1. construction of SFM signature

CRC tissues

: o Data mining of CRC gene expression profiles
(GEO and TCGA)

« RMA normalization ("affy” package)

® Principal component analysis
i ("FactoMineR" package)

i o Combat batch-effect correction ("sva” package)
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: # FACS (fluorescence activated cell sorting)

: o Differential analysis ("limma” package )
|logFC| >= 1 & adj p value < 0.05

2. Development of SFM subtypes

Discovery set
GSE39582
(n=566)

SFM subtypes development

Validation set Validation set Validation set
| N N ] [ |

inm

Five GEO batch TCGA Renji cohort
(n=609) (n=577) (n=53)

SFM subtypes validation

Molecular and clinical subtype characterization
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K-means classification
("factoextra” package)
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Gut microbiota analysis

f{eGene sigantures

;.Nearest—TempIate
i Prediction (NTP) algorithm
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Supplementary Figure 1. Establishment of SFM subtypes and characteristics exploration. (a)
Schematic workflow of SFM subtypes construction, validation and further analysis. (b) Heatmaps
showing expression of SFM expression in GSE39395, GSE39396 and GSE62080, respectively. (c)
Heatmaps showing expression of SFM expression in four scRNA-seq datasets. (d-g) Box plots
showing SFM gene signature score based on GSVA among cell types in four scRNA-seq datasets,
respectively. (h-l) K-means algorithm for molecular subtype classification in discovery and
validation datasets (h, GSE39582; i, five GEO batch; j, TCGA; k, Renji cohort, |, CRC PDX). Gap
statistics were plotted from K-means classification within the predetermined number of clusters (k)
varying from 3 to 8 using SFM. Unsupervised hierarchical clustering displayed distinct molecular
subtypes. Heatmaps showed SFM subtypes defined by SFM. (m) Sankey diagram showing how each
SFM subtype contributes to previous CRC classifiers. (n) Distributions of key genomic and
epigenomic markers (TP53, BRAF and KRAS, hypermutation, CIN, CIMP, MSI) and anatomical
position in aggregated datasets. P value was calculated using Chi-squared test. (o) Box plots of the
number of mutant CRC specific driver genes across SFM subtypes in TCGA data. (p) Landscape
heatmap showing 53 out of 95 driver mutations that were significant among SFM subtypes. (q)
Heatmap of critical pathological factors of SFM subtypes based on published gene signatures using
the NTP algorithm. In these analyses, samples with FDR < 0.2 were regarded as significant. (r)
Enriched functions and pathways of 2000 top differentially up and down-expressed genes
associated with each SFM subtype, separately. The enrichment of KEGG, GO and immune system
pathways were test in each subtype. The network of pathways were built using the ClueGO and
CluePedia Cytoscappe apps. These pathways are functionally grouped and connected based on the
kappa score. For d-g and o, box hinges represent 1st and 3rd quartiles, and middle represents the
median. The short horizontal lines represent the standard deviations. The upper and lower
whiskers extend from hinges up and down indicate the most extreme values that are within
1.5*IQR (interquartile range) of the respective hinge.
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Supplementary Figure 2. Distinct sensitivities among SFM subtypes to FOLFIRI and FOLFOX
chemotherapy regimens and EGFR inhibitors. (a-b) K-means algorithm for molecular subtype
classification in GSE62080 (n = 21, a) and combined GSE19860, GSE28702 and GSE69657 (n = 142,
b). Gap statistics were plotted from K-means classification within the predetermined number of
clusters (k) varying from 3 to 8 using SFM. Unsupervised hierarchical clustering displayed distinct
molecular subtypes. (c) K-means algorithm for molecular subtype classification in combined
GSE104645 and GSE72970 (n = 158). (d) Stacked plot showing the proportion of responders and
non-responders amongst SFM subtypes in in combined GSE104645 and GSE72970 dataset. P value
was calculated using Chi-squared test. (e-f) Kaplan-Meier plots of SFM subtypes in combined
GSE104645 and GSE72970 dataset for OS (e) and progression free survival (PFS, f). The tick marks
on the Kaplan-Meier curves indicated the censored patients. The differences between the curves
were determined by the log-rank test. (g) Heatmaps showing association of individual CRC patient’s
response to FOLFIRI, FOLFOX and EGFR inhibitors based on published gene signatures using NTP
algorithm. In these analyses, samples with FDR < 0.2 were regarded as significant. (h-i) Stacked
plots showing the distribution of responders and non-responders among SFM-subtypes based on
two different approaches for FOLFOX response prediction, five gene pair prediction (h) and NTP (i).
P value was calculated using Chi-squared test. (j-k) Cetuximab response association among SFM
subtypes. Bar-of-pie charts showing the distribution of SFM subtypes in terms of cetuximab
response after combining SFM A-B-E as one compared with SFM C-D-F in all CRC cases (j) and only
in KRAS wild-type cases (k). (I) Heatmaps showing response to cetuximab, quantified expression of
gene set of the EGFR pathway activity by applying GSVA and expression of individual genes of the
EGFR gene set among SFM subtypes in training and validation datasets. (m-n) Box plots of the EGFR
gene set across SFM subtypes after combining SFM A-B-E as one compared with SFM C-D-F in all
CRC cases (m) and only in KRAS wild-type cases (n). (o) K-means algorithm for molecular subtype
classification in combined GSE5851 and PRJEB34338 treated with cetuximab (n = 95). (d) Stacked
plot showing the proportion of responders and non-responders amongst SFM subtypes in
combined GSE5851 and PRJEB34338 dataset. P value was calculated using Chi-squared test. (q)
Heatmaps showing the expression profiles of the EGFR associated genes among SFM subtypes in
combined GSE5851 and PRJEB34338 dataset. (r) Box plots comparing the expression of EGFR
associated genes among SFM subtypes in combined GSE5851 and PRJEB34338 dataset. The
statistical difference was examined using the Kruskal-Wallis test. (ns, P > 0.05; *, P <= 0.05; **, P
<= 0.01; *** P <= 0.001; **** P <= 0.0001). For m, n and r, box hinges represent 1st and 3rd
quartiles, and middle represents the median. The short horizontal lines represent the standard
deviations. The upper and lower whiskers extend from hinges up and down indicate the most
extreme values that are within 1.5*IQR (interquartile range) of the respective hinge.
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Supplementary Figure 3. Estimate immune cells filtration using CIBERSORT. The fraction of immune
cells were plotted using box plot across SFM subtypes (a, GSE39582; b, Five GEO batch; c, TCGA).
The statistical difference was examined using the Kruskal-Wallis test. (ns, P > 0.05; *, P <= 0.05; **,
P <= 0.01; ***, P <= 0.001; ****, P <= 0.0001). Box hinges represent 1st and 3rd quartiles, and
middle represents the median. The short horizontal lines represent the standard deviations. The
upper and lower whiskers extend from hinges up and down indicate the most extreme values that
are within 1.5*%IQR (interquartile range) of the respective hinge.
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Univariate risk factors HR 95%ClI P value
age 0.99 (0.99 - 1.00) 0.0966
gender 1.16 (0.95-1.42) 0.1395
stage.| (ref) 1.00

stage.ll 297 (1.57 - 5.65) 0.0009
stage.lll 5.67 (2.99-10.73) <0.00001
stage.lV 13.92 (7.21-26.87) <0.00001
SFM_C (ref) 1.00

SFM_A 1.55 (1.01 - 2.39) 0.0455
SFM_B 1.28 (0.83 - 2.00) 0.2670
SFM_D 1.74 (1.05 - 2.88) 0.0319
SFM_E 2.39 (1.57 - 3.62) <0.00001
SFM_F 3.10 (1.94 -4.93) <0.00001
C3.subtype.Marisa.et.al (ref) 1.00

C1.subtype.Marisa.et.al 1.24 (0.71 - 2.16) 0.4453
C2.subtype.Marisa.et.al 0.65 (0.34 - 1.22) 0.1801
C4.subtype.Marisa.et.al 2.40 (1.35-4.29) 0.0030
C5.subtype.Marisa.et.al 1.14 (0.67 - 1.95) 0.6220
C6.subtype.Marisa.et.al 1.74 (0.96 - 3.14) 0.0677
CMS1.subtype.Guinney.et.al (ref) 1.00

CMS2.subtype.Guinney.et.al 1.04 (0.72 - 1.49) 0.8453
CMS3.subtype.Guinney.et.al 0.99 (0.63 - 1.56) 0.9785
CMS4.subtype.Guinney.et.al 2.00 (1.40 - 2.87) 0.0002
MSI.CIMP.TCGA (ref) 1.00

CIN.TCGA 1.04 (0.35 - 3.06) 0.9478
Invasive. TCGA 1.00 (0.35 - 3.54) 0.8625
Enterocyte.Goblet-like.subtype.Sadanandam.et.al (ref) 1.11

Inflammatory.subtype.Sadanandam.et.al 1.08 (0.52 - 2.24) 0.8295
Stem-like.subtype.Sadanandam.et.al 1.74 (0.94 - 3.22) 0.0778
TA.subtype.Sadanandam.et.al 0.91 (0.47 - 1.76) 0.7880
CCS1.subtype.De.Sousa.et.al (ref) 1.00

CCS2.subtype.De.Sousa.et.al 213 (0.43-10.54) 0.3555
CCS3.subtype.De.Sousa.et.al 11.05 (3.09 - 39.51) 0.0002
CRISA.subtype.Isella.et.al (ref) 1.00

CRISB.subtype.Isella.et.al 1.54 (1.10 - 2.14) 0.0119
CRISC.subtype.Isella.et.al 0.82 (0.59 - 1.15) 0.2487
CRISD.subtype.lIsella.et.al 1.04 (0.72 - 1.50) 0.8479
CRISE.subtype.lsella.et.al 1.16 (0.81 - 1.66) 0.4143
low.oncotype.DX (ref) 1.00

high.oncotype.DX 1.96 (1.51-254) <0.00001
intermediate.oncotype.DX 1.59 (1.16 - 2.19) 0.0043
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Multivariate risk factors

(adjusted by age, gender and AJCC stage) HR 95%ClI P value
SFM_C (ref) 1.00

FSM_A 1.40 0.91-2.16 0.1277
SFM_B 1.15 0.74-1.79 0.5392
SFM_D 1.34 0.80 - 2.22 0.2649
SFM_E 1.89 1.24 - 2.89 0.0031
SFM_F 2.48 1.55 - 3.96 0.0001
C3.subtype.Marisa.et.al (ref) 1.00

C1.subtype.Marisa.et.al 1.29 0.74 - 2.25 0.3731
C2.subtype.Marisa.et.al 0.72 0.38 - 1.37 0.3183
C4.subtype.Marisa.et.al 1.81 1.01 -3.25 0.0462
C5.subtype.Marisa.et.al 1.09 0.64 - 1.87 0.7399
C6.subtype.Marisa.et.al 1.90 1.04 - 3.46 0.0364
CMS1.subtype.Guinney.et.al (ref) 1.00

CMS2.subtype.Guinney.et.al 0.95 0.66 - 1.37 0.7771
CMS3.subtype.Guinney.et.al 1.02 0.64 - 1.60 0.9473
CMS4.subtype.Guinney.et.al 1.66 1.15-2.39 0.0063
MSI.CIMP.TCGA (ref) 1.00

CIN.TCGA 0.91 03-28 0.8737
Invasive. TCGA 1.38 0.41 - 4.67 0.6077
Enterocyte/Goblet-like.subtype.Sadanandam.et.al (ref) 1.00

Inflammatory.subtype.Sadanandam.et.al 1.11 0.53-2.34 0.7737
Stem-like.subtype.Sadanandam.et.al 1.43 0.76 - 2.70 0.2667
TA.subtype.Sadanandam.et.al 0.84 0.43 - 1.64 0.6092
CCS1.subtype.De.Sousa.et.al (ref) 1.00

CCS2.subtype.De.Sousa.et.al 229 0.44-11.83 0.3214
CCS3.subtype.De.Sousa.et.al 11.32  3.14-40.84 0.0002
CRISA.subtype.lsella.et.al (ref) 1.00

CRISB.subtype.lsella.et.al 1.26 0.90 -1.77 0.1784
CRISC.subtype.lsella.et.al 0.72 0.52 -1.01 0.0556
CRISD.subtype.lsella.et.al 0.97 0.67 - 1.41 0.8738
CRISE.subtype.lsella.et.al 1.03 0.72-1.48 0.8577
low.oncotype.DX (ref) 1.00

high.oncotype.DX 1.93 1.49 - 2.51 <0.00001
intermediate.oncotype.DX 1.33 0.97 - 1.84 0.0776
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Supplementary Figure 4. Survival analysis across SFM subtypes using aggregated dataset. (a)
Kaplan-Meier plot of DFS of all patients. (b) Kaplan-Meier plot of DFS in CRC patients with
chemotherapy. (b) Kaplan-Meier plot of DFS in CRC patients without chemotherapy. (d-g) Kaplan-
Meier plot of DFS in individual stage patients. (h) Kaplan-Meier plot of DFS after combining SFM E
and F as one. (i-j) Kaplan-Meier plot of DFS in CRC patients with or without chemoradiotherapy. (k-
I) Kaplan-Meier plot of DFS in CRC patients with or without chemoradiotherapy after combining
SFM E and F as one. (l) Univariate Cox regression analysis for age, gender, AJCC stage, SFM subtypes,
Oncotype DX and previous CRC classifiers. (m) Multivariate Cox regression analysis for SFM
subtypes, Oncotype DX and previous CRC classifiers. These included factors were individually
adjusted by age, gender and AJCC stage.



Supplementary Table 1. Data sets and variables used for correlative analyses

Dataset Download Platform Tissue Study design Total Age Gender stage(ea Site(L/R) Ioc.atlon( AJcc Adjctx Adjxrt KRAS BRAF TP53 mut hypt?rmut sl cimp CIN RFS/DFS oS
Source rly/late) distal) Stage mut mut ation status status status

GSE39395 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 24
GSE39396 public Affymetrix HT HG-U133+ PM Array Plate fresh Prospective series 24
GSE14333 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 157 * * * * *
GSE39582 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 566 * * * * * * *
GSE33113 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 90 * *
GSE17536 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 177 * * *
GSE17537 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 55 * * *
GSE62080(Rio) public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 21
GSE37892 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 130 * * *
GSE28702 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 83 * * *
GSE19860 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 29
GSE69657 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 30 *
TCGA public RNA sequencing fresh Prospective series 577 * * * * *
Reniji cohort renji hospital |RNA sequencing fresh Prospective series 53 * * *
GSE5851 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 68
PRJEB34338 public RNA sequencing fresh Prospective series 27
GSE72970 public Affymetrix Human Genome U133 Plus 2.0 Array fresh Prospective series 92
GSE104645 public Agilent-014850 Whole Human Genome Microarray 4x4fresh Prospective series 66
GSE81861 public single cell RNA seq fresh Prospective series 363 cells
GSE103322 public single cell RNA seq fresh Prospective series 5502 cells
GSE72056 public single cell RNA seq fresh Prospective series 4054 cells
GSE75688 public single cell RNA seq fresh Prospective series 515 cells




Supplementary Table 2. gene lists of Signature associated with FOFIRI resistant and Microenvironment (SFM)
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Gene Symbol
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA

42984
ABCC9
ABLIM2
ACE
ADAMS
ADAMTSL2
ADARBI1
AKAP13
AKT3
ANGEL1
ANGPTL2
ANXA10
APITD1
AQP3
ARHGAPS
ARMC9Y
ARPP19
ARST
ASB4
ATOX1
ATP10A
ATP6VOE1
AZGP1P1
BANK1
BC039681
BC041484
BCL6B
BMP1
BNC2
BNIP2
Cl4orf132
Cl6orf72
Clorfl16
C200rf203
CCDC134
CCDC157
CCDC159
CD300LB
CD40
CDC42EP3
CDKN1C
CDYL2
CELF2-AS1
CEP70
CEP85L
CFLAR
CHD3
CHERP
CHL1
CHRNA10
CHRNB1
CIITA
CINP
CLDN4
CLDN5
CLNG6
CLUHP3
CMAHP
CNTLN
COL16A1
CPB1
CPE
CRISP1
CRTC3
CSRP1
CYP11A1
DBR1
DCAF4
DCN
DENND2D
DISP1
DNAH6
DOCK1
DTX3
ECM1
ELL2
EMP1
EPHB2
EPPK1
FAM115A
FAM129B
FAM76B
FAM86A
FANCD2
FANK1
FBX041
FCRL3
FER
FGD2
FOXN3
FRMD1
FUK
FXYD5
GABARAPL1
GBAS
GINS4
GJD2
GLG1
GLIS3
GOLGA2
GOLGASA
GRHL2
GTF2A1L
GTPBP3
HIST1H2AC
HMGA2
HNF4A
HNMT
HPX
HTRA3
IFITM10
IGFBP5
IL1RN
IL2RB
1L4
IMPAD1
INPP5D
1QCA1
IRF4
ITGB1
ITPKB
KIAA0922
L3MBTL1
LAMC1
LAMC2
LCEIE
LINC00242
LINC00957
LMNA
LOC100506125
RUNX1
L0C101927121
LOC101928076
LOC102724487
RASA4
L0C221946
L0C646484
LPP
LRP1
LSM5
LTBP1
LYNX1
MAGI1
MAP3K8
MAP3K9
MAP4K1
MAPK11
MBD5
MEG9
MFSD6L
MGC24103
PDCD4
MPZL1
MSC
MYO1C
MYO5A
NAB2
NALCN
NAPRT
NCKAP1
NOL9
NPR2
NRD1
0AZ3
OR2AD1P
OSBPL5
P4HA3
PAPPA
PCDHGA1
NA
PDK3
PDLIM7
PHLDA3
PHTF2
PI4KB
PIAS3
PLEKHAG
PPIC
PPIE
PPP3CB-AS1
PPP5D1
PRKCQ-AS1
PTGS2
PTPRB
PTPRC
PVRIG
PVRL2
PXDN
QKT
RAB3IP
RAPIA
RAP1GAP2
RBM22
RDM1
RFX5
RGS3
RNF180
RNH1
RP11-196G18. 24
RPS10P2
RUFY3
SCPEP1
SEL1L3
SERPINB9
SHC1
SIGLEC16
SIGLEC6
SLBP
SLC12A3
SLC22A23
SLC25A25
SLC30A1
SLFN12
SMIM20
SPATS2L
SPIB
SRPX
ST7L
STAT5B
SUSD5
SVIL
SYDE1
SYNPO
SYNRG
T-18
TCRVA15
TDRP
TERF21IP
TFE3
THBS1
TIMP1
TJP1
TNC
TNFRSF10D
TNFRSF19
TRADD
TRIP10
TRPS1
TSC22D1
TTC22
TTPAL
TULP3
TYW3
UCHL5
UCP2
USP48
WEDC9
WLS
XYLB
ZEB2
ZRSR2



Supplementary Table 3. Previously published gene signatures used to identify CRC molecuar subtypes

CRC subtype

De Sousa E Melo 2013
De_Sousa E Melo 2011
Sadanandam 2013
Marisa_ 2013

Isella 2017
Roepman_2013
Budinska 2013
Popovici 2012

Reference

De Sousa E Melo et al. Nature Medicine. 2013
De Sousa E Melo et al. Cell Stem Cell. 2011
Sadanandam et al.Nature Medicine. 2013

Marisa et al. Plos Medicine. 2013

Claudio Isella et al.Nature communications.2017

Roepman et al. International Journal of Cancer.2013

Budinska et all. Journal of Pathology. 2013
Popovici et al. Journal of Clinical Oncology. 2012

Gene lists
De_Sousa_E_Melo_De_Sousa_E_Melo_Sadanandam_2013 Marisa_2013
SRSF6 ACSL6 SFRP2 RGS1
HNRNPL ADH6 MGP CD69
7102 AGPAT9 COL10AT LILRB2
CYP1B1 AKR1B10 MSRB3 GZMB
EIF5A ANXA6 CYP1B1 L0C100287927
TOB1 APCDD1 FNDC1 ST8STA4
KIAA0226L APOBEC1 SFRP4 FCGR2B
ITCH AREGB GAS1 0AS2
QPRT ARL14 CCDC80 TLR1
RBM6 ASB4 SPOCK1 TFEC
PSIPL ATXNL THBS2 MGC29506
HTR2B B3GNTLL MFAP5S 1GKV1-5
C100rf99 BZRAP1 ASPN GZMA
PPP1R14C Cl50rf48 TNS1 GPR34
GAS1 Clorf105 TAGLN CCL8
NUTF2 C2 ComMP 1F144
SPP1 C8orf84 NTM MRC1
AXIN2 CAB39L HOPX IGLV1-36
PLAGL2 CACHD1 AEBP1 1TM2A
SEMASA CADM1 FRMD6 CXCL9
HOXC6 CALCA PLN MSR1
ECM2 CAMK2N2 FBN1 IFIT1
VAV3 CAPN6 COL11A1 CCRL1
KCNE4 CAPN8 ANTXR1 16Le
RGS4 CCL24 MIR100HG CCL18
MDM4 CD5 PCDHT HLA-DQB1
PDGFRL CD55 DDR2 IGLJ3
RNF43 CDC20B MYL9 IGLV1-40
CFH CEACAM5 FERMT2 NCF2
FITM2 CEACAM6 VCAN SAMDIL
ASCL2 CEL CDH11 MIR155HG
TRIM7 CELP SYNPO2 CXCL11
CLEC5A CGNL1 SULF1 ANKRD36BP2
STON1 CHP2 FAP FCERIG
ATP10B CHST13 COL3A1 Cl6orf54
PRPF39 CORO2A CTHRC1 FCGR3A
NAP1L3 CRNDE ADAM12 RSAD2
KHDRBS3 CSRNP3 COL1A2 TGHM
CCDC80 CST1 TIMP2 SAMSNT
AMFR CXCR4 PRRX1 CLEC7A
TSM1 CYP2S1 BGN TNFRSF17
CDHR1 CYP4X1 GLT8D2 SLAMF7
DDC DACTL DCN TLR8
PLN DEFA5 FABP4 IF144L
AMACR DEFA6 FBLNI KYNU
PRDX5 DEPDC7 EFEMP1 cp
PCDH7 DKK4 VGLL3 PRKCB
MSRB3 DLX1 SPARC MS4A4A
CASP2 DMBT1 ITGBL1 HLA-DPA1
CXCL12 DPEP1 AKAP12 CXCL13
TMEM45A EDAR INHBA 16J
PPP1R14D EMB COL5A2 POU2AF1
TREM1 EML1 RAB31 TAGAP
ZFPM2 EMP1 ISLR ERAP2
PRR15 EPAS1 STON1 DOCK8
TNFATP6 ETV1 NOX4 FAM26F
VGLL3 F13A1 LOX 1Do1
INF827 FABP1 POSTN IGHG1
MEIS2 FLJ90757 ECM2 ATM2
PMEPAL FLNA LHFP CCL5
PTGIS FMOD SERPINF1 MS4A7
FSCN1 FOSL1 NNMT GPNMB
COLEC12 FRAS1 PTGIS 1GKV4-1
HSD17B6 FZD2 MYLK 1GKC
DUSP4 GAD1 MAP1B SAMD9
TSPAN6 GALNT5 CALDI GNLY
PRLR GATS GREM1 42795
PDGFC GCNT3 COL5A1 FCGR1B
THH GLT25D2 CNN1 LY96
HOPX GPA33 TIMP3 CXCL10
ULBP2 GPR155 COL6A2 HLA-DRB1
PRRX1 GPR161 ZEB1 MNDA
LOC157860 HAS2 PPAPDCIA TGHA1
ATFM3 HEPH OLFML2B KLRC1
CYR61 HMGCS2 HTRA1 TRDV3
ETV5 HMOX1 CXCL12 PCDHGA4
FAP HSD17B2 DPYSL3 CDKN2B
DOK5 HUNK PDGFC FGF13
ZNF529 TERSL COL6A3 C6orf168
NR112 TF127 COL1A1 LYVEL
SLC5A6 IF16 MYH11 FHL1
BHLHE41 IGFBP3 A0C3 CCL19
F13A1 TL18 SPARCL1 S0X2
FERMT2 1QGAP2 COL12A1 Nov
NAALS IRX3 GPNMB PENK
GPR126 IRX5 BCAT1 DES
DACT1 ISM2 PHLDB2 GNAL
AVPRIA ITPR2 SERPINGL CSRNP3
DPYD KCNA2 TPM2 MAMDC2
SYK KCNJ2 TGFBIT1 TMEM35
TRNP1L KIAAL199 MITF L0C100127983
SPHK1 KLHL5 GPC6 GPM6A
ARL4AC KRT20 NEXN GREM2
SSPN LAMA2 MVP2 GPM6B
ENO2 LEF1 FAM129A UST
INHBA LEMD1 ADAMTS2 TYRP1
C50rf46 LGRS FIBIN RBM24
VCAN LHX2 TMEMA47 COL4A3
NNMT LMCD1 IGFBPS NBEA
VMP1 L0C100128079 TNFATP6 LMO3
SET 10C283859 MXRAS LDB3
GGH L0C572558 ARL4C KCND3
PIK3AP1L LRP4 EPYC KIT
SEC22B MAOB COL15A1 BCHE
HPSE MDFIC LMOD1 FRAS1
FRMD6 MGC16703 FN1 NKX2-3
DSE MIR155HG DPT C20rf40
ALYREF MLLTI1 GNB4 OMD
FCGR2A MVE TWIST1 ZC3H12C
SYNC MMP28 SDC2 RGS13
SLC11AL MOBKL2B FLRT2 GNATT
PEG3 MPP1 LOXL1 PCDHB16
TXNDC9 MTMR11 FHL1 GLIS3
EPM2ATPI MTSS1 MAB21L.2 ZNF880
KIAA1967 MUC17 SSPN MYOCD
Clorf174 MUC2 CTSK SCD5
PRKD1 MX1 WWTR1 CPM
EPB411.4B MYH7B CYBRD1 SERPINA3
ANO9 NEURL1B CLIP4 FILIP1
LMCD1 NFE2 ZEB2 PCOLCE2
PDLIM3 NKD1 SYNM SYNM
CAB39L NOD2 SNAT2 TMEM163
SLC2A3 NOTUM DES ANGPTL1
PLXDC2 NRXN3 IGF1 NRN1T
POSTN PGM5 TNC CPNE8
CBX5 PHACTR1 GUCYIA3 SYNPO2
FHDC1 PHLDB2 GULP1 ZNF304
TYMS PLAGL1 TMEM45A FKBP1B
L0C339260 PLEKHM3 C3 SCN7A
DUSP18 PLK1S1 VCAML KLF9
ITGAM PRICKLE2 AHNAK2 TCEAL2
KANSLIL PROX1 ACTG2 LEPR
ACSL5 PRSS23 KAL1 ABI3BP
TRIB2 PTCHL FLNA DTNA
ANGPTL1 PTK7 CYR61 PCDHB10
MAP1B RBMS1 NR3C1 SLC16A14
RPL22L1 RBP1 DSE SCG2
L0C100130275 REEP1 PMP22 PRKAA2
ZNF573 REG3A RBMS1 FABP4
UBE2QL1 REG4 SMARCA1 CPA3
SRGAP2C RGS10 MAFB Cdorf7
CYBRD1 RHOU MAF PDZRN4
LINC00094 ROR1 QKT EPHAT
UQCRC2 RUNX2 MMP11 ROR1
POFUT1 SDR16C5 CD109 PTX3
C200rf112 SERP2 SRPX ZNF83
SERPINE2 EDNRA BMPRIB
SERPINI1 THBS1 VLDLR
SH3RF3 SLC2A3 CMAH
ST CHRDL1 VIP
SLCIAL APOD SMPX
SLC2A12 RUNX2 CR2
SLC7A7 COL14A1 c7
SMoC2 GPX3 FGF2
SOBP UBE2E2 HSPB6
S0CS2 GEM EML1
SORBS2 LY96 IGF1L
S0X2 FAM126A GATM
SP5 ANK2 AGTR1
SPINKI CTGF ADIPOQ
SPINK4 SORBS1 CFL2
SRGAP3 RGS2 ATP1A2
ST6GALNACT CIS SFRP1
STBD1 CD36 SYT1
SULF1 NRP1 GAP43
SULT1C2 KLHLS CDH19
TBC1D9 CFH SDPR
TFCP2L1 SPP1 CHRDL2
TGFBR3 RDX PLN
TMEM150C ADH1B OGN
TMEM154 CCL2 MVRNT
TMEM200A BASP1 NEFL
TRIM29 1D4 PEG10
TSPANS MDFIC ABCA8
TTC9 RASSF8 MYH11
TUBB2B Cllorf96 SCG5
UBE2L6 TSPAN2 SPON1
VSNL1 MEIS2 ZNF415
WNT5B AMIGO2 SORBS2
WWTR1 SHISA2 CHGB
7BTB20 APOE PRKAR2B
ZBTB7C C5ART PDK4
7C3H12C ZCCHC24 RERG
INF362 MS4A7 DCLK1
ZNF503 DPYD CD36
ZNF559 PLXNC1 STMN2
CFL2 CNN1
ITGAM CPE
SERPINEL MS4A1
SFRP1 GHR
DACT1 TUBB2B
CLEC2B MAB21L2
PAPPA SRPX
APOC1 ERAP1
RORA FOXP2
CAV2 PGM5
HDGFRP3 ANK2
CCL18 EPB41L3
ADAMTST CLIC6
TBC1D9 ADH1B
KCNMA1 GPR27
SPON1 BEX5
MS4A4A L0C401093
PDZRN3 MT1IM
DMD JAMZ
ABI3BP PCDHB14
CD163 NEGR1
ABCA8 CHRDL1
TYROBP CLU
FCGRIB BEX4
NCF2 TNFSF4
FCER1G EFEMP1
CXCR4 NTM
FPR3 NLGN4X
LAPTM5 NOX4
PLAIA MGC24103
ANXAL PDGFRL
STC1 STEGALNACH
BEX4 GUCY1A3
WASF3 EDNRA
SCRN1 THBS2
CHI3L1 PDGFC
PMEPAL SCUBE3
CPE BICCL
S0CS3 ETV1
BHLHE41 FN1
EVI2A 1D4
ALOX5AP L0C399959
CD14 B3GALNT1
TREMI F13A1
ETV1 FNDC1
TNFSF13B CXCL12
1TGB2 COLEC12
SLAMF8 RGS4
CLEC7A CACNA2D1L
KLF9 CDo1
ENPP2 COL8A1
NRXN3 SYNC
RGS1 TSPAN2
KRT80 GXYLT2
TPSAB1 PDE10A
SERPINE2 CYP1B1
KCTD12 RASSF8
S100A8 CYBRD1
CDKN2B L0C401097
FCGR3B STEAP4
MS4A6A ASPN
CPA3 TFPI
clqc FBN1
TPSB2 SPOCK1
GXYLT2 MNT
SRPX2 DI02
HSPA6 MEIS1
ANO1 CDH11
EPDRI DPYSL3
HCLS1 POSTN
APOLD1 DKK2
BCL2A1 RORA
SRGN C50rf46
LY6G6D DCBLD2
EREG HMCNT
CEL PPPIR3C
KRT23 TCEAL7
ACSL6 FAP
QPRT STON1
AXIN2 CCDC80
ABAT FBLN1
FARP1 MAP9
CELP RTN1
Cl3orf18 TNFAIP6
HUNK PRR16
PLCB4 HTR2B
APCDD1 TMEM45A
RNF43 EPYC
ASCL2 DPYD
CHN2 TWIST1
AREG RUNXIT1
PAH MEOX2
NR1I2 DPT
FREM2 VIM
CTTNBP2 SFRP2
GNG4 SLIT2
PRR15 CD109
L0C100288092 CORIN
CFTR KTAA1462
BCL1IA BAG2
ERP27 VGLL3
PLA2G12B PRICKLEL
DACHI MGP
SPIN3 NPR3
GGH SOX7
ACE2 PCDH7
PTPRO PLAIA
DPEP1 ZEB2
PROX1 IBSP
ZNRF3 CRISPLD1L
CAB39L BCAT1
LRRC2 SGCE
REEP1 EPHA3
CYP2B6 GREM1
LAMP2 COMP
PPP1R14C KAL1L
CBX5 PTGIS
NOX1 FAM19A5
SLC22A3 RHOJ
TCFL5 ROBO2
SATB2 ZEB1
AREGB BNC2
AZGP1 CFH
TMEM150C COL10A1
LOC647979 MFAP5
L0C100128822 OSMR
CES1 FGF7
PTCHI RRAGD
PRSS23 NEXN
LOC729680 TNC
ZBTB10 PHLDB2
PRAPL KLHL5
PM20D2 UBE2QL1
SESN1 ZNF521
QPCT ZFPM2
ATP10B OLR1
ELAVL2 CFI
CLDNI ISM1L
Cl20rf66 APOD
ST6GAL1 SFRP4
CTSL2 CLEC5A
COL9A3 HHEX
FGGY CLDN11
GSPT2 SPP1
KIAA1704 ITGBL1
CYP4F3 CLIP4
SLC19A3 FST
FLJ22763 PRRX1
DNAJC6 SACS
FoxQr RSPO3
MIR374AHG MSRB3
CDCA7 Cllorf70
MACCL McC
O0XGR1 LOC100506621
PPP2R2C GRP
SAMD12 NAPIL3
CDHR1 AKAP12
NFIB CIS
L0C25845 LOX
PRLR PDLIM3
PTPRD HOPX
PLAGL1 AHNAK2
WIF1 ST6GAL2
CADPS COL1AL
TOB1 COL3A1
MFAP3L PCDHAT
MAP7D2 SHISA2
FAM92A1 PPAPDCIA
MUC20 MOMIL1
RBM6 PRKD1
PLCBL HDGFRP3
HMGA2 ADAM12
CBFA2T2 METS2
TNMD HAS2
FABP6 COL11A1
CEACAM6 MCTP1
ZNF704 COL14A1
MYEF2 GULP1
GDF15 ALDHIL2
CXCL14 SMARCA1
CEACAM5 CST1
CDH17 HSD17B6
ENPP5 GAS1
Clorf103 TRAK3
HOXA3 GP2
ETF3B Cllorf93
L0C100289610 MRAP2
ASB9 SLAINT
SLC26A2 RNF125
PHACTR3 AGR3
GLS MUC5AC
KIAAL199 RETNLB
ZAK STEGALNACI
NR1D2 VNNT
RBP1 ADRB1
ZNF518B INSM1
GZMB FGFR2
ANKRD10 SLC16AT
HENMT1 GPR126
PLEKHB1 NT5E
FABP1 PTGER2
ABCB1 RAB27B
MSX2 ANXA13
PDGFA TFF1
IL17RD ANXAL
LRRC16A KIAA1324
MuC12 CA8
HMGCS2 SDR16C5
FAM134B STYK1
LEFTY1 TNFRSF11B
TRPM6 MATN2
PCK1 CTSE
EDN3 AQP3
SEMAGD PLA2G4A
SCARAS SSTR1
METTL7A CAPN9
HPGD TOX
CLDN23 REG4
SEPP1 Muc2
CNTN3 NCRNA00261
SEMA6A SLC18A1
PRKACB MUC5B
KRT20 GPR120
EDNRB SLITRK6
PID1 FCGBP
TSPANT ARX
SRI ALDHIAL
PCCA HEPACAM2
SMAD9 EPHA4
KLK11 SERPINAL
PRUNE2 ISL1
Cllorf93 SMAD9
MATN2 CATSPERB
APOBEC1 SLC6A14
ATM2 CLDN18
AFAP1-AS1 SCEL
CMPK2 FAM149A
LY6E PRUNE2
EPSTI1 TFF2
SLAINI L1TD1
PIWIL1 SPINK4
TNESF9 IL1R2
TMPRSS3 HYALT
ANKRD37 RARRES1
WISP3 TACSTD2
RPL22L1 IL13RA2
IGF2BP3 CCL3
MFI2 GJB6
CA9 KTAA0895
C8orf84 HOTAIR
PMATP1 SPRRIB
FRMD5 MEGF6
IFIT1 ANXALO
CALBIL TRNP1
ADRB1L KLK6
STAT1 NMU
MICB UBASH3B
1SG15 SPRR3
IFT44L SERPINB2
GBP4 EGFL6
TLR8 TFAP2A
DDX60 PIWILL
P2RY14 ANOT
ADAMDEC1 KRT6A
CPM TTC9
LCK LOC100288985
GBP5 KRT7
IFIT2 CALB1
PLA2G7 MMPL
0AS2 IL11
RSAD2 CLC
XAF1 CHI3L1
PNMA2 GPR37
MVP12 L0C100287616
KIAAI211 FIBCD1
APOBEC3G UCAL
1F144 TM4SF4
EPHA4 LMF1
FAM26F F5
GIMAP6 MMP7
HSPA2 ZDHHC11
CXCLI11 GABRP
MNDA MSLN
CCL4 FOLR1
TRBCI PAPPA
TAGAP SELE
FGFR2 SLC4ATT
CD55 SLCO1B3
CXCL9 IGFL2
CYBB S100A8
PLK2 FOXC1
ILIRN HOXC6
HOXC6 S0X8
BTN3A3 SOD2
BAG2 KRT17
IGLL3P 1L24
PLA2G4A PNMA2
BST2 1L6
HLA-DMB KLK10
SLAMF7 MMP10
IGLV1-44 1L8
IFIT3 ZBED2
GBP1 LEMD1
1GJ HSPA4L
FSCN1 DYX1C1
FYB S100A2
CXCL10 AFAP1-AS
CD74 MMP3
SERPINB5 ULBP2
IF16 FOXD1
FGL2 CCL11
PRKAR2B TNNC1
POU2AF1 L0C100507455
BIRC3 LOC728192
EPB41L3 CXCL5
MPEGI POPDC3
IGKC FRMD5
CCL8 PROK2
TFT16 CXCL6
MT1F ABHD12B
CSF2RB KRT6B
SAMD9 OSR2
LYZ NXF3
MVP28 SPRRIA
CCL5 SEMG1
HLA-DPA1 GPR109B
HLA-DMA TFPT2
KYNU CLIC3
CFD VSNL1
CD69 DSG3
IT™M2A DUSP4
TRIM22 FSCN1
MTIM PTGS2
C1QA TDO2
HLA-DPB1 SLC7ALL
LCP2 TRIM7
MT1G GAD1
Cl1QB AP1S3
CD53 71C2
CYTIP PT15
SAMSNT SLC6A20
HLA-DRA CRNDE
CD52 SERPINBS
EVI2B IGF2BP3
MT1H ILIRN
PTPRC Cl0orf81
SAMDIL ONECUT2
DAPK1 BCL2A1
DUSP4 CCL26
RARRES3 TMPRSS3
MTIX PCCA
DOCK8 PCSK1
MT2A ART3
CRIP1 HINT3
CXCL13 STRN3
MT1E LRP4
ALOX5 CYP4X1
RARRES1 CCND2
GRM8 KLHL13
FAM55D TMEFF2
ABP1 MAGEA5
L0C401022 DUSP27
ISX IL17RD
CDC6 FGF20
FAM105A LYZ
1D01 SLC28A3
SLC28A3 LPAR3
CDK6 1.0C283352
TFF2 DNAJC12
PITX2 SERP2
NEBL NKATN2
ANXALO STK31
GPR160 MAEL
PAQRS EPHB1
CCL24 MSX2
VN1 KCNJ3
WFDC2 C8orf84
PSMB9 RAB12
GZMA DDX43
VAV3 SYTL5
LY75 TLR4
CACNAID L7
TBX3 GSTAL
MFSD4 WDR72
ATP8AL Cl0orf112
PPPIR14D IGFBP1
FRMD3 HOXA13
CPS1 MAGEA3
CYP39A1 HIST1H2BC
IL1R2 DEFA6
IGHM ZNF655
GABRP SRSF6
ARSE C120rf56
71C2 OR51E1
TNFRSF17 ECHDC3
L0C653602 LGSN
SPAG1 NRCAM
NEDDAL MME
UGT2A3 DEFAS
SLC1A1 L0C100505875
LGALS2 TF
CLDN8 IRX2
TOX SLC44A5
TFAP2A ANKRD18A
TOX3 C3orf67
Cl17orf73 CA9
MLPH HORMAD1
FAS CDK6
F3 CLDN10
FMO5 L0C404266
SPINK1 C2CD4A
Gucyac SULTIEL
FGFR3 DDX3Y
PCSK1 RASGEFI1A
TCN1 GIF
MALL GABRB1
SLC3A1 MAGEA12
CD177 FLJ39632
HNRNPHT LRRNT
TMEM37 MAGEA1
E2F7 HOXB6
CLDN3 NTS
DHRS11 WT1
SERPINAL IL17A
SLC16A9 AKR1C4
GNLY CTNNBL
ZNF165 ALDHIA2
UGT2B17 ABCALTP
CLDN18 DNALT1
ZFP36L2 LCN15
LOC646627 KISSIR
ANXAL3 HISTIH3H
LASS6 DUXAP10
TFF3 C17orf78
SGK2 IL1A
RNF125 TMEM71
CHP2 PPP2R2C
ANKRD43 ALPK3
PYY NKX2-1
B3GNT7 MAGEA6
FAM84A GABRB3
SCGB2A1 HOXA10
BLNK ZFY
DEFAS FOXG1
STS CHST4
AQP8 REGIA
DDC ADAMTS15
SLC26A3 FAM169A
ENPP3 L0C389831
MOCOS REG1B
ARL14 PSPH
PDE9A PPPIR9A
VSIG2 CHRM3
EPHB3 ALDOB
UGT2B15 FAM201A
SCIN LPPR1
GCG UNC93A
ETF5A TKTL1
SLC7A11 HAS3
DEFA6 PTPN20A
HSPA4L TCAMIP
NR5A2 PPBP
FAM46C NET02
MUC1 SHISA9
SEMG1 CXorf61
CA12 TCN1
SSTR1 L0C201651
PBLD SYNGR3
SDR16C5 CADPS
CAL LOC100131199
SLITRK6 FGB
Cl50rf48 PTPN13
RETNLB DKK4
REG1B L0C401074
GPR126 WISP3
NAT2 FREM1
RNF186 HS6ST2
PSATL NCRNA00286A
OLFM4 CDC25A
AICF L0C100505946
PTGER4 B4GALT1
AP1S3 NLRP2
SPINK5 PRSS33
CWH43 SPESP1
TRPAL L0C100216479
GCNT3 NPTX2
LAMAT S100A7
KCNK1 PROM1
MUC5AC CLDN2
MYRTP MUC17
FOXAL PCDHB2
C9orf152 GSTT1
STX19 MCOLN3
CTSE MAGEA2
PARMIL TAF9B
SI HLA-DQAT
TSPAN12 1133
AQP3 AMFR
PKIB DSC3
DHRS9 LOC339751
MEP1A ABCA12
FAM55A L0C100128098
APOL6 MTTP
C100rf99 DKK1
CEACAMIL UTS2
1QGAP2 DHRS2
HGD CDKN2A
FAM110C TM4SF20
BCL2L15 L0C145837
L0C285628 PRSS21
MUC13 ITCH
SRSF6 L0OC389906
MAOA L0C100289026
REG3A HNRNPH1
ADHIC UTY
RHBDL2 SYNPR
RASEF LRRC34
GNE CYorf15B
EPB41L4B DCDC2
ELOVL7 FGF19
1D1 SERPIND1
BCAS1T RARA
PLA2G2A HIST1H2BG
FAM3D SAMD5
TMEM56 PHACTR2
HHLA2 L0C100507027
GPA33 IRX3
FAM169A SLC14A1
L1TD1 ZDHHC2
HIPK2 SLFN13
CDHR5 HLA-DRB4
NCRNA00261 SFTA2
GIPC2 L0C654433
SLC44A4 HOXB8
TMEM144 REG3A
CLRN3 DMKN
MS4A12 ARG2
DMBT1 C4BPA
KLF4 L0C285628
TYMS svac
TCEA3 APOA2
REGIA PRR9
03FAR1 MAGEA11
AKR1B10 ORM1
7G16B FLRT3
DUOXA2 LPL
TSPAN1 DAZ1
CMBL RPL31
LRRC19 SULT1C2
CA4 CPS1
PFKFB2 TNFRSF19
CA2 HSD17B2
MUC5B GUCA2B
PBK AQP8
SGPP2 ITLN1
PDZK11P1 CNTN3
LRRC31 GLDN
HSD17B2 SEMA6D
PLAC8 TRIM31
FUT3 GCG
AHCYL2 DMBT1
GALNT7 TRIM36
TFF1 CLCAL
KIAA1324 PTGDR
C2CD4A SCNN1B
HSD11B2 SLC16A9
7G16 SCGB2A1
TMPRSS2 PAQR5
L0C100505633 0STalpha
CEACAM7 S0X6
MUC4 CAPN13
C6orf105 DEFB1
FOXA3 NI
CLCAL EDN3
DUOX2 PLA2G2A
PIGR HHIP
RAB27B DHRS9
CASP1 TRPM6
STYK1 AKR1B10
AGR3 ACSM3
L0C100505989 UGT2A3
SLC4A4 GBA3
CLCA4 SST
SLC39A8 AGPAT9
LCN2 CA2
LIMAL MS4A8B
ITLN1 HAVCR1
TNFRSF11A C6orf105
SPINK4 PTPRR
AGR2 TMED6
TC2N PRKACB
CCL28 CWH43
XDH NPY6R
HEPACAM2 BEST2
SELENBP1 UGT2B15
NR3C2 B3GNT7
REG4 VSIG2
Muc2 UGT1A1
ST6GALNACL CAL
FCGBP SPINK5
SLC13A2
C4orf31
GUCA2A
PYY
NR5A2
LAMAL
RUNDC3B
SLC38A4
CLCA4
CCL28
HMGCS2
ADH6
CLDN8
CYP2C9
UGT1A8
DEPDC7
C20rf88
TMEM56
OLFM4
PLAC8
MEP1A
FAM55D
CD177
CHP2
MUC4
ABCC13
ADRA2A
HAPLN1
LGALS2
FRMD3
ADAMDEC1
GABRA2
PCK1
CEACAM7
SLC26A3
FAM55A
SCIN
SEMAGA
CYP2C18
TUBAL3
XDH
MFSD4
FOXA1
LRRC31
TRHDE
FABP1
PPPIR14C
SLC28A2
CDHR5
FLJ22763
PROM2
PKIB
RHBDL2
7G16
C100rf99
LOC646627
SGK2
EDNRB
UGT2B17
ADHIC
ADH4
ANPEP
IsX
ABCG2
BTNLS
SLC26A2
NTRK2
GPR128
COL4A5
PIGR
INSL5
HHLA2
VP28
SOSTDC1
0TC
TINAG
NR1H4
DUOX2
ABCB1
PCDH20
SCARAS
CA4
PI3
DPP4
MS4A12
Clorf125
LRRC19
NPYIR
SLC4A4
DNASEIL3
MPP7
HPGD
DPEP1
MYRIP
TNMD
QPCT
WASF3
L0C100506076
CTTNBP2
SLC3A1
ARL11
TMEM150C
EYAL
PTPRO
ZNF518B
RBP4
RLN2
RNF182
FAMB4A
L0C339290
AREGB
AZGP1
EREG
DMRT2
SHISA6
CEACAM8
LGRS
CCpC113
SULT1C4
TNFSF11
RGMB
HSPD1
GDAP1
PHACTR3
OBSL1
ARHGEF7
L1CAM
APOLD1
LEFTY1
NRXN3
EPHX4
CYP2B6
CPA6
INOSOD
EMB
C3orf14
PRLR
HMGA2
SPIN3
ESRRG
GPR143
PTPOX
VASH2
OR2A20P
FABP6
TM4SF1
PLEKHB1
BMP7
SPAG16
MORFAL2
ST6GAL1
MYEF2
HOXD11
ABAT
CLGN
MAP7D2
GRM8
DACH1
L0C100130468
ZNF334
MALAT1
ZNF818P
SLCIA7
FZD10
GPR64
C8orf47
L0C401522
PDZK1
PNLTPRP2
IPW
F2RL2
SLC38A11
BNIP3
MUC12
SESN3
CYPAF3
PRAC
KCNH8
ASCL2
CELP
SATB1
CKMT2
OXGR1
ARHGAP6
Cl3orf18
COL9A3
MFAP3L
TMEM170B
SLC35D3
COL27A1
SATB2
KRT40
SORBS1
TMEM200A
SCML4
GSPT2
PLCB4
PKIA
ZBTB10
POF1B
H19
FAM3B
IGHD
COCH
AMY1A
ERP27
SRPX2
GAS2
ZMYM2
PCP4
HOXD10
PAH
SMoc2
ODAM
VAV3
CAB39L
GPR155
RAPGEF4
L0C653602
GOLGA8A
FZD3
RASSF10
CACNALD
SOX1
L0C100506948
PLD1
TACL
CES1
HOXD13
WIF1
GAL
GNG4
KRT23
GRB14
GABRB2
NHS
PLGLA
SLC19A3
APCDD1
ACE2
FLJ32063
RBP1
FRZB
REEP1
ELAVL2
ZNF711
ENPP3
ENPP5
CDHR1
SLC22A3
TDGF1
LY6G6D
CFTR
ELF5
FABP3
MLF1
FREM2
L0C100288092
DNAJC6
PLA2G12B
PCLO
DMD
TRIM2
ZNF529
MIR17HG
CAPN8
CAPNG
CYP39A1
BEX2
1GF2
CXCL14
PTPRD
CEL
LRRC2
CPLX1
ACSL6
SNRPN
DPP10
RBM6

EGF

Isella_2017
REG4

MUC2
FCGBP
7616
SPINK4
ST6GALNACT
FAM3D
CLCAL
ITLNT

TFF1
CDC42EP5
TCN1

CA2
BCL2L15
PIGR

CTSE

HEPACAM2
WFDC2
HYAL1
LGALS9
SLCIA2

ARHGDTB
CA9
MRAP2
L1TD1
MMPT7
MGST1
ATOH1
1QGAP2
FOXAL
Cl20rf36
OASL
GSDMB
CKAP4
FHL2

F3
NGFRAP1
XK

MT1E
ST3GAL4
KLK1
ANGPTL4
S0CS2
KIT
DLL1
CAPN8

FAM107B
C8orf4
FGFBP1
FAM46A
RIMS3
RARRES3
LEFTY1
KCNN4
QSOX1
SGPP2
WBP5
FAM46C
SERPINAL
HES4
PHLDA1
FAM174B
CLIC4
MT2A
VSIG2
MUC4
SLC16A9
RNF144A
LMO4
SLC28A2
PNMA2
SERPINB6
ETF4E3
ALDH3A1
CA12
MT1X
SIPAIL2
CD163L1
NT5E
BIK
LIPG
ADM
WISP3
NFIC
LXN
SCGB2A1
NOXO1
UGT2B11
EPHB3
TLE1
SH3BGRL
BMP2
TSPAN13
RAMP1
UGT2B7
AHNAK
C3orf70
ALCAM
RNASE4
LIMCHL
VLDLR
ALDHIL1
SAMD5

TMEM171
RNF186
ANKRD37
PTGER4
FOXD1
UGTIAL0
TCEAL3
TMEM211
C18orf56
ucp2
PCSK1
PROM2
SOSTDC1
C4BPA
TCEAL8
GCNT1
SYT13
ADORA2B
MYEOV
ASB9
MYADM
GDPD3
GPC3
TFF3
C20rf82
PTPRR

ENTPD8
CHST4
NCALD
KCNS3
CAPN12
GSTAL

SERPINE2
KLK6
S100A3
SERPINBS
COL17AL
TM4SF1
KRT6A
MUCL7
MX1
CLIC3
SLPT
KLK10
KRT80
S100A16
ADAM19
1TGA3
UCAT
AFAP1L2
TM4SF4
BMP4
IGF2BP3
C6orf15
PLA2G16
SFTA2
LEMD1
CXCL1
CFD
IF16
MALL

SULT2B1
TNFRSF6B
DCBLD2
CALB2
LGR6
S100A9
IFIT3
PRAP1
TRIM29
IRF7
TFAP2C
ETS1
DEFB1
ST3GAL1
MX2
ANXA2P1
FOXC1
HIST1H2AC
PMEPAT
NRCAM
HIST1H2BD
TUBB3
1D3
EPAS1
GSTO2
TRNP1
FLNC
HSD17B2
LMTK3
PODXL
ABHD12B
NAPRT1
PPPIRIB
NBL1
CEACAMS
PDZK1TP1
CEACAM6
PYGB
GGT6
ATP10B
NCOA7
KRT20
LY6GED
MTMR11
PYCARD
CDH17
CES2
C2CD4B
AUTS2
MECOM
SLC26A3
KRT23
SLC39A8
HSD11B2
PSG1L
MUC12
SYTL2
IFITML
TGM2
CYP2S1
FLJ32063
GZMB
NUPR1
MAP7D2
PLTP

CDHR1

ADHIA

EDN1
LOC25845
EPDR1
RICH2
FXYD3
1GDCC4
ST6GALL
TM4SF5
SLC39A2
SLC35D3
SYT7
CAPN13
SEMAGA
TLE2
CDX2
MAPILC3A
STAMBPL1
ZNF518B
FER1L4
AMT
MESP1
AQP8
PNLIPRP2
PKDCC
GRM8

PPP1R14C
HMGCS2

TMEM45B
HES2
LAPTM4B
FNBP1
ZNF256
SLCIA7
NPSR1
NANOS3
PELI2
CLIC5
HRCT1
AQP1
TACC1
LOC646627
SNORA12
bDC
FMO5
THNSL2

BEX2
LYSMD2
BCAS4
VAV3
PSG9
VGF
KLF5
LOC613037
ACE2
PRAC
FAM150A
FOLR1
ZNF704
FAM127B
RARRES2

PHYHIPL
SLC29A4
NKD1
NOTUM
ARTD3A
EFHD1
ASPSCR1
CES4
FXYD2
NPCIL1
SMARCAL
DKK1
TNFRSF19
PTK7
FYN
FZD9
VWCE
CHST13
CGNL1
TMEM99
NES
ALDHIA1
CBX2
FRAS1
LAMAS
ZNF503
GPR37
HOXD11
NELL2
BTBD11
ABCC2
ARHGAP23
F10
PACSIN3
DYNC1T1
PCDHB2
HULC
CAB39L
SNRPN
GPSM1
LARP6
DKK4
CERK
FGFR3
Cl2o0rf56
CYP2W1
ADAMTSL2
HBA2
NR2F1
NPW
VENTX
HOXD1
LOC645166
WDR54
ERP27
SNURF
GPER
HSPA12A
AKRIB1
GYG2
FGF20
DMKN
SCRN1
COTL1
IRX5
STMN3
H2AFY2

KIAA1324L
PRSS23
TSPAN33
CELSR3

Roepman_2013
HSPA4L
SLC7ALL

NUDT6

SMARCC2
AS3MT
DKFZp547K054
RGN

CTSF
SORBS1
FCGRT
LARP6
FHOD3
NINL
SRPX2
BG114486
THC2669157
QPRT
PLA2G12B
VAV3
PTPRO
RNF43
DDC

AXIN2
Cl13orf18
TSPAN6
GGH
PLAGL2
ACSL6
RBP2
SLC6A4
CTSL2
AMACR
POFUT1
CEBPA
PARD6B
PRDX5
SEPHS2
C200rf142
GPSM2
SLC5A6
TP53RK
NCOA6
C200rfl11
C200rf43
HNF4A
PSMA7
VAPB
HNRNPA1L2
KIF3B
ARFGEF2
PIWIL2
FANCF
THC2644861
MOCS3
PIGU
CEP250
1FT52
CXorf56
COBLL1

LOC388610
TPM2
(D248
LGALS1
CRYAB
CXCL12
CLDN5
LOC387763
BNC2
OBSL1
EVL
COL6A3
THBS2
SPOCK1
COL5A2
FBLN1
MGP
MXRA8
DCN
AEBP1
BASP1
COL6A1
COLIA2
HTRAL
LOXL1
COL5A1
FSTL1
RARRES2
MSN
SPARC
PDGFRB
TUBB6
SERPINF1
EFHA2
GGTLAL
LAMC1
ROBO4
IGFBPS
FAM20C
TSPYL5
VAMP5
FBX017
CLEC11A
PDLIM4
GPSM1
VWF
WISP1

AK021531
CALD1
JAK3
TRO
TGFB3
CIQTNF6
DTX3
NID2
COL18A1
SLC27A1
JAM2
SNRPC
SYNCRIP
NDUFABL
RABL3
XRCC2
NDUFA10
PA2G4
RFC4
ZNF695
PPARA
37681 FBX05
LOC338328
ANKRD35
KIAA1442
THYT
FES
PGF
MAP3K3
GPSM3
NPC2
Cl4orf139
THC2532155
Clorf198
FLT4
SNRP70
KIAA1602
ELMO1
RNF207
POLE
CPSF6
BCL2L14
TOMIL1
ASPM
ORC6L
INF367
NIPSNAP1
SPBC25
DIAPH3

LOC100127888

AKRIC3
CRYL1
SLC40A1
TESC
RGMB
C2
DNASE1
NKD2
N4BP2L1
PTGR1
NMNAT3
ALDOB
GAD1
FGGY

TMEM176B
0TC
UGT1A6
TMEM176A

ODAM
IF1271.2
DOCK11
PPP2R2C
VSNL1
CLIC6
WES1
GPR128
HOXA9
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