7 [Source:HGNC Symboljchr13:1117NM_00111XM_01702|. NP_001104XP_005254protein_co ENSG0000({8874 15607
ARHGEF9 4.04114 | 4.84169 | 4.96602 | 3.71357 3.9897 | 4.31811 [Cdc42 guanine nucleotide exchange factor 9 [Source:HGNC Symb|chrX:62854NM_00117XM_01702|. NP_001164XP_005262protein_coENSG0000(23229 14561
ARID1A 15.5158 | 16.3967 | 13.5709 | 15.1301 | 15.5458 | 18.6324 |AT-rich interaction domain 1A [Source:HGNC Symbol;Acc:HGNC:1chr1:2701¢NM_00601. . NP_00600f. protein_co| ENSG0000{8289 11110
ARID1B 7.77824 | 8.0763 6.60773 | 6.38781 | 6.75426 | 6.83963 |AT-rich interaction domain 1B [Source:HGNC Symbol;Acc:HGNC:1chr6:15709NM_01753XM_01153|. NP_05998¢XP_005267protein_co ENSG0000(57492 18040
ARID2 9.95367 | 10.1612 | 8.50134 | 8.21913 | 9.61107 | 9.01103 |AT-rich interaction domain 2 [Source:HGNC Symbol;Acc:HGNC:18chr12:461JNM_15264XM_00671|. NP_689854XP_006719protein_co|ENSG0000(196528 18037
ARID3A 5.04692 | 5.39922 | 5.79872 | 3.86321 | 3.75549 | 3.68086 |AT-rich interaction domain 3A [Source:HGNC Symbol;Acc:HGNC:3chr19:9259NM_00522XM_01702]. NP_00521{XP_005259protein_co|ENSG0000({1820 3031
ARID3B 2.15542 | 2.37109 | 2.53978 | 2.17529 | 2.46864 1.887 |AT-rich interaction domain 3B [Source:HGNC Symbol;Acc:HGNC:1jchr15:7484NM_0013(XM_00525|. NP_00129{XP_005254protein_co ENSG0000({10620 14350
ARID3C 0.481558 | 0.29357 | 0.467264 | 0.575108 0 0.203011 [AT-rich interaction domain 3C [Source:HGNC Symbol;Acc:HGNC:2chr9:34621NM_00101. . NP_00101]. protein_co ENSG0000{138715 21209
ARID4A 2.63113 | 2.52942 3.0089 1.25047 | 1.70281 | 2.03686 [AT-rich interaction domain 4A [Source:HGNC Symbol;Acc:HGNC:9chr14:587¢NM_0028¢XM_01702|. NP_00288{XP_005264protein_co|ENSG0000({5926 9885
ARID4B 6.57674 | 7.24231 | 6.78567 | 6.21868 | 7.77719 | 7.53942 |AT-rich interaction domain 4B [Source:HGNC Symbol;Acc:HGNC:Jchr1:23533NM_0012(|XM_01700]. NP_00119{XP_006711protein_co|ENSG0000(51742 15550
ARID5A 6.4841 6.2599 5.74287 | 7.98744 | 7.20416 | 5.16011 |AT-rich interaction domain 5A [Source:HGNC Symbol;Acc:HGNC:Jchr2:97203NM_00131XM_01151]. NP_00130¢XP_011504protein_co ENSGO000({10865 17361
ARID5B 2.89958 | 2.97759 | 3.50947 | 4.78187 | 5.55271 | 7.02426 |AT-rich interaction domain 5B [Source:HGNC Symbol;Acc:HGNC:1chr10:636 NM_00124XM_01154]. . NP_00123]XP_01153gprotein_co ENSG0000(84159 17362
ARIH1 7.01671 | 6.99489 | 7.74209 | 6.88964 | 8.48363 | 9.56779 |ariadne RBR E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;Achr15:727NM_00574XM_01152|NR_03035{. NP_00573{XP_011519protein_co|ENSG0000(693215 689
ARIH2 27.8522 | 27.3117 | 27.8656 26.307 25.942 28.5918 |ariadne RBR E3 ubiquitin protein ligase 2 [Source:HGNC Symbol;Achr3:4895NM_00632XM_01153(. NP_001304XP_005264protein_co|ENSG0000(10425 690
ARIH20S 1.75697 | 1.21406 | 0.186633 | 0.472705 | 0.513331 | 0.881041 |ariadne homolog 2 opposite strand [Source:HGNC Symbol;Acc:Hqchr3:48954NM_00112. NP_00111f. protein_co ENSG0000({646450 |34425
ARL1 37.2594 | 33.8105 | 33.3064 | 41.8535 | 36.1474 | 35.8176 |ADP ribosylation factor like GTPase 1 [Source:HGNC Symbol;Acc:{chr12:101iNM_00117. . NP_00116{. protein_co ENSG0000{400 692
ARL10 0.00762 | 0.016012 | 0.032943 | 0.017107 | 0.008524 | 0.030615 |ADP ribosylation factor like GTPase 10 [Source:HGNC Symbol;Acc|chr5:17574NM_1736€XM_01153|. NP_77593{XP_011532protein_coENSG0000(285598 22042
ARL11 0 0 0 0.02138 0 0 ADP ribosylation factor like GTPase 11 [Source:HGNC Symbol;Acc|chr13:5024NM_13845XM_00526). NP_61245¢XP_00526€protein_co ENSG0000{115761 |24046
ARL13A 0 0 0 0 0 0 ADP ribosylation factor like GTPase 13A [Source:HGNC Symbol;AdchrX:10023NM_0011¢XM_01153). NP_00115{XP_011529protein_coENSG0000{392509  [31709
ARL13B 3.90501 4.5013 3.45105 | 3.53661 | 4.68826 | 4.9131 |ADP ribosylation factor like GTPase 13B [Source:HGNC Symbol;Aqchr3:93694NM_00117XM_01151|. NP_00116]XP_006713protein_co ENSG0000({200894 25419
ARL14 0.938309 | 1.47912 | 0.336923 | 0.632185 | 0.243996 | 0.53518 |ADP ribosylation factor like GTPase 14 [Source:HGNC Symbol;Acc|chr3:16034NM_02504. NP_07932{. protein_coENSG0000(80117 22974
ARL14EP 15.0801 | 15.5773 | 13.3987 | 13.7715 | 14.4246 | 14.8222 |ADP ribosylation factor like GTPase 14 effector protein [Source:H|chr11:3034NM_15231. . NP_689524. protein_col[ENSG0000{120534 |26798
ARL14EPL 5.14991 | 5.74517 | 6.10952 | 4.08399 | 4.7232 | 5.37295 |ADP ribosylation factor like GTPase 14 effector protein like [Sourdchr5:11524NM_00119XM_01154]. NP_00118]XP_011541protein_coENSG0000{644100 (44201
ARL15 8.56971 | 6.84261 | 11.6426 | 6.63784 | 7.81845 | 11.8327 |ADP ribosylation factor like GTPase 15 [Source:HGNC Symbol;Acc|chr5:53174NM_0190§XM_01154. NP_06196(XP_011541protein_co ENSG0000(54622 25945
ARL16 42.8447 | 40.288 | 37.9942 | 40.9839 | 38.9807 | 27.1565 |ADP ribosylation factor like GTPase 16 [Source:HGNC Symbol;Acc|chr17:7964NM_00104. . NP_00103Y. protein_coENSG0000(339231 (27902
ARL17A 0.856277 | 0.125269 | 0.679776 | 0.427395 | 0.374489 | 0.653405 |ADP ribosylation factor like GTPase 17A [Source:HGNC Symbol;Adchr17:445§NM_00111XM_01152]. NP_001101XP_005257protein_colENSG0000{10050608424096
ARL17B 0.861422 | 1.10009 | 0.943764 | 0.99779 0.7991 | 0.575073 |ADP ribosylation factor like GTPase 17B [Source:HGNC Symbol;Adchr17:443§NM_00103XM_01152|. NP_00103{XP_00525€protein_co ENSG0000{10798415¢32387
ARL2 51.2547 | 49.6476 | 42.8362 | 71.3313 | 53.2862 | 47.0827 |ADP ribosylation factor like GTPase 2 [Source:HGNC Symbol;Acc:Hchr11:647§NM_00119. NP_00118(. protein_co ENSG0000{402 693
ARL2BP 27.7627 | 29.297 | 24.8794 | 24.7693 | 25.2053 | 23.8618 [ADP ribosylation factor like GTPase 2 binding protein [Source:HGlchr16:572]NM_0121d. . NP_03623{. protein_co| ENSG0000(23568 17146
ARL3 11.8229 9.913 11.3014 | 14.7525 | 12.4987 | 12.2727 [ADP ribosylation factor like GTPase 3 [Source:HGNC Symbol;Acc:ichr10:1044NM_00431XM_01701|. NP_00430]XP_016871protein_co|ENSG0000({403 694
ARL4A 26.1534 | 23.0636 | 24.6379 | 34.9045 | 34.8443 | 44.8233 |ADP ribosylation factor like GTPase 4A [Source:HGNC Symbol;Acdchr7:1272NM_00103. NP_00103]. protein_co ENSG0000({10124 695
ARL4AC 3.53688 | 3.82388 | 3.47497 | 4.31677 | 4.75357 | 4.75581 |ADP ribosylation factor like GTPase 4C [Source:HGNC Symbol;Acc|chr2:2354(NM_0012§. . NP_001264. protein_co ENSG0000{10123 698
ARL4D 10.1897 | 9.66553 | 11.1062 | 14.5267 | 12.6351 | 11.1898 |ADP ribosylation factor like GTPase 4D [Source:HGNC Symbol;Acdchr17:4143NM_0016€XM_01152]. NP_00165]XP_011523protein_co|ENSG0000(379 656
ARL5A 19.6444 | 16.7363 | 20.2098 | 18.7906 | 23.6195 | 23.0956 |ADP ribosylation factor like GTPase 5A [Source:HGNC Symbol;Acdchr2:1526§NM_00103. . NP_00103]. protein_co|ENSG0000(26225 696
ARL5B 9.59428 | 9.9088 9.41899 | 9.49963 12.776 15.6313 |ADP ribosylation factor like GTPase 5B [Source:HGNC Symbol;Acc{chr10:1894NM_17881XM_00525|. NP_84893(XP_005252protein_co ENSG0000(221079 23052
ARL5C 0 0 0 0 0 0 ADP ribosylation factor like GTPase 5C [Source:HGNC Symbol;Acc|chr17:373]NM_00114. . NP_00113]. protein_coENSG0000{390790 (31111
ARL6 1.12741 1.8378 1.00254 1.6764 1.24464 | 1.29897 |ADP ribosylation factor like GTPase 6 [Source:HGNC Symbol;Acc:ichr3:97484NM_00127XM_00671]. NP_00126{XP_016864protein_co ENSG0000(84100 13210
ARL6IP1 162.459 | 156.869 | 149.57 | 231.262 | 278.027 | 239.237 |ADP ribosylation factor like GTPase 6 interacting protein 1 [Sourc{chr16:187¢NM_0151€. NP_00130(. protein_co ENSG0000({23204 697
ARL6IP4 74.1135 | 70.6835 | 62.8309 | 85.5388 | 63.4835 | 62.6485 |ADP ribosylation factor like GTPase 6 interacting protein 4 [Sourc{chr12:1234NM_0010(. NP_00100]. protein_co ENSG0000{51329 18076
ARL6IPS 30.3019 | 29.9996 | 28.0565 | 29.4898 | 25.4091 | 29.4935 [ADP ribosylation factor like GTPase 6 interacting protein 5 [Sourc{chr3:69134NM_0064(. NP_00639{. protein_co ENSG0000({10550 16937
ARL6IP6 13.7553 | 13.3706 | 15.0968 | 12.6005 | 13.8482 | 19.1492 [ADP ribosylation factor like GTPase 6 interacting protein 6 [Sourc{chr2:1535(NM_15252. NP_68973Y. protein_coENSG0000(151188 (24048
ARL8A 20.2049 | 19.2931 | 19.5026 | 23.5603 | 17.7942 | 18.3387 |ADP ribosylation factor like GTPase 8A [Source:HGNC Symbol;Acdchr1:20204NM_00125. . NP_00124{. protein_coENSG0000({127829 25192
ARLSB 24.8813 | 23.812 | 23.3569 | 22.2089 | 29.0921 | 27.9603 |ADP ribosylation factor like GTPase 8B [Source:HGNC Symbol;Acc|chr3:51634NM_0181&XM_00526)|. NP_060654XP_005269protein_co ENSGO000{55207 25564




ARL9 0.059078 | 0.062189 0 0 0.066001 0 ADP ribosylation factor like GTPase 9 [Source:HGNC Symbol;Acc:Hchr4:57373NM_20691XM_00671]. NP_99680]XP_005269protein_co|ENSG0000(132946 23592
ARMC1 20.1451 | 18.1638 | 18.2796 | 19.0298 | 23.9874 | 20.7949 |armadillo repeat containing 1 [Source:HGNC Symbol;Acc:HGNC:1|chr8:66514NM_0012§XM_01701]. NP_00127{XP_005251protein_coENSG0000(55156 17684
ARMC10 17.871 | 15.9997 | 19.3889 | 15.6396 | 19.4166 | 23.8808 [armadillo repeat containing 10 [Source:HGNC Symbol;Acc:HGNC:{chr7:1027JNM_0011¢XM_01151f. NP_001154XP_00525(protein_co ENSGO000{83787 21706
ARMC12 0.259946 | 0.328876 | 0.31766 | 0.383407 | 0.341796 | 0.907136 [armadillo repeat containing 12 [Source:HGNC Symbol;Acc:HGNC:[{chr6:35704NM_0012¢§XM_01151|. NP_001271XP_011512protein_co ENSG0000(221481 21099
ARMC2 0.676616 | 0.695386 | 0.686191 | 0.693222 | 0.574675 | 0.600603 |armadillo repeat containing 2 [Source:HGNC Symbol;Acc:HGNC:2[chr6:1091§NM_0012§XM_01153). NP_00127{XP_005267protein_coENSG0000(84071 23045
ARMC3 0.532992 | 0.386617 | 0.560699 | 0.691581 | 0.738394 | 1.11838 |armadillo repeat containing 3 [Source:HGNC Symbol;Acc:HGNC:3{chr10:2321NM_0012§XM_01701]. NP_00126{XP_005252protein_co|ENSG0000({219681 30964
ARMC4 4.11109 | 4.53343 | 5.40019 | 3.74437 | 4.33424 | 6.04695 |armadillo repeat containing 4 [Source:HGNC Symbol;Acc:HGNC:2|chr10:281(NM_00129XM_01151]. NP_00127{XP_011517protein_co ENSGO000{55130 25583
ARMCS 6.88256 | 7.23391 6.119 7.77998 | 6.40583 | 6.34737 |armadillo repeat containing 5 [Source:HGNC Symbol;Acc:HGNC:2|chr16:314¢NM_0011(XM_00672]. NP_00109¢XP_00672]protein_co ENSGO000({79798 25781
ARMC6 24.2469 | 24.0301 19.66 28.0473 | 23.3916 | 13.9658 |armadillo repeat containing 6 [Source:HGNC Symbol;Acc:HGNC:2|chr19:191(NM_00119XM_01702]. NP_00118¢XP_00526(protein_co|ENSG0000(93436 25049
ARMC7 15.7543 18.815 16.6631 | 21.7514 | 17.4414 | 14.7732 [armadillo repeat containing 7 [Source:HGNC Symbol;Acc:HGNC:2|chr17:731(NM_0013(0. . NP_00129]. protein_co ENSG0000(79637 26168
ARMC8 13.4522 | 13.4619 | 12.0828 | 13.956 | 16.2087 | 13.8794 |armadillo repeat containing 8 [Source:HGNC Symbol;Acc:HGNC:2{chr3:1379(NM_0012€XM_01151]. NP_00125]XP_006713protein_co ENSGO000{25852 24999
ARMC9 3.41256 | 3.78896 3.6627 3.84393 | 3.59987 | 2.95428 |armadillo repeat containing 9 [Source:HGNC Symbol;Acc:HGNC:2{chr2:2320§NM_00127XM_01700]. NP_00125¢XP_01151(protein_co ENSG0000({80210 20730
ARMCX1 0 0 0 0 0 0 armadillo repeat containing, X-linked 1 [Source:HGNC Symbol;Ac{chrX:1008(NM_0166(. . NP_05769]. protein_coENSG0000(51309 18073
ARMCX2 0 0 0 0 0 0 armadillo repeat containing, X-linked 2 [Source:HGNC Symbol;AcqchrX:1009]JNM_0012§XM_01702|. NP_00126¢XP_005274protein_co ENSGO000({9823 16869
ARMCX3 15.1418 | 16.8093 | 15.1941 | 13.0837 | 14.2869 | 12.8569 |armadillo repeat containing, X-linked 3 [Source:HGNC Symbol;Ac{chrX:1008 NM_0166(XM_00526|. NP_05769]XP_005262protein_co ENSGO000({51566 24065
ARMCX4 0 0 0.006774 0 0 0 armadillo repeat containing, X-linked 4 [Source:HGNC Symbol;Ac{chrX:10074NM_0012. NP_00124{. protein_coENSG0000{10013175528615
ARMCX5 5.03076 | 5.82435 | 4.78293 | 6.50068 | 5.82233 | 5.57445 |armadillo repeat containing, X-linked 5 [Source:HGNC Symbol;Ac{chrX:1018§NM_0011§. . NP_00116]. protein_co ENSG0000({64860 25772
ARMCX6 4.69373 | 4.92253 | 4.20348 | 5.41585 | 4.5788 3.37467 [armadillo repeat containing, X-linked 6 [Source:HGNC Symbol;AcdchrX:1008YNM_00100XM_01153(. NP_00100yXP_011529protein_coENSG0000(54470 26094
ARMS2 0 0 0 0 0 0 age-related maculopathy susceptibility 2 [Source:HGNC Symbol;Achr10:1244NM_00109. NP_00109. protein_co ENSG0000({387715 |32685
ARMT1 14.5598 | 14.551 18.1193 | 16.6706 | 18.7813 | 19.7608 |acidic residue methyltransferase 1 [Source:HGNC Symbol;Acc:HG|chr6:15177NM_0012§. . NP_00127{. protein_co|ENSG0000(79624 17872
ARNT 10.1569 | 10.8634 | 10.1188 | 9.36496 | 9.87712 | 11.7772 |aryl hydrocarbon receptor nuclear translocator [Source:HGNC Sy chr1:1507§NM_00119XM_01700|. . NP_001184XP_005249protein_co ENSG0000(405 700
ARNT2 2.57619 | 2.67792 | 2.80907 | 2.40067 | 2.19758 | 1.82074 |aryl hydrocarbon receptor nuclear translocator 2 [Source:HGNC §chr15:8064NM_0148€. NR_04983]. NP_05567]. protein_co ENSG0000{10084704716876
ARNTL 5.77997 | 5.8215 | 4.99025 | 6.63006 | 6.80534 | 6.25376 |aryl hydrocarbon receptor nuclear translocator like [Source:HGN(chr11:1324NM_00103XM_01701|. NP_001024XP_00671protein_co ENSGO000{406 701
ARNTL2 8.54393 | 8.43895 | 8.69075 11.949 14.2768 | 13.8603 |aryl hydrocarbon receptor nuclear translocator like 2 [Source:HG|chr12:274§NM_00124XM_01701]. NP_001234XP_006719protein_co ENSG0000({56938 18984
ARPC1A 106.576 | 115.182 | 104.145 | 134.556 | 112.668 | 118.819 |actin related protein 2/3 complex subunit 1A [Source:HGNC SymHlchr7:9892qNM_00119. . NP_00117]. protein_coENSG0000( 10552 703
ARPC1B 123.236 | 133.201 | 155.113 | 150.726 | 121.984 | 127.362 |actin related protein 2/3 complex subunit 1B [Source:HGNC Symlchr7:98974NM_00572XM_00671]. NP_00571{XP_006719protein_coENSG0000(10095 704
ARPC2 136.314 | 130.027 | 132.679 | 142.144 | 141.233 | 144.741 |actin related protein 2/3 complex subunit 2 [Source:HGNC Symbdchr2:2190§NM_00573. NP_00572]. protein_co ENSG0000{10109 705
ARPC3 153.222 | 136.611 | 144.975 | 115.727 | 113.402 | 110.771 |actin related protein 2/3 complex subunit 3 [Source:HGNC Symbdchr12:110§{NM_00127. NP_00126Y. protein_co ENSG0000({10094 706
ARPC4 84.6473 | 80.5659 | 74.8678 | 68.3127 | 55.9319 | 44.4164 |actin related protein 2/3 complex subunit 4 [Source:HGNC Symbdchr3:98219NM_00102. NP_00102(. protein_coENSG0000({10093 707
ARPC4-TTLL3 0.856601 | 0.549167 | 0.429534 | 0.615058 | 0.459506 | 1.12668 |ARPC4-TTLL3 readthrough [Source:HGNC Symbol;Acc:HGNC:3883chr3:9821§NM_00119. NP_00118Y. protein_co ENSG0000({10052669338830
ARPC5 50.9682 | 53.5328 | 49.666 | 50.1153 | 53.4863 | 56.1272 |actin related protein 2/3 complex subunit 5 [Source:HGNC Symbdchr1:1835§NM_00127. . NP_00125]. protein_co ENSG0000{10092 708
ARPC5L 57.7392 | 58.2971 | 57.1133 | 76.0375 | 78.9222 | 68.3451 |actin related protein 2/3 complex subunit 5 like [Source:HGNC Sy|chr9:1276ZNM_03097XM_00525|. NP_11224(XP_005252protein_coENSG0000({81873 23366
ARPIN 4.28745 | 4.35439 | 4.38965 | 3.62639 | 3.7305 | 4.39395 |actin-related protein 2/3 complex inhibitor [Source:HGNC Symbo|chr15:903]NM_0012§. . NP_001264. protein_coENSG0000(348110 (28782
ARPP19 74.6088 | 74.4962 | 66.7975 | 77.1151 | 84.2805 | 80.7864 |cAMP regulated phosphoprotein 19 [Source:HGNC Symbol;Acc:H{chr15:5284NM_0013(|XM_01702]. NP_00129{XP_005254protein_coENSG0000(10776 16967
ARPP21 0 0 0 0 0 0 cAMP regulated phosphoprotein 21 [Source:HGNC Symbol;Acc:H{chr3:3568 NM_00102XM_01153). NP_00102(XP_005264protein_co ENSGO000{10777 16968
ARR3 0 0 0 0 0 0.057442 |arrestin 3 [Source:HGNC Symbol;Acc:HGNC:710] chrX:69484NM_00431. . NP_004301XP_016889protein_co ENSG0000{407 710
ARRB1 6.86346 | 7.82109 | 7.98735 | 8.90199 | 7.74441 | 6.18701 |arrestin beta 1 [Source:HGNC Symbol;Acc:HGNC:711] chr11:7497NM_00404XM_01154]. NP_004031XP_011543protein_co|ENSG0000({408 711
ARRB2 34.4183 | 34.2235 | 27.7934 | 36.8916 | 29.5826 | 23.9326 |arrestin beta 2 [Source:HGNC Symbol;Acc:HGNC:712] chr17:4613NM_00125XM_01152|. NP_001244XP_006721protein_coENSG0000({409 712
ARRDC1 33.3063 | 34.3106 | 38.0272 | 27.9916 | 24.6309 | 34.1233 |arrestin domain containing 1 [Source:HGNC Symbol;Acc:HGNC:28chr9:1405NM_1522§XM_00526]. NP_001304XP_00526fprotein_coENSG0000(92714 28633
ARRDC2 16.7174 | 17.1117 | 18.1825 | 16.8675 | 13.8591 | 14.8937 [arrestin domain containing 2 [Source:HGNC Symbol;Acc:HGNC:25chr19:181JNM_00102. NP_00102(. protein_colENSG0000({27106 25225
ARRDC3 14.4042 | 14.3692 | 12.0568 | 10.8685 | 14.0953 | 18.2248 [arrestin domain containing 3 [Source:HGNC Symbol;Acc:HGNC:29chr5:90664NM_0208(. NP_06585]. protein_coENSG0000(57561 29263
ARRDC4 10.7107 | 11.5259 | 8.11443 | 3.37462 | 4.21153 | 4.72411 |arrestin domain containing 4 [Source:HGNC Symbol;Acc:HGNC:2§chr15:985(NM_18337. NP_89923]. protein_coENSG0000(91947 28087
ARRDCS 0 0 0 0 0 0 arrestin domain containing 5 [Source:HGNC Symbol;Acc:HGNC:31chr19:489(NM_0010§. . NP_00107]. protein_co|ENSG0000{645432 |31407
ARSA 5.85485 | 5.11223 | 8.25554 | 2.67318 | 2.13556 | 3.31682 |arylsulfatase A [Source:HGNC Symbol;Acc:HGNC:713] chr22:510§NM_0004§XM_01153)|. NP_00047{XP_011524protein_co ENSG0000{410 713
ARSB 3.34086 | 3.26111 | 2.57748 | 3.41379 | 3.92974 | 3.48842 |arylsulfatase B [Source:HGNC Symbol;Acc:HGNC:714] chr5:78074NM_00004XM_01154]. NP_000031XP_011541protein_co|ENSG0000({411 714
ARSD 2.28131 | 2.44112 | 2.91922 | 1.94835 | 1.92679 | 3.91932 |arylsulfatase D [Source:HGNC Symbol;Acc:HGNC:717] chrX:2822(NM_0016€XM_00527|. NP_00166(XP_005274protein_co|ENSG0000(414 717
ARSE 0.042486 | 0.193702 | 0.06612 | 0.046234 0 0 arylsulfatase E (chondrodysplasia punctata 1) [Source:HGNC Sym|chrX:2852§NM_00004XM_01154]. NP_000034XP_005274protein_co ENSGO000{415 719
ARSF 0 0 0.032751 0 0 0 arylsulfatase F [Source:HGNC Symbol;Acc:HGNC:721] chrX:29594NM_0012(XM_01154]. NP_00118{XP_011543protein_co ENSG0000{416 721
ARSG 3.77967 | 4.0334 6.25992 [ 3.13675 | 2.86249 | 5.51422 |arylsulfatase G [Source:HGNC Symbol;Acc:HGNC:24102] chr17:6629NM_0012€XM_01702|. NP_001254XP_005257protein_coENSG0000(22901 24102
ARSH 0 0 0 0 0 0 arylsulfatase family member H [Source:HGNC Symbol;Acc:HGNC:]chrX:2924¢NM_00101. NP_00101]. protein_col[ENSG0000{347527 |32488
ARSI 0.080676 | 0.062167 | 0.056988 | 0.143968 | 0.074431 | 0.148202 |arylsulfatase family member | [Source:HGNC Symbol;Acc:HGNC:3[chr5:1496 NM_00101. . NP_00101]. protein_co ENSG0000{340075 |32521
ARSJ 1.10278 1.2813 1.42931 | 0.724239 | 0.771365 | 0.640124 |arylsulfatase family member J [Source:HGNC Symbol;Acc:HGNC:2|chr4:11483NM_02459XM_00526|. NP_07886(XP_005263protein_co ENSG0000({79642 26286
ARSK 2.5967 3.65862 | 3.55676 | 4.08768 3.3779 3.34119 |arylsulfatase family member K [Source:HGNC Symbol;Acc:HGNC:4chr5:9489(NM_19815XM_00527|. NP_93779{XP_005271protein_co|ENSG0000(153642 25239
ART1 0 0 0 0 0 0 ADP-ribosyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:723] [chr11:366§NM_00431XM_01152]. NP_004304XP_011514protein_co ENSG0000{417 723
ART3 0 0 0 0 0 0 ADP-ribosyltransferase 3 [Source:HGNC Symbol;Acc:HGNC:725] [chr4:76933NM_00113XM_01700]. NP_00112{XP_005263protein_co| ENSG0000{419 725
ART4 0 0 0 0 0 0 ADP-ribosyltransferase 4 (Dombrock blood group) [Source:HGNC|chr12:1493NM_02107. . NP_066544. protein_coENSG0000{420 726
ARTS 2.47405 | 3.04782 | 3.91846 | 4.39858 | 4.70747 | 3.59847 |ADP-ribosyltransferase 5 [Source:HGNC Symbol;Acc:HGNC:24049|chr11:365YNM_00107XM_01151]. NP_00107{XP_005252protein_co|ENSG0000({116969 24049
ARTN 8.19867 | 13.8195 | 10.8397 | 11.6806 | 8.09242 | 8.99681 |artemin [Source:HGNC Symbol;Acc:HGNC:727] chr1:4439§NM_00113XM_01154]. NP_00112{XP_006711protein_co|ENSG0000{9048 727
ARV1 2.77999 | 3.11139 | 2.6132 | 1.78952 | 2.6808 | 3.24125 |ARV1 homolog, fatty acid homeostasis modulator [Source:HGNC |chr1:2311]NM_0227¢. NP_07362{XP_016857protein_co ENSG0000{64801 29561




ARVCF 13.3952 14.69 15.4116 13.791 12.2044 | 11.7403 [armadillo repeat gene deleted in velocardiofacial syndrome [Sounlchr22:198( NM_00167XM_01153|. NP_00166]XP_005261protein_coENSG0000(421 728
ARX 0.211751 | 0.243535 | 0.323322 | 0.495612 | 0.250416 | 0.239019 |aristaless related homeobox [Source:HGNC Symbol;Acc:HGNC:18|chrX:2502]NM_1390. NP_620684. protein_coENSG0000{170302 18060
AS3MT 0.420797 | 0.445745 | 0.403054 | 0.129965 | 0.324818 [ 0.83955 |arsenite methyltransferase [Source:HGNC Symbol;Acc:HGNC:174{chr10:104NM_0206¢. . NP_06573. protein_co ENSG0000{57412 17452
ASAH1 56.4012 | 51.5997 | 53.6299 | 61.1791 | 52.0146 | 46.8519 |N-acylsphingosine amidohydrolase 1 [Source:HGNC Symbol;Acc:Hchr8:17913NM_00112XM_00527|. NP_00112(XP_005273protein_co ENSG0000{427 735
ASAH2 0.07981 | 0.073717 | 0.049552 | 0.065301 | 0.100605 | 0.176744 |N-acylsphingosine amidohydrolase 2 [Source:HGNC Symbol;Acc:Hchr10:5194NM_00114XM_01153|. NP_001131XP_01153gprotein_coENSG0000(56624 18860
ASAH2B 2.94164 | 3.61745 | 3.26685 | 3.25672 | 3.91668 | 4.36306 |N-acylsphingosine amidohydrolase 2B [Source:HGNC Symbol;Acc{chr10:5244NM_00107XM_00671]. NP_00107{XP_00527(protein_co|ENSG0000({653308 23456
ASAH2C 0 0.033694 0 0 0 0.032055 [N-acylsphingosine amidohydrolase (non-lysosomal ceramidase) 2{chr10:480(. . . . . protein_co ENSG0O000(. 23457
ASAP1 6.10733 7.2799 7.35227 | 5.37496 | 6.15956 | 7.0025 |ArfGAP with SH3 domain, ankyrin repeat and PH domain 1 [Sourdchr8:1310§NM_00124XM_01701|. NP_001234XP_00525(protein_co ENSGO000({50807 2720
ASAP2 5.73869 | 5.55908 | 6.73244 | 6.5794 6.47434 | 10.6634 |ArfGAP with SH3 domain, ankyrin repeat and PH domain 2 [Sourdchr2:9346§NM_00113XM_01151]. NP_00112{XP_006711protein_co|ENSG0O000({8853 2721
ASAP3 5.55241 | 6.66708 | 8.86851 | 8.42144 | 7.45742 | 8.57417 |ArfGAP with SH3 domain, ankyrin repeat and PH domain 3 [Sourdchr1:23754NM_00114XM_01700|. NP_001131XP_01154(protein_coENSG0000(55616 14987
ASB1 13.1128 | 12.6299 | 13.2962 | 10.553 12.402 | 14.5551 |ankyrin repeat and SOCS box containing 1 [Source:HGNC Symbol;|chr2:23933NM_00104XM_00524]. NP_00103{XP_00524fprotein_co ENSGO000{51665 16011
ASB10 0 0 0 0 0 0 ankyrin repeat and SOCS box containing 10 [Source:HGNC Symbo|chr7:15087NM_00114. . NP_00113Y. protein_coENSG0000({136371 17185
ASB11 0 0 0 0 0 0 ankyrin repeat and SOCS box containing 11 [Source:HGNC Symbo|chrX:15294NM_00101XM_01154]. NP_001011XP_005274protein_co ENSG0000(140456 17186
ASB12 0.064447] 0.197511 0 0.140597 | 0.073748 | 0.272944 |ankyrin repeat and SOCS box containing 12 [Source:HGNC Symbo|chrX:63444NM_1303§. . . NP_569054. protein_co ENSG0000({142689 19763
ASB13 14.6496 | 15.3898 | 18.3322 | 13.3467 | 11.2015 | 10.2124 [ankyrin repeat and SOCS box containing 13 [Source:HGNC Symbo|chr10:568(NM_0247(. NR_02458]. NP_07897]. protein_co ENSG0000({79754 19765
ASB14 0 0 0 0 0 0 ankyrin repeat and SOCS box containing 14 [Source:HGNC Symbo|chr3:5726]NM_00114XM_00671. NP_00113¢XP_006713protein_coENSG0000({142686 19766
ASB15 0 0 0 0 0 0 ankyrin repeat and SOCS box containing 15 [Source:HGNC Symbo|chr7:1232(NM_00129XM_01151]. NP_00127]XP_00525(protein_co ENSG0000(142685 19767
ASB16 0.049172 0 0.041653 | 0.052302 0 0.055048 |ankyrin repeat and SOCS box containing 16 [Source:HGNC Symbo|chr17:4224NM_0808€|. . NP_543134. protein_coENSG0000(92591 19768
ASB17 0 0 0 0 0 0 ankyrin repeat and SOCS box containing 17 [Source:HGNC Symbo|chr1:76384NM_0808€XM_00671]. NP_543144XP_00671(protein_co ENSG0000({127247 |19769
ASB18 0.092299 0 0 0 0 0 ankyrin repeat and SOCS box containing 18 [Source:HGNC Symbo|chr2:23710NM_2125Y. . NP_99772]. protein_coENSG0000({401036 19770
ASB2 0.32268 | 0.319466 | 0.48032 | 0.031647 | 0.067911 0 ankyrin repeat and SOCS box containing 2 [Source:HGNC Symbol;|chr14:944(NM_0012(XM_01153|. NP_00118{XP_005267protein_co|ENSG0000(51676 16012
ASB3 9.23237 | 9.00242 | 8.86938 | 8.76574 | 11.2197 | 11.0328 |ankyrin repeat and SOCS box containing 3 [Source:HGNC Symbol;|chr2:53897NM_0012(. NP_00118{. protein_coENSG0000(51130 16013
ASB4 0.019673 | 0.020988 | 0.034193 0 0.056467 | 0.019271 |ankyrin repeat and SOCS box containing 4 [Source:HGNC Symbol;|chr7:9511§NM_01611. . NP_05720(. protein_co ENSG0000({51666 16009
ASB5 0 0.032721 | 0.069056 0 0 0 ankyrin repeat and SOCS box containing 5 [Source:HGNC Symbol;{chr4:17713NM_08087XM_01153). NP_54315(XP_005262protein_co ENSG0000({140458 17180
ASB6 18.0006 | 17.7472 | 19.9537 22.54 19.3854 | 11.992 |ankyrin repeat and SOCS box containing 6 [Source:HGNC Symbol;|chr9:132371NM_0012(0. NP_001184. protein_co|ENSG0000{140459 17181
ASB7 6.01669 | 7.27442 | 6.73279 | 5.52566 | 5.92128 | 6.12881 |ankyrin repeat and SOCS box containing 7 [Source:HGNC Symbol;|chr15:101]NM_02470. . NP_078984. protein_co ENSG0000{140460 17182
ASB8 7.18403 | 8.61312 | 10.1406 | 6.58267 | 6.3655 | 9.67842 |ankyrin repeat and SOCS box containing 8 [Source:HGNC Symbol;|chr12:4854NM_00131XM_00526]. NP_00130¢XP_00526§protein_co ENSGO000{140461 |17183
ASB9 1.73245 | 1.72036 | 3.38799 | 1.79977 | 2.68792 1.9338 |ankyrin repeat and SOCS box containing 9 [Source:HGNC Symbol;|chrX:1526JNM_00103XM_01154]. NP_00102¢XP_005274protein_co ENSGO000({140462 17184
ASCC1 12.3392 11.502 13.9908 12.823 14.0564 | 17.2714 |activating signal cointegrator 1 complex subunit 1 [Source:HGNC |chr10:7384NM_00119XM_01153)|. NP_001184XP_006717protein_coENSG0000{51008 24268
ASCC2 18.3599 | 20.8774 | 18.887 | 22.0328 | 19.3749 | 16.3755 |activating signal cointegrator 1 complex subunit 2 [Source:HGNC [chr22:301§NM_00124XM_01702]. NP_00122{XP_005261protein_coENSG0000(84164 24103
ASCC3 13.0308 | 13.6257 | 15.6191 11.933 15.6312 | 14.2196 |activating signal cointegrator 1 complex subunit 3 [Source:HGNC [chr6:10099NM_0012¢XM_01153|. NP_00127{XP_011533protein_coENSG0000({10973 18697
ASCL1 0 0 0 0 0 0 achaete-scute family bHLH transcription factor 1 [Source:HGNC S{chr12:1033NM_00431. NP_00430]. protein_coENSG0000{429 738
ASCL2 0 0 0 0 0 0 achaete-scute family bHLH transcription factor 2 [Source:HGNC S{chr11:2284NM_00517. NP_00516]. protein_co ENSG0000{430 739
ASCL3 0 0 0 0 0 0 achaete-scute family bHLH transcription factor 3 [Source:HGNC S|chr11:8954NM_02064. NP_06569]. protein_co[ENSG0000({56676 740
ASCL4 0 0 0 0 0 0 achaete-scute family bHLH transcription factor 4 [Source:HGNC S|chr12:108]NM_20343. NP_98226(. protein_co|ENSG0000{121549  [24311
ASCL5 0.347934 0 0.445257 | 0.184795 | 0.208148 | 0.29657 |achaete-scute family bHLH transcription factor 5 [Source:HGNC S{chr1:2010§NM_00127. NP_00125]. protein_coENSG0000(647219 (33169
ASF1A 15.9047 15.142 13.2 19.786 | 22.9109 | 25.047 |anti-silencing function 1A histone chaperone [Source:HGNC Symlchr6:11913NM_01403. NP_05475{. protein_co ENSG0000(25842 20995
ASF1B 68.6075 | 66.5351 | 56.3432 | 86.1157 | 73.3202 | 63.4283 |anti-silencing function 1B histone chaperone [Source:HGNC SymKchr19:1423NM_01815. . NP_060624. protein_co|ENSG0000(55723 20996
ASGR1 0.256298 | 0.632316 | 0.716091 | 0.697766 | 0.69839 | 0.571205 |asialoglycoprotein receptor 1 [Source:HGNC Symbol;Acc:HGNC:7{chr17:707NM_0011¢XM_01152|. NP_00118{XP_011522protein_coENSG0000(432 742
ASGR2 0 0 0 0 0 0 asialoglycoprotein receptor 2 [Source:HGNC Symbol;Acc:HGNC:74chr17:7004NM_0011§XM_01702|. . NP_00117{XP_00525€fprotein_coENSG0000(433 743
ASH1L 7.65984 | 8.74774 | 9.10631 | 6.38961 | 7.79536 | 7.8899 |ASH1 like histone lysine methyltransferase [Source:HGNC Symbolchr1:1553(NM_0184§XM_01700|NR_03028]. NP_06095{XP_006711protein_co|ENSG0000(693140 19088
ASH2L 18.0768 | 17.2417 | 17.7332 | 19.5314 | 19.4688 | 23.3052 |ASH2 like histone lysine methyltransferase complex subunit [Soufchr8:37962NM_0011((XM_00671]. NP_00109¢XP_005273protein_co ENSGO000({9070 744
ASIC1 9.37519 | 9.77512 | 16.4508 | 7.99863 | 7.5077 8.6046 |acid sensing ion channel subunit 1 [Source:HGNC Symbol;Acc:HG|chr12:5049NM_00109XM_01153|. NP_00108¢XP_01153fprotein_co ENSG0000{41 100
ASIC2 0 0 0 0 0 0 acid sensing ion channel subunit 2 [Source:HGNC Symbol;Acc:HG|chr17:3134NM_00109. NP_00108Y. protein_co ENSG0000(40 99
ASIC3 0.847213 | 0.813077 | 0.764561 | 1.32891 | 1.45828 | 1.25611 [acid sensing ion channel subunit 3 [Source:HGNC Symbol;Acc:HG|chr7:15074NM_0047€. . NP_00476(. protein_coENSG0000({9311 101
ASIC4 0.335831 | 0.229106 | 0.446951 | 0.323843 | 0.17126 | 0.546534 |acid sensing ion channel subunit family member 4 [Source:HGNC|chr2:22031NM_18284XM_01151]. NP_878261XP_00524fprotein_co|ENSG0000(55515 21263
ASICS 0 0 0 0 0 0 acid sensing ion channel subunit family member 5 [Source:HGNC|chr4:15674NM_01741. . NP_05911]. protein_co| ENSG0000{51802 17537
ASIP 0 0 0 0 0 0 agouti signaling protein [Source:HGNC Symbol;Acc:HGNC:745]  [chr20:327§NM_00167XM_01152|. NP_00166{XP_00526(protein_co ENSG0000(434 745
ASL 22.5504 | 23.9886 | 26.0546 | 24.7673 21.131 22.3374 |argininosuccinate lyase [Source:HGNC Symbol;Acc:HGNC:746] chr7:6554(NM_00004. NP_00003Y. protein_coENSG0000(435 746
ASMT 0 0 0.070369 0 0 0 acetylserotonin O-methyltransferase [Source:HGNC Symbol;Acc:HchrX:1733§NM_00117. . NP_001164. protein_co ENSG0000{438 750
ASMTL 13.3631 | 14.558 | 18.3058 | 16.9798 | 14.6317 13.82 |acetylserotonin O-methyltransferase-like [Source:HGNC Symbol;4chrX:1522(NM_00117XM_00527|. NP_00116(XP_005274protein_co ENSGO000(8623 751
ASNA1 71.2939 | 69.8535 51.807 | 98.8768 | 75.8973 | 54.3516 |arsA arsenite transporter, ATP-binding, homolog 1 (bacterial) [So{chr19:1284NM_00431. NP_00430§. protein_coENSG0000{439 752
ASNS 143.356 | 130.354 | 63.357 | 68.8864 | 64.1756 | 439.347 |asparagine synthetase (glutamine-hydrolyzing) [Source:HGNC Syr{chr7:9748]NM_00117. . NP_00117]. protein_coENSG0000{440 753
ASNSD1 24.981 20.3794 | 23.7773 | 21.2582 | 28.8991 | 28.2078 |asparagine synthetase domain containing 1 [Source:HGNC Symbdchr2:19054NM_01904XM_00524|. NP_06192]XP_00524€protein_coENSG0000(54529 24910
ASPA 0 0 0 0 0 0 aspartoacylase [Source:HGNC Symbol;Acc:HGNC:756] chr17:3343NM_00004XM_00672|. NP_00004(XP_006721protein_co ENSG0000{443 756
ASPDH 0 0 0 0 0 0 aspartate dehydrogenase domain containing [Source:HGNC Symichr19:510]JNM_00102. . NP_001014. protein_coENSG0000({554235 (33856
ASPG 0 0 0.047089 0 0 0 asparaginase [Source:HGNC Symbol;Acc:HGNC:20123] chr14:1044NM_0010§XM_01153)|. NP_00107{XP_005267protein_co|ENSG0000({374569 20123
ASPH 98.5769 | 100.852 124.52 94.411 98.4371 | 141.303 |aspartate beta-hydroxylase [Source:HGNC Symbol;Acc:HGNC:757/chr8:6220(NM_0011€¢XM_01701|. NP_00115{XP_005251protein_coENSG0000(444 757
ASPHD1 7.25853 | 7.44157 | 9.71158 | 7.26676 | 7.59627 | 5.93492 |aspartate beta-hydroxylase domain containing 1 [Source:HGNC S{chr16:299]NM_18171. NP_85906. protein_co ENSG0000{253982  |27380




ASPHD2 4.03402 | 3.58553 | 3.52977 | 4.05448 | 3.77119 | 3.04052 |aspartate beta-hydroxylase domain containing 2 [Source:HGNC S{chr22:26843NM_02043. NP_06517(. protein_coENSG0000(57168 30437
ASPM 8.63105 | 8.1403 9.4476 | 10.4914 | 18.2143 | 15.7361 |abnormal spindle microtubule assembly [Source:HGNC Symbol;A{chr1:1970§NM_0012d. NP_00119]. protein_co[ENSG0000{259266  |19048
ASPN 0 0 0 0 0 0 asporin [Source:HGNC Symbol;Acc:HGNC:14872] chr9:95054NM_00119. NP_00118(. protein_co ENSG0000{54829 14872
ASPRV1 0.727507 | 0.491629 | 0.481126 | 0.453812 | 0.752562 | 0.295034 |aspartic peptidase, retroviral-like 1 [Source:HGNC Symbol;Acc:HGchr2:7018NM_15279. . NP_69000Y. protein_co ENSG0000{151516 26321
ASPSCR1 14.7451 | 16.4426 | 16.3723 | 21.7391 | 16.2047 13.397 |ASPSCR1, UBX domain containing tether for SLC2A4 [Source:HGN|chr17:7993NM_00125XM_01702|. NP_00123{XP_011521protein_coENSG0O000(79058 13825
ASRGL1 15.5788 17.023 16.5858 | 21.4529 | 20.7871 | 17.3503 [asparaginase like 1 [Source:HGNC Symbol;Acc:HGNC:16448] chr11:6214NM_0010§XM_00527|. NP_001071XP_005274protein_coENSG0000(80150 16448
ASS1 30.6024 | 31.716 | 48.9395 | 31.0153 | 25.9558 | 49.1781 |argininosuccinate synthase 1 [Source:HGNC Symbol;Acc:HGNC:79chr9:13332NM_00005XM_01701|. NP_00004{XP_005272protein_co ENSG0000(445 758
ASTE1 1.99222 | 1.88696 | 1.53011 | 2.13978 | 1.91538 | 1.38308 |asteroid homolog 1 (Drosophila) [Source:HGNC Symbol;Acc:HGN{chr3:1305§NM_0012&XM_01700]. NP_001274XP_016861protein_co ENSG0000({28990 25021
ASTL 0.135475 | 0.199842 | 0.116578 | 0.288764 | 0.078784 | 0.150167 |astacin-like metallo-endopeptidase (M12 family) [Source:HGNC S[chr2:9678YNM_0010((XM_01151]. NP_00100]XP_011509protein_co|ENSG0000({431705 31704
ASTN1 0.29507 | 0.195001 | 0.345873 0 0.021626 0 astrotactin 1 [Source:HGNC Symbol;Acc:HGNC:773] chr1:17683NM_0012§. NP_00127{XP_01685fprotein_co|ENSG0000({460 773
ASTN2 3.54291 | 3.70297 | 4.40551 | 3.95165 | 2.77896 | 3.32126 |astrotactin 2 [Source:HGNC Symbol;Acc:HGNC:17021] chr9:1191§NM_0011§. . NP_00117]. protein_co ENSG0000{23245 17021
ASUN 19.0636 | 17.8142 | 20.0488 | 22.1273 | 23.3251 | 18.8242 |asunder, spermatogenesis regulator [Source:HGNC Symbol;Acc:H|chr12:2709NM_0181¢XM_01152|. NP_060634XP_005253protein_coENSG0000({55726 20174
ASXL1 17.8139 | 18.3223 | 17.1813 | 16.1952 | 16.6439 | 14.7038 |additional sex combs like 1, transcriptional regulator [Source:HGNchr20:3094NM_0011€XM_01152|. NP_00115{XP_006723protein_coENSG0000{171023 18318
ASXL2 7.03093 | 8.14987 | 8.13665 | 6.74485 | 7.90092 | 9.13382 |additional sex combs like 2, transcriptional regulator [Source:HGNchr2:2595¢NM_0182¢XM_01700|. NP_060731XP_006712protein_co ENSG0000{55252 23805
ASXL3 0 0 0 0 0 0 additional sex combs like 3, transcriptional regulator [Source:HGNchr18:3119NM_03063XM_01702|. NP_085134XP_00525¢protein_co ENSGO000({80816 29357
ASZ1 0 0 0 0 0.047888 0 ankyrin repeat, SAM and basic leucine zipper domain containing 1chr7:1170NM_0013({XM_01151]. NP_00128{. protein_co ENSG0000{136991 1350
ATAD1 26.8337 | 26.5077 | 26.8993 24.155 31.5754 | 35.3453 |ATPase family, AAA domain containing 1 [Source:HGNC Symbol;Alchr10:895]NM_00132XM_01154. NP_00130{XP_00527(protein_coENSG0000(84896 25903
ATAD2 43.6921 | 44.1044 | 40.6399 | 54.2077 63.302 70.5353 [ATPase family, AAA domain containing 2 [Source:HGNC Symbol;Alchr8:12433NM_01410XM_01151{. NP_05482{XP_011519protein_coENSG0000(29028 30123
ATAD2B 1.85753 | 1.68005 | 1.88135 | 1.57067 | 2.02366 | 2.18678 |ATPase family, AAA domain containing 2B [Source:HGNC Symbol;{chr2:23971NM_00124XM_01153). NP_00122¢XP_005264protein_co ENSG0000({54454 29230
ATAD3A 46.3332 | 49.9257 | 42.7623 | 73.9105 | 63.8693 | 37.1794 |ATPase family, AAA domain containing 3A [Source:HGNC Symbol;{chr1:14474NM_00117. . NP_001164. protein_col[ENSG0000(55210 25567
ATAD3B 22.9452 | 24.2103 | 20.2822 | 34.0697 | 28.0363 | 16.6145 |ATPase family, AAA domain containing 3B [Source:HGNC Symbol;{chr1:1407INM_03192XM_01154. NP_114121XP_005244protein_coENSG0000(83858 24007
ATAD3C 0.164969 | 0.308202 | 0.141721 | 0.42409 | 0.597401 | 0.647219 |ATPase family, AAA domain containing 3C [Source:HGNC Symbol;{chr1:1385(NM_00103XM_01154. NP_001034XP_011539protein_co|ENSG0000({219293 32151
ATAD5 2.4424 2.68737 | 2.68774 | 1.96753 3.2673 2.58225 [ATPase family, AAA domain containing 5 [Source:HGNC Symbol;Alchr17:2919NM_02485XM_01152|. . NP_079131XP_011523protein_co ENSG0000({79915 25752
ATAT1 8.59401 | 8.07079 | 8.19977 | 8.97645 | 6.78991 | 7.71806 |alpha tubulin acetyltransferase 1 [Source:HGNC Symbol;Acc:HGN|chr6:30594NM_00103XM_00524{NR_03382]. NP_00102¢XP_005249protein_co ENSGO000({79969 21186
ATCAY 0 0 0 0 0 0 ATCAY, caytaxin [Source:HGNC Symbol;Acc:HGNC:779] chr19:388(NM_0330€. . NP_14905{. protein_coENSG0000(85300 779
ATE1 10.7946 | 11.1196 | 11.5045 | 10.9028 | 12.8328 | 14.8505 |arginyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:782] chr10:1234NM_0010(XM_00526]. NP_00100{XP_005269protein_co|ENSG0000(11101 782
ATF1 12.8392 13.227 12.1478 | 12.1932 | 11.5095 | 13.2305 |activating transcription factor 1 [Source:HGNC Symbol;Acc:HGNC|chr12:5119NM_00517XM_01701]. NP_005164XP_01153fprotein_co|ENSG0000({466 783
ATF2 11.0665 | 9.51246 | 11.2101 | 8.24346 | 8.63509 | 10.4031 [activating transcription factor 2 [Source:HGNC Symbol;Acc:HGNC|chr2:17593NM_0012F. . NP_00124{. protein_co ENSG0000{1386 784
ATF3 38.5506 | 40.4456 | 15.4215 | 17.4756 | 18.5164 | 30.5278 |activating transcription factor 3 [Source:HGNC Symbol;Acc:HGNC|chr1:21273NM_00103XM_01150]. NP_001024XP_005273protein_co ENSG0000({467 785
ATF4 457.853 | 440.766 | 297.117 | 383.672 | 299.252 | 657.976 |activating transcription factor 4 [Source:HGNC Symbol;Acc:HGNC|chr22:399]NM_00167XM_01702|. . NP_001664XP_016884protein_co|ENSG0000(468 786
ATF5 18.9352 | 16.3779 | 12.163 | 29.0995 | 28.5003 | 39.2549 [activating transcription factor 5 [Source:HGNC Symbol;Acc:HGNC|chr19:5034NM_00119XM_01152|NR_039904. NP_00118(XP_011524protein_coENSG0000{100616483790
ATF6 10.3174 | 9.72871 | 9.36512 10.785 10.9894 | 16.5814 [activating transcription factor 6 [Source:HGNC Symbol;Acc:HGNC|chr1:16174NM_00734XM_01150|. NP_03137{XP_00671]protein_co ENSG0000({22926 791
ATF6B 27.6369 | 27.9655 | 21.4644 21.419 17.9525 | 16.3099 |activating transcription factor 6 beta [Source:HGNC Symbol;Acc:Hchr6:32084NM_00113. . NP_001124. protein_coENSG0000(1388 2349
ATF7 10.7634 | 10.9574 | 9.54312 | 8.09464 | 8.40825 | 10.1194 |activating transcription factor 7 [Source:HGNC Symbol;Acc:HGNC|chr12:539¢NM_00113XM_01153]. NP_00112{XP_005264protein_co|ENSG0000(11016 792
ATF7IP 7.24062 | 8.66224 | 8.08034 | 7.73158 | 9.59291 | 10.7787 |activating transcription factor 7 interacting protein [Source:HGN(chr12:145]NM_0012§XM_01701|. NP_00127{XP_005253protein_co ENSG0000(55729 20092
ATF71P2 2.61973 | 2.07091 | 1.84404 | 2.47676 | 3.27028 | 2.63387 |activating transcription factor 7 interacting protein 2 [Source:HGNchr16:1047NM_00125XM_00672|. NP_00124{XP_006721protein_co ENSG0000(80063 20397
ATG10 7.19586 | 4.33418 | 5.69198 | 6.63033 | 4.83695 6.4004 |autophagy related 10 [Source:HGNC Symbol;Acc:HGNC:20315]  |chr5:81267NM_00113XM_00524|. NP_001124XP_005244protein_coENSG0000(83734 20315
ATG101 38.8756 | 40.1743 | 31.3373 | 44.8788 | 37.1852 | 36.8342 |autophagy related 101 [Source:HGNC Symbol;Acc:HGNC:25679] |chr12:524¢NM_00109. NP_00109]. protein_coENSG0000(60673 25679
ATG12 37.1413 | 37.0212 | 42.1654 | 33.1657 | 32.7739 | 50.6768 |autophagy related 12 [Source:HGNC Symbol;Acc:HGNC:588] chr5:1151§NM_00127. . NP_001264. protein_co[ENSG0000({9140 588
ATG13 20.8316 | 21.9565 [ 21.4086 17.68 15.7325 19.068 |autophagy related 13 [Source:HGNC Symbol;Acc:HGNC:29091] |chr11:4663NM_00114XM_01701]. NP_00113¢XP_005253protein_coENSG0000({9776 29091
ATG14 5.58783 | 6.28525 | 5.37064 | 5.74075 | 5.29749 6.2479 |autophagy related 14 [Source:HGNC Symbol;Acc:HGNC:19962]  |chr14:5584NM_01492XM_01153|. NP_05573{XP_011534protein_co|ENSG0000(22863 19962
ATG16L1 14.7572 | 15.8221 | 16.1133 | 16.6477 | 16.7509 | 13.2286 |autophagy related 16 like 1 [Source:HGNC Symbol;Acc:HGNC:214fchr2:2341§NM_0011¢XM_00671]. NP_001171XP_00524€protein_coENSG0000(55054 21498
ATG16L2 3.08551 | 2.24735 | 4.39022 | 1.89429 | 1.57416 | 1.54708 |autophagy related 16 like 2 [Source:HGNC Symbol;Acc:HGNC:254{chr11:7254JNM_00131XM_01154]. NP_001304XP_005274protein_co ENSGO000({89849 25464
ATG2A 4.88946 | 5.52281 | 4.92679 | 5.17221 | 3.39489 | 3.60707 |autophagy related 2A [Source:HGNC Symbol;Acc:HGNC:29028] |chr11:646§NM_0151(XM_01154. NP_05591XP_005273protein_co ENSG0000({23130 29028
ATG2B 1.69494 | 1.84386 | 2.01528 | 1.19062 | 1.40951 | 1.83547 |autophagy related 2B [Source:HGNC Symbol;Acc:HGNC:20187] [chr14:9674NM_01803XM_01153). NP_060504XP_00672(protein_coENSG0000(55102 20187
ATG3 26.3576 | 25.0607 [ 20.3425 25.691 24.0783 | 21.1791 |autophagy related 3 [Source:HGNC Symbol;Acc:HGNC:20962] chr3:11229NM_00127XM_01151]. NP_00126{XP_011511protein_coENSG0000(64422 20962
ATG4A 5.95069 | 5.34689 | 6.83054 | 6.85375 | 6.71611 | 7.7546 |autophagy related 4A cysteine peptidase [Source:HGNC Symbol;4chrX:10733NM_00132XM_01153)|. NP_001304XP_011529protein_co[ENSG0000{115201 |16489
ATG4B 25.7455 | 29.0269 29.019 33.2093 | 27.6906 | 26.9545 |autophagy related 4B cysteine peptidase [Source:HGNC Symbol;Achr2:24253NM_01332XM_01151]. NP_03745]XP_005247protein_co ENSG0000({23192 20790
ATGAC 4.20281 | 3.91881 | 5.74214 | 4.31065 | 5.47209 | 6.36427 |autophagy related 4C cysteine peptidase [Source:HGNC Symbol;Achr1:63244NM_03285XM_01154. NP_11624]XP_005271protein_co ENSG0000(84938 16040
ATG4D 15.6528 | 14.1893 | 15.4136 | 17.0548 | 12.5505 | 14.6245 |autophagy related 4D cysteine peptidase [Source:HGNC Symbol;Achr19:106§NM_0012§. NP_00126§. protein_co ENSG0000{84971 20789
ATG5 15.3408 | 14.8002 | 15.7812 | 18.394 | 18.9732 | 20.8056 |autophagy related 5 [Source:HGNC Symbol;Acc:HGNC:589] chr6:106449NM_0012¢. . NP_00127{. protein_co[ENSG0000({9474 589
ATG7 8.77704 | 9.63284 | 9.63221 8.6959 7.55336 | 8.49231 [autophagy related 7 [Source:HGNC Symbol;Acc:HGNC:16935] chr3:11314NM_00113XM_01153)|. NP_00112XP_006712protein_coENSG0000({10533 16935
ATGO9A 22.8462 | 25.5846 | 24.3094 | 23.9598 | 20.9503 | 22.7065 |autophagy related 9A [Source:HGNC Symbol;Acc:HGNC:22408] |chr2:2200§NM_00107. . NP_00107(. protein_coENSG0000(79065 22408
ATG9B 0.440663 | 0.102326 | 0.223032 | 0.111212 | 0.150264 | 0.343394 |autophagy related 9B [Source:HGNC Symbol;Acc:HGNC:21899]  [chr7:1507INM_1736§XM_01151]. NP_00130{XP_011514protein_co|ENSG0000({285973 21899
ATHL1 8.10851 | 8.06227 | 14.2622 | 5.59103 | 5.20579 | 5.60816 |protein-glucosylgalactosylhydroxylysine glucosidase [Source:HGNchr11:2893NM_02509XM_01152]. NP_079364XP_01151fprotein_co ENSGO000({80162 26210
ATIC 64.4414 | 63.964 | 66.4721 | 78.6915 | 70.0727 | 67.0924 [5-aminoimidazole-4-carboxamide ribonucleotide formyltransfera[chr2:216137NM_00404. NP_00403{XP_016859protein_co ENSG0000(471 794
ATL1 1.82227 | 1.57434 1.1111 1.15532 | 1.42007 | 0.954415 [atlastin GTPase 1 [Source:HGNC Symbol;Acc:HGNC:11231] chr14:5094¢NM_00112. . NP_00112]. protein_coENSG0000(51062 11231
ATL2 22.4148 | 25.0451 | 25.7123 | 25.9589 | 35.1378 | 34.2091 |atlastin GTPase 2 [Source:HGNC Symbol;Acc:HGNC:24047] chr2:38524NM_00113XM_01153]. NP_00112{XP_006712protein_co|ENSG0000(64225 24047
ATL3 14.199 16.5662 | 12.7568 | 13.6654 | 15.4616 | 15.0487 |atlastin GTPase 3 [Source:HGNC Symbol;Acc:HGNC:24526] chr11:6334NM_0012¢XM_00671]. NP_00127¢XP_006714protein_co ENSG0000({25923 24526




ATM 4.65485 | 3.83381 | 4.63802 | 3.31942 | 4.28741 | 4.01829 |ATM serine/threonine kinase [Source:HGNC Symbol;Acc:HGNC:7{chr11:108(NM_00005XM_01701]. NP_000041XP_005271protein_co|ENSG0000(472 795
ATMIN 33.9885 | 33.3832 | 30.5775 | 33.6542 | 39.2515 | 31.6913 |ATM interactor [Source:HGNC Symbol;Acc:HGNC:29034] chr16:810§NM_0013(. NP_00128]. protein_coENSG0000(23300 29034
ATN1 32.7048 | 34.245 | 27.3918 | 26.9302 | 26.2358 | 22.6682 |atrophin 1 [Source:HGNC Symbol;Acc:HGNC:3033] chr12:7033NM_0010(. NP_00100]. protein_co ENSG0000{1822 3033
ATOH1 0.049816 | 0.198901 | 0.042371 | 0.054465 | 0.057497 | 0.159488 |atonal bHLH transcription factor 1 [Source:HGNC Symbol;Acc:HGlchr4:94744NM_00517. NP_00516{. protein_co ENSG0000{474 797
ATOH7 0 0.182067 | 0.077191 0 0.206445 0 atonal bHLH transcription factor 7 [Source:HGNC Symbol;Acc:HGchr10:6994NM_14517. NP_66016]. protein_co|ENSG0000({220202 13907
ATOH8 0.540975 | 0.403602 | 0.355333 | 0.397302 | 0.732994 | 0.841961 |atonal bHLH transcription factor 8 [Source:HGNC Symbol;Acc:HGlchr2:8598]NM_03282. NP_11621{XP_006712protein_coENSG0000(84913 24126
ATOX1 49.469 | 44.7655 | 76.7192 | 62.3759 | 42.1194 | 54.4406 |antioxidant 1 copper chaperone [Source:HGNC Symbol;Acc:HGN(chr5:15114NM_00404. . NP_00403{. protein_co ENSG0000{475 798
ATP10A 0 0 0 0 0 0 ATPase phospholipid transporting 10A (putative) [Source:HGNC S|chr15:2592NM_02449XM_01152]. NP_07781{XP_005264protein_co ENSG0000(57194 13542
ATP10B 0 0 0 0.00956 | 0.009723 0 ATPase phospholipid transporting 10B (putative) [Source:HGNC S|chr5:15994NM_02515XM_01153]. NP_07942{XP_006714protein_co ENSG0000({23120 13543
ATP10D 1.88874 | 1.85813 | 2.40213 | 2.11403 | 2.41799 | 2.61435 |ATPase phospholipid transporting 10D (putative) [Source:HGNC §chr4:47481NM_02045XM_01151]. NP_06518{XP_005244protein_coENSG0000(57205 13549
ATP11A 11.4392 | 11.9153 | 12.0394 | 12.1961 | 13.9992 | 15.2926 |ATPase phospholipid transporting 11A [Source:HGNC Symbol;Acdchr13:1133NM_0152(XM_01153)|. NP_05602(XP_00526protein_co ENSGO000{23250 13552
ATP11B 9.87709 | 9.88669 12.076 8.72222 | 12.2468 | 17.0921 |ATPase phospholipid transporting 11B (putative) [Source:HGNC S|chr3:1825]NM_01461XM_01700|. NP_05543]XP_005247protein_co ENSG0000({23200 13553
ATP11C 4.78275 | 4.85841 | 5.96476 | 3.92608 5.7904 6.49502 [ATPase phospholipid transporting 11C [Source:HGNC Symbol;Acc|chrX:1388(NM_00101XM_01702{. NP_00101(XP_016884protein_co|ENSG0000(286410 13554
ATP12A 0.199142 | 0.227153 | 0.13656 | 0.208994 | 0.198095 [ 0.31543 [ATPase H+/K+ transporting non-gastric alpha2 subunit [Source:H{chr13:2529NM_0011§. . NP_00117{. protein_co ENSG0000({479 13816
ATP13A1 21.5298 | 22.4271 | 21.0664 | 25.7909 | 21.3771 | 17.6398 |ATPase 13A1 [Source:HGNC Symbol;Acc:HGNC:24215] chr19:1979NM_02041XM_01152]. NP_06514]. protein_co ENSG0000(57130 24215
ATP13A2 21.2739 | 22.5139 | 23.2845 [ 20.9401 | 18.6913 | 20.7444 [ATPase 13A2 [Source:HGNC Symbol;Acc:HGNC:30213] chr1:17314NM_00114XM_01700|. NP_001134XP_005249protein_co ENSG0000({23400 30213
ATP13A3 27.9092 | 30.2931 | 29.9484 | 25.2176 | 36.081 | 40.0082 |ATPase 13A3 [Source:HGNC Symbol;Acc:HGNC:24113] chr3:19413NM_02452XM_01151]. NP_07880(XP_005269protein_coENSG0000(79572 24113
ATP13A4 0 0 0 0 0 0 ATPase 13A4 [Source:HGNC Symbol;Acc:HGNC:25422] chr3:19311NM_03227XM_01700]. NP_11565{XP_016862protein_coENSG0000(84239 25422
ATP13A5 0 0 0 0 0 0 ATPase 13A5 [Source:HGNC Symbol;Acc:HGNC:31789] chr3:19294NM_1985(]XM_01151]. NP_94090]XP_01151%protein_co ENSG0000{344905 |31789
ATP1A1 148.197 | 154.991 143.72 149.913 | 145.157 | 153.887 |ATPase Na+/K+ transporting subunit alpha 1 [Source:HGNC Symb|chr1:1169]NM_0007(XM_00671|. NP_00069]XP_00671(protein_co ENSG0000{476 799
ATP1A2 0 0 0 0 0 0 ATPase Na+/K+ transporting subunit alpha 2 [Source:HGNC Symb|chr1:1600§NM_0007(. . NP_00069{. protein_coENSG0000({477 800
ATP1A3 8.62292 | 8.63568 | 9.18072 | 8.57364 | 8.67089 | 6.91186 |ATPase Na+/K+ transporting subunit alpha 3 [Source:HGNC Symb|chr19:4243NM_00125XM_01152]. NP_00124{XP_011529protein_co|ENSG0000(478 801
ATP1A4 0 0 0 0 0 0 ATPase Na+/K+ transporting subunit alpha 4 [Source:HGNC Symb|chr1:16013NM_0010(|XM_01150]. NP_00100{XP_011507protein_co ENSG0000({480 14073
ATP1B1 27.5789 | 26.1025 | 22.0247 | 16.6711 18.226 | 20.1452 |ATPase Na+/K+ transporting subunit beta 1 [Source:HGNC Symbdchr1:16907NM_00167. NP_00166{. protein_co ENSG0000{481 804
ATP1B2 0 0 0.024868 0 0 0 ATPase Na+/K+ transporting subunit beta 2 [Source:HGNC Symbgchr17:7554NM_0013(. NP_00129(. protein_coENSG0000(482 805
ATP1B3 109.869 | 107.144 | 109.685 | 128.266 [ 120.995 146.29 |ATPase Na+/K+ transporting subunit beta 3 [Source:HGNC Symbdchr3:14154NM_00167. NP_00167(. protein_coENSG0000(483 806
ATP1B4 0 0 0 0 0 0 ATPase Na+/K+ transporting family member beta 4 [Source:HGN(chrX:11944NM_00114. NP_00113]. protein_co ENSG0000{23439 808
ATP23 4.55276 | 5.02937 | 4.77596 | 5.1375 | 4.94198 | 5.92107 |ATP23 metallopeptidase and ATP synthase assembly factor homgchr12:5833NM_03327. NP_15059]. protein_coENSG0000(91419 29452
ATP2A1 1.34045 | 0.581592 [ 1.29104 | 0.91732 | 0.948128 | 1.51671 |ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 1|chr16:2884NM_0012§. . NP_001271. protein_coENSG0000(487 811
ATP2A2 99.7898 | 109.882 | 82.7727 | 105.024 | 112.91 | 97.2027 |ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 2|chr12:110/NM_0016§XM_01153|. NP_00167{XP_005253protein_co|ENSG0000(488 812
ATP2A3 6.87332 | 7.7994 | 9.62692 | 9.44519 | 8.11285 | 9.97567 |ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 3[chr17:3827NM_00517XM_01152]. NP_005164XP_011522protein_co ENSG0000(489 813
ATP2B1 17.0588 | 17.8349 | 17.6528 | 14.0742 | 19.1448 | 20.7541 |ATPase plasma membrane Ca2+ transporting 1 [Source:HGNC Syrlchr12:899§NM_00100XM_01153)|. NP_00100]XP_01153€protein_co ENSGO000{490 814
ATP2B2 0 0.008826 | 0.007486 | 0.019039 | 0.019788 | 0.01829 |ATPase plasma membrane Ca2+ transporting 2 [Source:HGNC Syr|chr3:10369NM_0010(XM_01700|. NP_00100{XP_005269protein_co|ENSG0000({491 815
ATP2B3 0 0 0.014983 0 0 0 ATPase plasma membrane Ca2+ transporting 3 [Source:HGNC SyrjchrX:1527§NM_0010(|XM_01153]. NP_00100{XP_005274protein_co ENSG0000(492 816
ATP2B4 10.5916 | 10.5843 | 12.7839 | 12.7267 | 13.0716 | 15.1263 [ATPase plasma membrane Ca2+ transporting 4 [Source:HGNC Syr{chr1:2035¢NM_0010(. . NP_00100]. protein_co ENSG0000{493 817
ATP2C1 30.5997 | 30.1753 | 26.0216 | 30.9892 | 35.4081 | 32.4617 |ATPase secretory pathway Ca2+ transporting 1 [Source:HGNC Syr|chr3:1305NM_00100XM_01700]. NP_00100]XP_005247protein_co ENSG0000({27032 13211
ATP2C2 4.17257 | 4.03971 | 4.04647 | 5.22644 | 5.13413 | 8.73691 |ATPase secretory pathway Ca2+ transporting 2 [Source:HGNC Syr|chr16:844(NM_0012§XM_01152|. NP_00127{XP_011521protein_co|ENSG0000({9914 29103
ATP4A 0.06219 | 0.040884 | 0.017762 | 0.022202 | 0.024216 | 0.045748 |ATPase H+/K+ transporting alpha subunit [Source:HGNC Symbol;{chr19:3604NM_0007d. NP_00069}. protein_co ENSG0000{495 819
ATP4B 0 0 0 0 0 0 ATPase H+/K+ transporting beta subunit [Source:HGNC Symbol;A|chr13:1143NM_0007(. . NP_00069¢. protein_co ENSG0000{496 820
ATP5A1 403.499 | 399.918 | 431.233 | 463.026 | 423.464 | 423.437 |ATP synthase, H+ transporting, mitochondrial F1 complex, alpha 4chr18:436 NM_00100XM_01152|. NP_00100]XP_011524protein_co ENSG0000({498 823
ATP5B 694.638 | 693.619 | 683.818 | 889.417 | 772.031 | 790.152 [ATP synthase, H+ transporting, mitochondrial F1 complex, beta p{chr12:5704NM_0016¢. . NP_00167]. protein_coENSG0000(506 830
ATP5C1 169.463 | 148.621 | 176.781 | 192.106 | 164.175 | 176.048 |ATP synthase, H+ transporting, mitochondrial F1 complex, gamm{chr10:783(NM_0010(|XM_01151]. NP_00100]. protein_co ENSG0000{509 833
ATP5D 209.911 229.79 224.881 | 267.768 | 204.168 | 222.056 |ATP synthase, H+ transporting, mitochondrial F1 complex, delta s|chr19:1241NM_0010(. NP_00100]. protein_co ENSG0000{513 837
ATPSE 89.1927 | 90.1656 | 76.0596 | 132.729 | 96.095 94.4618 |ATP synthase, H+ transporting, mitochondrial F1 complex, epsilorlchr20:5759NM_0068¢. NP_00881]. protein_co ENSG0000{514 838
ATPSEP2 84.1001 | 76.8721 | 90.1638 | 107.026 | 86.6413 | 109.161 |ATP synthase, H+ transporting, mitochondrial F1 complex, epsilorichr13:285]. . . . protein_co ENSG0000(. 34026
ATP5F1 212.858 | 183.035 | 194.963 | 218.778 | 202.219 | 192.115 |ATP synthase, H+ transporting, mitochondrial Fo complex subuni{chr1:1119§NM_0016§. NP_00167. protein_co ENSG0000{515 840
ATP5G1 420.649 | 402.016 | 397.301 [ 452.01 335.065 | 261.067 |ATP synthase, H+ transporting, mitochondrial Fo complex subuni{chr17:4697NM_0010(. NP_00100]. protein_co ENSG0000{516 841
ATP5G2 348.054 | 303.667 | 317.689 | 329.834 | 236.993 | 278.833 [ATP synthase, H+ transporting, mitochondrial Fo complex subuni{chr12:540§NM_0010(. NP_00100{XP_016874protein_coENSG0000({517 842
ATP5G3 378.133 | 354.688 | 393.396 | 503.311 | 412.384 | 394.454 |ATP synthase, H+ transporting, mitochondrial Fo complex subuni{chr2:17604NM_0010(. NP_00100{. protein_coENSG