Table S1. S statistics of WGBS.

Sample ID  Donor ID Cell type method Num. of reads after quality trimming Mapping efficiency Duplications removed C methylated in CpG context C methylated in non-CpG context
1a01 01 Alveolar cell WGBS single-end 100bp 133,365,228 52.4% 26.93% 68.0% 0.8%
1a02 02 Alveolar cell WGBS single-end 100bp 138,415,577 51.6% 21.91% 66.4% 0.8%
1a03 03 Alveolar cell WGBS single-end 100bp 197,599,683 54.1% 53.53% 64.8% 0.9%
1a04 04 Alveolar cell WGBS single-end 100bp 265,932,383 53.3% 46.95% 66.6% 0.8%
1a05 05 Alveolar cell WGBS single-end 100bp 256,708,034 56.4% 55.71% 66.6% 4.6%
1a06 06 Alveolar cell WGBS single-end 100bp 296,574,994 48.7% 52.53% 64.0% 0.8%
1a07 07 Alveolar cell WGBS single-end 100bp 338,301,178 42.5% 51.92% 68.2% 0.9%
1a08 08 Alveolar cell WGBS single-end 100bp 291,242,428 51.7% 37.14% 71.8% 0.7%
1a09 09 Alveolar cell WGBS single-end 100bp 185,932,397 53.1% 35.95% 67.0% 0.8%
1al0 10 Alveolar cell WGBS single-end 100bp 269,049,745 50.7% 74.44% 64.3% 1.1%
lall 11 Alveolar cell WGBS single-end 100bp 259,913,667 53.3% 61.36% 67.6% 0.7%
lal2 12 Alveolar cell WGBS single-end 100bp 382,961,243 48.4% 54.07% 67.1% 0.7%
1b01 01 Bronchial cell WGBS single-end 100bp 197,461,158 25.7% 33.48% 66.8% 0.9%
1602 02 Bronchial cell WGBS single-end 100bp 218,572,059 41.0% 63.56% 68.5% 1.2%
1b03 03 Bronchial cell WGBS single-end 100bp 370,067,417 34.0% 55.47% 67.6% 2.0%
1b04 04 Bronchial cell WGBS single-end 100bp 355,748,100 40.1% 52.23% 69.1% 1.0%
1b05 05 Bronchial cell WGBS single-end 100bp 388,253,841 31.6% 50.77% 66.8% 0.9%
1b06 06 Bronchial cell WGBS single-end 100bp 193,075,863 49.1% 23.81% 70.9% 0.8%
1b07 07 Bronchial cell WGBS single-end 100bp 157,184,638 44.4% 20.72% 68.9% 0.8%
1b08 08 Bronchial cell WGBS single-end 100bp 256,041,587 51.5% 70.26% 72.3% 0.8%
1609 09 Bronchial cell WGBS single-end 100bp 127,135,990 53.7% 57.69% 66.5% 1.0%
1b10 10 Bronchial cell WGBS single-end 100bp 199,710,823 49.0% 77.41% 64.5% 0.9%
b1l 11 Bronchial cell WGBS single-end 100bp 204,371,801 50.0% 67.36% 66.9% 1.0%
1b12 12 Bronchial cell WGBS single-end 100bp 201,765,922 48.9% 29.82% 69.6% 0.8%
tc01 01 T lymphocytes WGBS single-end 100bp 199,774,405 46.9% 15.34% 70.0% 1.0%
02 02 T lymphocytes WGBS single-end 100bp 178,444,561 40.6% 11.24% 70.6% 1.4%
103 03 T lymphocytes WGBS single-end 100bp 216,767,277 50.4% 17.49% 71.5% 0.8%
tc04 04 T lymphocytes WGBS single-end 100bp 224,156,221 41.6% 13.74% 71.2% 1.3%
tc05 05 T lymphocytes WGBS single-end 100bp 231,526,342 49.3% 17.80% 70.9% 0.9%
tc06 06 T lymphocytes WGBS single-end 100bp 224,990,552 41.0% 17.16% 71.5% 1.4%
07 07 T lymphocytes WGBS single-end 100bp 234,050,177 51.7% 20.07% 74.7% 1.0%
108 08 T lymphocytes WGBS single-end 100bp 183,657,661 51.1% 17.99% 70.6% 0.9%
09 09 T lymphocytes WGBS single-end 100bp 221,046,731 50.7% 15.45% 71.8% 1.1%
tcl0 10 T lymphocytes WGBS single-end 100bp 259,431,459 50.3% 17.79% 69.8% 1.0%
tell 11 T lymphocytes WGBS single-end 100bp 120,555,010 45.4% 10.58% 72.6% 1.4%
tcl2 12 T lymphocytes WGBS single-end 100bp 130,020,633 40.5% 6.69% 69.1% 1.4%




Table S2. Sequencing statistics of RNA-seq.

Sample ID  Subject ID  Cell type Sequencing method Raw read pairs Aligned read pairs Concordant pair alignment rate  Duplication removed
la01 01 Alveolar cell RNA-seq paired-end 50bp 20,525,160 8,666,240 39.7% 17.9%
1a02 02 Alveolar cell RNA-seq paired-end 50bp 21,895,352 17,429,928 72.2% 3.5%
1a03 03 Alveolar cell RNA-seq paired-end 50bp 37,675,964 29,135,003 71.7% 6.7%
1la04 04 Alveolar cell RNA-seq paired-end 50bp 15,123,953 6,192,950 38.6% 17.5%
1a05 05 Alveolar cell RNA-seq paired-end 50bp 17,255,018 11,809,486 63.8% 9.9%
1a06 06 Alveolar cell RNA-seq paired-end 50bp 37,764,624 26,606,085 65.2% 8.6%
1a07 07 Alveolar cell RNA-seq paired-end 50bp 16,594,878 7,085,758 39.7% 12.9%
1a08 08 Alveolar cell RNA-seq paired-end 50bp 19,390,905 13,966,661 67.7% 12.0%
1a09 09 Alveolar cell RNA-seq paired-end 50bp 34,633,296 23,272,270 63.7% 12.0%
la10 10 Alveolar cell RNA-seq paired-end 50bp 22,105,588 8,415,408 34.9% 16.0%
lall 11 Alveolar cell RNA-seq paired-end 50bp 17,327,625 13,064,718 70.0% 5.9%
la12 12 Alveolar cell RNA-seq paired-end 50bp 35,375,230 25,755,624 68.6% 14.2%
1b01 01 Bronchial cell RNA-seq paired-end 50bp 18,128,260 11,854,702 63.4% 13.8%
1b02 02 Bronchial cell RNA-seq paired-end 50bp 17,274,538 12,900,772 69.4% 5.7%
1b03 03 Bronchial cell RNA-seq paired-end 50bp 37,495,354 28,786,632 70.8% 5.5%
1b04 04 Bronchial cell RNA-seq paired-end 50bp 17,256,492 7,443,891 41.7% 19.5%
1b05 05 Bronchial cell RNA-seq paired-end 50bp 17,711,249 12,798,808 67.2% 8.2%
1b06 06 Bronchial cell RNA-seq paired-end 50bp 37,798,674 27,998,929 69.1% 7.0%
1b07 07 Bronchial cell RNA-seq paired-end 50bp 22,476,567 16,309,164 66.7% 5.7%
1b08 08 Bronchial cell RNA-seq paired-end 50bp 20,095,012 13,231,669 62.2% 12.4%
1b09 09 Bronchial cell RNA-seq paired-end 50bp 39,143,660 29,175,790 70.0% 6.5%
Ib10 10 Bronchial cell RNA-seq paired-end 50bp 20,645,518 15,787,781 73.0% 7.6%
Ibl1 11 Bronchial cell RNA-seq paired-end 50bp 17,632,022 13,950,927 73.6% 4.4%
1b12 12 Bronchial cell  RNA-seq paired-end 50bp 35,317,708 25,356,043 67.8% 10.6%
tc01 01 T lymphocytes RNA-seq paired-end 50bp 19,360,549 13,584,187 66.7% 9.7%
tc02 02 T lymphocytes RNA-seq paired-end 50bp 18,249,336 14,831,275 74.8% 6.1%
tc03 03 T lymphocytes RNA-seq paired-end 50bp 19,345,431 13,994,159 67.7% 9.3%
tc04 04 T lymphocytes RNA-seq paired-end 50bp 19,587,327 9,224,657 44.5% 16.2%
tc05 05 T lymphocytes RNA-seq paired-end 50bp 18,609,091 15,170,606 77.7% 6.5%
tc06 06 T lymphocytes RNA-seq paired-end 50bp 20,585,541 15,152,410 69.6% 10.5%
tc07 07 T lymphocytes RNA-seq paired-end 50bp 21,491,747 16,504,481 71.3% 8.0%
tc08 08 T lymphocytes RNA-seq paired-end 50bp 20,515,410 8,423,841 37.9% 17.7%
tc09 09 T lymphocytes RNA-seq paired-end 50bp 21,464,734 16,637,497 71.8% 6.8%
tcl10 10 T lymphocytes RNA-seq paired-end 50bp 20,796,603 10,197,361 46.3% 18.6%
tcll 11 T lymphocytes RNA-seq paired-end 50bp 19,073,004 9,273,361 46.1% 18.4%
tcl2 12 T lymphocytes RNA-seq paired-end 50bp 20,280,599 10,437,623 48.7% 21.2%




Table S3. Source of tation of

ic features.

Feature

Resource

CpG island

DNase hypersensitive areas
Transcription factor (TF) binding regions
Repeat (repeat masker)

Gene annotation (GRCh37.73 gtf format)

http://hgdownload.soe.ucsc.edu/goldenPath/hgl9/database/
http://hgdownload.cse.ucsc.edu/goldenpath/hgl9/encodeDCC/wgEncodeRegDnaseClustered/wgEncodeRegDnaseClustered V3.bed.gz
http://hgdownload.cse.ucsc.edu/goldenpath/hgl9/encodeDCC/wgEncodeRegTbsClustered/wgEncodeRegT{bsClusteredV3.bed.gz
http://www.repeatmasker.org/species/hg.html

ftp.ensembl.org; /pub/release-73/gtf/homo sapiens




Table S4. Promoter DMR genes.
Alveolar > Bronchial Alveolar < Bronchial Lung>T

A2MLI1
A3GALT2
A4GALT

AC007952.6
AC010646.3
ACO011239.1
ACO11298.1
ACO11475.1
AC012485.1
ACO016251.1
AC016586.1
AC017028.1
AC021218.2
AC022498.1
AC024580.1
AC026310.1
AC026740.1
AC051642.1
AC068533.7
AC073342.1
AC074091.13
AC074389.6
AC079210.1
AC079354.1
AC079602.1
AC092811.1
AC093157.1
AC093323.1
AC093677.1
AC104534.3
AC104667.3
AC104809.3
AC106873.4
AC110619.2
AC119673.1
AC131097.4
ACI31971.1
AC138517.1
AC140061.12
AC144568.2
AC174470.1
ACAAL
ACACA

AC006116.20
AC018816.3
AC020952.1
AC022210.1
AC037199.1
AC037459.4

AC090673.2
AC091801.1
AC092675.3
AC112715.2
ACI135178.1

AOC3
AP000322.53
AP000679.2
AP3B2

ATP6VOAL
ATP6VIE2
B2M
B4GALNT3
B4GALT6
BAALC

Lung <T

ICF AIBG
ABCA2 AM
ABCA8 A2MLL
ABCA9 A3GALT2
ABCD2 A4GALT
ABHDI7A AAG
AC002451.1 AAMDC
AC005358.1 AAMP
AC006449.1 AASDH
AC007377.1 AATF
AC008271.1 AATK
AC008686.1 ABAT
AC010547.9 ABCA3
AC011294.3 ABCAS
ACO11484.1 ABCA7
AC016251.1 ABCB6
AC018445.1 ABCBS
AC019206.1 ABCB9
AC026202.1 ABCCL
AC026461.1 ABCC10
AC074091.13 ABCC3
ACO87477.1 ABCCS
AC090673.2 ABCD4
AC096644.1 ABCF1
AC114494.1 ABHDI2
ACI31971.1 ABHDI4A
ACSM2A ABHDI4A-ACY1
ACTR3 ABHDI4B
ACTR6 ABHD2
ADAMTS16 ABHDS
ADAMTS9 ABHD6
ADCY2 ABHDS
ADCYAPIRI ABI

GB ABL1

ADRAIA ABLIM2
ADRBK1 ABR
AE000662.92 ABRA
AGBLI AC003101.1
AK4 AC004528.1
AKRIE2 AC004824.2
ALI36115.1 AC005008.2
ALI36218.1 AC005606.1
ALI58091.1 AC005609.1
AL162424.1 AC006014.1
AL353354.2 AC006486.9
AL591806.1 AC007773.3
ALDOC AC007952.1
ALOX5AP AC007956.1
ALS2CL AC009365.3
AMPDI1 ACO10441.1
AMZ2 AC010760.1
ANKRD26 ACO11500.1
ANKRD66 ACO11897.1
ANOL AC012313.1
ANO2 AC012485.1
AP000295.9 ACO16586.1
APLNR AC022498.1
APOBEC3A AC024580.1
APOBEC3C AC026369.1
AQP2 AC037459.4
ARHGAP29 AC061992.1
ARHGAP30 AC069547.2
ARHGAP32 AC079210.1
ARHGAP39 AC079354.1
ARHGDIB AC079602.1
ARHGEF11 AC090616.2
ARHGEF4 AC092811.1
ARPP19 AC092964.1
ASAP2 AC093157.1
ASB8 AC093677.1
ASUN AC104472.1
ASXL2 AC104667.3
ASZI AC119673.1
ATG4D AC127496.1
ATM AC131097.4
ATPI3AS AC140061.12
ATP6VOD2 ACACB
B2M ACADI0
B3GALTS ACADI1
B4GALT4 ACADL
B4GALT6 ACADVL

ATF ACAP2
BCL2LI1 ACAP3
BICC1 ACATI
BIRC3 ACINI
BLID CKR2
BLOCISS-TXNDCS  ACKR3
BPI CLY
BRDI ACO2
BRDT ACOTI1
BST2 ACOXI
BTBDI6 ACOX2
BTLA ACOX3
BUB3 ACP1
Cl0orfl 1 ACRBP
Cl0orfl 13 ACSF2
Cl0orf126 ACSL3
Cl0orf129 ACSMI
Cllorf21 ACSM3
Cldorf37 ACSS1
Cl5orf32 ACTAL
Cl50rfs3 ACTA2
Cl50rf59 ACTCI
Clé6orfs4 ACTGL
Cl6or®7 ACTN1
Cl7or®7 ACTR3C
Cl8orf32 ACTRS
Cl9orfl8 ACTRS
CIGALT1 ACVRI
Clorfl62 ACVRIB
Clorfl 74 ACVR2A
ClorfI86 ACVR2B
Clorf200 ACVRLI
Clorf226 ACY1
Clorfos ACYPI
C2lorf88 ADA



ADAMI5 BRINP2 C2CD4B ADAM19

ADAM28 BST2 C2CDs ADAM30
ADAMS BTN2AL C3orf18 ADAMY
ADAMTS14 BTN3AL Cdorf4s ADAMTSI10
ADAMTSS BTN3A3 Csorf56 ADAMTS14
ADAMTSLS BTNL9 Cco6 ADAMTSI18
ADATI1 BUBI C6orf106 ADAMTS20
ADAT3 BZRAP1 Coéorf48 ADAMTS4
ADC Cl0orf113 7 ADAMTS7
ADCK2 C100rf90 CTorf63 ADAMTSL4
ADCK3 Cllorf4s C8orfl17 ADAMTSLS
ADCK4 Cllorfs8 C8orf44 ADARBI
ADCY4 Cllorf89 C8orf56 ADAT3
ADCYS Cl12o0rf43 CYorf170 ADC
ADCY6 Cl120rf79 CA6 ADCK2
ADCY9 Cl4orf177 CADMI ADCK3
ADDI1 Cl4orf23 CAPZA1 ADCK4
ADHS Cl4orf28 CASC10 ADCKS
ADHFE1 Cl4orf39 CASP10 ADCY3
ADIG Cl6orf80 CASP8 ADCY4
ADIPOQ Cl170rf97 CASQ2 ADCY6
ADIPOR2 Clorf200 CASS4 ADCY9
ADIRF Clorfs3 CBX3 ADDI
ADORAI1 Clorf68 CCDC110 ADD3
ADORA2A CIQTNF3 CCDCI129 ADHS
ADRAIB C200rf197 CCDC167 ADH7
ADRMI1 C200rf26 CCDC173 ADHFE1
ADSSL1 C2orf80 CCDC65 ADII
AEBP1 Cdorf40 CCDC66 g
AEBP2 Csorf38 CCLI11 ADIPOR2
AEN C5orf56 CCL13 RF
AES C5orfo4 Cccr21 ADK
AFF1 Cc6 CCL3 ADM2
AGA Céorfl 18 CCL4 ADMS5
AGAP2 Cc7 CCLS ADNP
AGAP2-AS1 CTorf25 CCL7 ADNP2
AGAP3 CTorf34 CCMm2 ADORA2B
AGBL4 CACNAID CCND3 ADPRHLI1
AGBLS CACNA2D4 CCNL1 ADRAID
AGFG1 CACNG2 CCR4 ADRA2A
AGPATS CACTIN CRS ADRB2
AGPAT6 CADMI CCR6 ADRBK2
AGI CADM2 CCR7 AES
AHCY CADM4 CCR8 AFAP1
AHCYL2 CADPS CD160 AFF1
AHNAK 'ALB2 CDIB AGAP2-AS1
AHNAK2 CALCOCO2 CpIC AP3
AHRR K2 CDIE AGBL4
AHSA2 CARDI1 CD2 AGBLS
AICDA CARDS CD200R1 AGER
AIFM3 CARHSP1 CD: AGK
AIG1 CASC10 D27 AGL
AIMIL CASKIN2 CD28 AGO2
AIP CASP10 CD300LB AGO4
AJUBA CASP2 CD33 AGPAT1
CASP8 CD36 AGPAT2
AK3 CASR CD3D AGPAT4
AKAP1 CBFB CD3G AGPAT6
AKAP6 CBX1 CD48 AGTPBP1
AKAP7 CC2D1A CDs AHCYL1
AKRIAL CCBE1 CD52 AHCYL2
AKRIBI10 CCDC3 CD53 AHDC1
AKRIBI5 CCDCo4 CD58 AHNAK2
AKRI1C2 CCDC64B CD69 AHRR
AKRI1C3 CCDC68 CD70 AHSA2
AKT1 CCDC69 CD72 AHSP
AKTIP CCDC82 CD79B AIFT
AL022328.1 CCDC88A CD8A AIFIL
AL031590.1 CCL14 CDY6 AIFM3
AL031663.2 CCL8 CDCA7 AIMIL
AL031666.2 CcCcm2L CDHI17 AIRE
AL035252.1 CCND3 CDKN2B AJUBA
AL035588.1 CCNDBP1 CEBPE AK1
AL035681.1 CCNL2 CEBPG AK3
AL049840.1 CCR2 CENPM AKS
ALI118506.1 CCR4 CHRM3 AK9
ALI133318.1 CCRS CHRMS AKAP1
AL137002.1 CCRL2 CHRNA3 AKAP10
AL137026.1 CCRN4L CHSTI12 AKAPS
AL139080.1 CDI163L1 CKLF AKAPSL
AL158147.2 CDIE CKLF-CMTM1 AKRIAL
AL160175.1 CD244 CLCA4 AKRIBI
AL161784.1 CD300A CLDN12 AKR7A3
AL162431.1 CD33 CLDND2 AKTI
AL163636.6 CD34 CLECI2A AKT2
AL353583.1 CDs3 CLECI9A AL020996.1
AL359091.2 CD59 CLEC2D AL031666.2
AL391421.1 CD93 CLEC4E AL035252.1
AL590452.1 CDCI14A CLECSA AL035406.1
AL591025.1 CDC42EP1 CLECL1 AL035681.1
AL603965.1 CDHI1 CLMP AL049747.1
AL645608.1 CDH7 CLNK AL049840.1
ALAS1 CDK2API1 CLPP AL118506.1
ALDHI6A1 CDRT4 CNBDI ALI21761.2
ALDHIAT CDX2 CNIH4 ALI133318.1
ALDHIA3 CDYL2 CNOT6L AL136376.1
ALDHIL1 CECR2 CNTNAP3 ALI136531.1
ALDHIL2 CEPS5 CNTNAP4 AL137002.1
ALDH3A1 CERKL COBLLI AL138815.2
ALDH3A2 CETP COG4 AL139080.1
ALDH3B1 CFCl1 COLI2A1 AL139333.1
ALDH3B2 CHD7 COLI3A1 AL161450.1
ALG1 CHIC2 COL6AS AL163636.6
ALGIL CHMP7 COL6A6 AL356356.1
ALGY CHNI COLYAL AL365202.1
ALOX12 CIDEB COLECI10 AL590452.1
ALOXI12B CINP COROIA AL590822.1
ALOXI15 CIRHIA CPO AL590822.2
ALPK2 CLCA4 CPSF1 AL645608.1
AMBP CLCN1 CR2 AL807752.1
AMDI1 CLDN14 CREM ALASI
AMH CLDNI5 CRHR2 ALDHIA3
AMNI1 CLDN20 CRK ALDH2
AMOTLI1 CLECI4A CST4 ALDH3A2
AMOTL2 CLECI9A CST7 ALDH3B1
AMPD3 CLEC3B CTB-133G6.1 ALDH3B2
AMT CLUL1 CTD-2287016.3 ALDH4A1

ANG CMSS1 CTD-25471L.24.3 ALDH9A1



ANGEL1

AP000304.12
AP001055.1
AP001362.1
AP001631.10
AP002348.1
AP003068.23
AP003733.1
APIB1
APIG1
AP1G2
APIM2

CTB-133G6.1
CTB-186H2.3
CTD-2014B16.3

CTD-2616J11.11
CTLA4

CTTNBP2
CXXCI11

ALG1

ALS2CRI11
ALS2CR12
AMBRAI
AMDHDI1

AMMECRIL

AP000688.1
AP001024.1
AP001362.1
AP001652.1
AP003041.2
AP003068.23
AP005482.1
APIBI1
AP1G2
APIM1
APIM2



HI
HS3ST3A1
HS3STS
HSDI11B1
HSPAI2B

HSPB2
HSPB2-Cllorf52
HSPB3

HISTIH41
HIST2H2AA3

-B

KRTAP16-1

B3GALNTI



Cl10orf10
Cl0orf35
Cl0orf55
Cl10orf71
Cl10orfo1
Cl100rf99
Cllorfl
Cllorfle
Cllorf35
Cllorf49
Cllorf52
Cllorfs4
Cllorf63
Cllorf80
Cllorf85
Cllorf88
Cllorfo4
Cl20rf23
C120rf36
Cl2orf42
Cl2orf45
C120rf49
Cl2orf54
Cl20rf74
C120rf75
Cl3orf45
Cl4orf159
Cl4orfl64
Cl4orfl66B
Cl4orf180
Cl4orfo4
Cl4orf80
Cl5orf38
Cl50rf38-AP3S2
Cl5orf39
Cl5orf41
Cl5orfs4
Cl5orf62
Cl6orf70
Cl6orf74
Cl6orf89
Cl6orfo1
Cl6orf96
Cl6orfo8
Cl170rf107
Cl7orf62
Cl7orf75
Cl7orf77
Cl170rf99
Cl8orf63
Cl8orfo4
Cl19orf10
Cl19orf33
Cl19orf45
Cl19orf48
Cl19orf54
Cl19orf55
C19orf57
Cl19orf59
Cl19orf60
Cl19orf67
Cl190rf82
Clorf105
Clorfl06
Clorfl10
Clorfl16
Clorf127
Clorf145
Clorf147
Clorfl67
Clorf168
Clorfl70
Clorf172
Clorf180
Clorf186
Clorf194
Clorf195
Clorf21
Clorf210
Clorf213
Clorf228
Clorf229
Clorf56
Clorf63

ILDR1

INHBA

INMT
INMT-FAM188B
INO!

LIN7A
LINC00346
LIXIL

MGAT4A

Cl10orf10
Cl100rf107
Cl0orf32
Cl100rf32-ASMT
Cl0orf35
Cl0orf67
Cl0orf71



Clorf74
Clorf86
CIQTNFI-AS1
CIQTNF6
CIQTNF9
CIR

CIs

c2
C200rf112
C200rf166
C200rf85
C2lorf2
C2lorfs8
C2lorfo7
C220rf26
C220rf31
C220rf42

Csorf20
Csorf22
Csorf49
Céorfl5
Coéorfl64
C6orf229
Céorf25

CYorf117
CYorf139
CYorf142
CYorf147
CYorf152
CYorf169
CYorf173

Q
CATSPERG
CAV2

CBFA2T2

PMFBP1

PPAN-P2RY11
PPME1
PPPICA
PPP5DI1

RHOA
RHOBTBI
RNASEI13
RNF113B
RNF125
RNF126
RNF133
RNF148
RNF166
RNF167
RNF44

RP1
RP11-108K14.8
RP11-116D17.1
RP11-187E13.1
RP11-210M15.2
RP11-51F16.8
RP11-738G5.2
RP11-849H4.2
RP11-998D10.1
RP3-468K18.5
RP4-583P15.14

Cl00r3
Cliorfl
Cllorf3s
Cliorfs2
Cllorfs4
Cllorf6s
Cliorf80
Cliorfs2
CliorP1
Cllor4
Cllor6
Cl20rf23
Cl2orf4
Cl2orf45
Cl20rf49
Cl20rf57
Cl20rf60
Cl2orf61
Cl2orf71
Cl3orf43
Cldorfl64
Cldorfl66
Cl4orfI80
Cldorf2
Cl5orf38
Cl50rf38-AP3S2
Cl5orf39
Cl5orf41
Cl5orfs2
Cl5orf61
Cléorfl1
Cléorf4s
Cléorf47
Cléorf62
Cléorf74
Cléorfs6
Cléorf89
Cléor1
Cl6ors
Cl70rf61-PLSCR3
Cl7orf67
Cl70rf72
Cl70r9
Cl8orf42
Cl8orf8
C190rf10
Cl9orf24
Cl90rf33
C190rf40
Cl9orf45
Cl9orf47
C190rfs3
Cl90rf55
C190rf57
Cl9orf67
C190rf77
C190rf81
cip
Clorf103
Clorf106
Clorfl15
Clorf122
Clorf131
Clorfl41
Clorf147
Clorfl67
Clorf170
Clorf172
Clorf180
Clorf189
Clorf198
Clorf213
Clorf220
CIORF220
Clorf222
Clorf229
Clorf233
Clorf43
Clorfs1
Clorfs2
Clorfs4
Clorfo1
Clorf63
Clorf6s
Clorf74
Clorf8s
Clorf86
Clorfo4
CIQL3
CIQTNF1
CIQTNFI-ASI
CIQTNF6
CIQTNF7
CIQTNF8
CIQTNF9
CIQTNF9B
CIR
C200rf166
C200rf194
C200rf201
C2lor2
C2lorf37
C2lorf58
C220rf23
C220rf24
C220r26
21



CCDCl114
CCDC12

CCDC138
CCDC14

CCDCl146
CCDC149
CCDCl154
CCDCI155
CCDC159
CCDC175
CCDCI180

CCL15-CCL14
CCL22

CCNBIIP1

CDCI23
CDC42
CDC42BPA
CDC42BPB

CDC42SEl
CDC

P
PPFIBP1

P

PPPIRI3L
PPPIRI4A
PPPIR16B

SLCIAI

AM1
SPATA31D1
SPEF2
SPINT4

SPN
SPP1

CCDC102B
CCDC105
CCDC106
ccpei2
CCDCI122
CCDCI125
CCDCI126
CCDCI135
CCDC136



PTGIR

RP11-101E3.5
RP11-1085N6.3
RP11-1220K2.2
RP11-3661.20.2
RP11-6L6.2
RP11-94B19.4

SLAMF1
SLC10A4
SLCISAL
SLCI5A4
SLCI6AL
SLCI6A10
SLCI19A2
SLCIAlL
SLCIA2
SLC22A16

UBQLN4
UCHLI

CCDCI138
CCDC14
CCDC142
CCDC146
CCDCI150
CCDC154
CCDCI155
CCDCI157
CCDC159
CCDC163P
CCDC166
CCDC17
CCDC181
CCDCI183
CCDC19

CCL15-CCL14
CCL23
CcCcm2L
CCNBIIP1
CCNDI

CCND2
CCNDBP1



CTB-102L5.4
CTB-96E2.2

CTC-432M15.3
CTC-487M23.8
CTCFL
CTD-2207023.3
CTD-2267D19.3
CTD-2330K9.3
CTD-2410N18.5
CTD-2545M3.6
CTD-2583A14.10
CTD-260009.1
CTD-3203P2.2
CTD-3214H19.16
CTDSPL

SLC4A10

TO:
TRAF3IP3
TRAIP
TRAK2

CEP152

CH17-132F21.1
CHAFI1A
CHAT
CHCHD3
CHCHD4

CHID1
CHKA
CHKB-CPTIB



CYP8BI

DKFZP434E1119
DKFZP43401614
DKFZP761J1410
DKK4

DLEC1

DLGS

DLGAP4

DNASEIL2

TRAPPC3L

CNEPIR1



CTB-96E2.2
CTBP2
CTC-241N9.1
CTC-260F20.3
CTC-432M15.3
CTC-479Cs.12
CTC-487M23.8
CTC-490E21.12
CTCFL
CTD-2132N18.3
CTD-2144E22.5
CTD-2162K18.4
CTD-2192J16.22
CTD-2207023.10
CTD-2207023.3
CTD-2228K2.5
CTD-2330K9.3
CTD-2349B8.1
CTD-2368P22.1
CTD-2545M3.6
CTD-2583A14.10
CTD-2587H24.4
CTD-260009.1
CTD-3088G3.8
CTD-3222D19.2

CTNNBIP1
CTNNBLI
CTPS1



FAMI29A
FAMI3IA
FAMI31C
FAM134B
FAM134C
FAMI3C
FAMI54A
FAMI60A1
FAM160B2
FAM163B
FAMI166A
FAM166B
FAMI6TA
FAMI71A2
FAM174B

DKFZP434A062
DKFZP434H0512
DKFZP761J1410






EPB41L5

FAM110C
FAM110D
FAMI114A1
FAMI115A
FAM118B
FAMI129B
FAMI31A
FAMI32A
FAM134C
FAMI136A
FAMI3A
FAMI3B
FAM149A
FAMIS4A
FAMI61A
FAM166A

FAMI177A1



GPNMB
GPR110
GPRI11
GPRI15

GS1-393G12.13
GSAP
GSDMC

HIPK4
HISTIH2BG
HISTIH3E
HISTIH4]
HISTIH4K

FAM214B
FAM217B
FAM219B

FLIU
FLJ00104



HSDI17B1
HSDI7BI11
HSDI17B12
HSDI17B13
HSDI17B14
HSD17B2

FLI27365
FLNB



JMID7
JMJD7-PLA2G4B
MY

JPHI

KATNAL2
KAZN

KB-1507C5.2

GPSM2



HISTIHIA
HISTIH2AB
HISTIH3E
HIVEP1
HK1



LGALS3BP

LIMK2

LINC00696
LINC00908
LINCO1101

HSDI1IBIL
HSDI17B1
HSD17B14



42802
MARKI
MARK2
MARK4
MARS
MARVELD2

INHBA

INHBE

INMT
INMT-FAM188B

1QC)
1QCJ-SCHIP1
IQCK
IQGAPI
IQGAP3
IQSECI
IQSEC3
IRAK3



MTRNR2LI12
MTSSIL
MTUS1
MUC1
MUC13
MUCI5
Muc2
MuUC20

MXIL
MYADM
MYB
MYBBPIA



KPNA4

KRA!
KRBOX1

KRT19

LINC00908
LINGO3






MARVELDI1

METTLI14



PMVK
PNLIPRP1

PPPICA
PPPIRI3B
PPPIRI6A
PPPIRIB
PPPIR32



PRMTS MYLS
PROC MYL6
PROCAL MYL9
PRODH MYLPF
PROM2 MYOISA
PROS1 MYOI5B
PROSER2 MYOlIC
PRPF4B MYOIH
PRPH MYOSA
PRRISL MYOsC
PRRSL MYOCD
PRRC2A MYODI
PRRC2C MYOM3
PRRT1 MYTI1
RRT3 MYZAP
PRSS23 MZF1
PRSS27 NAA30
PRSS36 NAA6O
PRSS8 NAALADLI
PRTFDC1 NAALADL2
NABI
PSD NAB2
PSEN2 NACAD
PSMBI1 NACCI
PSMC3IP NADK
PSMDI NADSYNI
PSMD5 NAGA
PSMD9 NAGK
PSME1 NAGPA
PSMG. NANOG
PSORSICI NAPILI
PTAFR NAPA
PTCHI NAPRT1
PTGES NARS
PTGFRN NARS2
PTGR1 NAT14
PTGS2 NATSL
PTK6 NBAS
PTMS NBEALI
PTOV1 NBEAL2
PTP4A2 NBLI1
PTPDC1 NBPF10
PTPLADI NBPF12
PTPLAD2 NCALD
PTPN13 NCF4
PTPN14 NCKAP1
PTPN2 NCKAPSL
PTPN21 NCKIPSD
PTPN23 NCOA4
PTPN3 NCOA6
PTPRF NCOA7
PTPRK NCOR2
RM NCS1
PTPRN2 NDE1
PTTG1 NDELI
PTTG2 NDN
PUF60 NDRG2
PUMI NDST1
PUM2 NDUFAI3
PUSI NDUFA7
PUS7 NDUFA9
PUSLI1 NDUFAFS
PVRLI NDUFAF6
V] NDUFB7
PWWP2B NDUFB9
PXDC1 NDUFC2
PXDN NDUFC2-KCTD14
PXMP2 NDUFS2
PXMP4 NECAB3
PYCR2 NEDD4
PYGB NEFH
M NEIL1
PYROXD2 NEK2
R NEK3
Qsox2 NEK6
R3HDM2 NELL2
R3HDM4 NET1
RABIIFIP2 NF1
RABIIFIP3 NFATC4
RABIS NFE2L1
RABI7 NFE2L3
RABI9 NFIA
RAB20 NFIC
RAB25 NFKBI1
RAB26 NFKBI
RAB30 NFKBILI
RAB31 NFKBI
RAB36 NFRKB
RAB3IL1 NFUL
RAB40B NFYB
RAB40C NGEF
RAB4A NHEJ1
RABSA NHLH1
RABEP1 NHLRC2
RABGAPIL NHLRC3
RABGEF1 NHLRC4
RABGGTA NID1
RABGGTB NIMIK
RABL2B NINJT
RAC1 NIPALI
RADI8 NIPAL3
RAD23A NISCH
RADSIB NIT1
RAETIE NI
RAF1 NKIRASIT
RAIl NKX1-1
RAII4 NKX2-1
RALGDS NLGN2
RALGPS1 NLK
RALY NLN
RAMP1 NLRP6
RANGAPI NLRP7
RAPIGAP NMBR
RAPGEF1 NMD3
RAPGEF3 NMEI-NME2
RAPGEFL1 NME4

NMES






ROM1
ROPNIB
RORC
RP1-102H19.8
RP1-130H16.18
RP1-170019.20
RP1-317E23.6
RP1-32110.10
RP1-4G17.5
RP1-66C13.4
RP11-1055B8.7
RP11-1070N10.3
RP11-162A12.2
RP11-181C3.1
RP11-187E13.1
RP11-187E13.2
RP11-1CL5
RP11-201K10.3
RP11-242G20.1
RP11-247C2.2
RP11-257K9.8
RP11-276H1.3
RP11-295K3.1
RP11-295P9.3
RP11-296A16.1
RP11-297M9.1
RP11-31506.2
RP11-342M21.2
RP11-343C2.7
RP11-351M8.1
RP11-382J12.1
RP11-404P21.8
RP11-410N8.4
RP11-426L16.10
RP11-477N12.3
RP11-47122.3
RP11-47122.4
RP11-544M22.13
RP11-552F3.12
RP11-552114.1
RP11-574K11.31
RP11-595B24.2
RP11-613M10.9
RP11-618P17.4
RP11-637019.3
RP11-644F5.10
RP11-676J12.7
RP11-680G10.1
RP11-701P16.2
RP11-76217.5
RP11-794P6.2
RP11-872D17.8
RP11-87C12.2
RP11-93B14.6
RP13-279N23.2
RP13-672B3.2
RPIL1
RP4-583P15.14
RPAL

RSPH10B2

RSPH3

RSRC1

RSU1

RTDRI

RTEL1
RTELI-TNFRSF6B

OSBPL2



SAPCDI

SECISBP2
SECTM1
SELE
SELENBP1

PCDHGB7
PCGF1




SH3GL3 PIK3R4

SH3PXD2A PINLYP
SH3RF1 PIP4K2C
SH3RF2 PIPSKIA
SH3RF3 PIPSKL1
SH3TC1 PIPOX
SH3YLI1 PISD
SHB PITPNA
SHC2 PITRM1
SHD PIWILA
SHF PKDI
SHISAS PKDREJ
SHROOM I PKHDI1
SHROOM3 PKIG
N 1 PKM
SIAH2 PKMYTI1
SIDT2 P2
SIGLEC1S PKP4
PLA2G12B
SIK2 PLA2GI1S
SIPAIL2 PLA2G16
SIPAIL3 PLA2G4B
SIT1 PLA2G4F
SKAP1 PLA2G6
SKI PLA2R1
SKIDAL PLAGL1
SKP1 PLBD2
SLA PLCB3
SLAIN2 PLCD1
SLAMF9 PLCD4
SLC11AlL PLCG1
SLC11A2 PLCH1
SLCI2A3 PLCH2
SLCI12A4 PLCL2
SLCI2A6 PLCXD3
SLCI12A7 PLD2
SLCI2A8 PLD3
SLCI3A3 PLEKHA4
SLC13A4 PLEKHAS
SLC14A1 PLEKHBI
SLCI5A2 PLEKHDI1
SLCI16AT1 PLEKHG1
SLC16A3 PLEKHG2
SLC16A4 PLEKHGS
SLCI16AS PLEKHM1
SLC16A8 PLEKHNI1
SLCI17A9 PLGLBI
SLCI9A1 PLIN1
SLCI9A3 PLIN2
SLC1A4 PLINS
SLCIAS PLK2
SLC20A1 PLLP
SLC20A2 PLSCR4
SLC22A10
SLC22A15 PLXDC1
SLC22A18AS PLXNAL
SLC22A4 PLXNA4
SLC22A5 PLXNBI
SLC22A6 PLXNB2
SLC22A8 PMEPAL
SLC23A1 2
SLC23A3 PNKP
SLC24A4 PNMAI
SLC25A1 PNPLA2
SLC25A10 PNPLAG6
SLC25A12 PNPLA7
SLC25A16 PNRC1
SLC25A22 POCIB
SLC25A29 PODNLI1
SLC25A34 POG!
SLC25A36 POGZ
SLC25A37 POLA2
SLC25A42 POLB
SLC25A48 POLDI
SLC26A1 POLD4
SLC26A10 POLDIP3
SLC26A9 POLE2
SLC27A1 POLM
SLC27AS POLN
SLC27A6 POLQ
SLC28A2 POLRID
SLC28A3 POLR2A
SLC29A2 POLR2C
SLC29A3 POLR2F
SLC2A1 POLR2J2
SLC2A10 POLR2L
SLC2A11 POLR2M
SLC2A14 POLR3B
SLC2A4RG POLR3G
SLC2 POMT2
SLC34A1 POMZP3
SLC35A3 POP1
SLC35A5 PO
SLC35B1 POPDC2
SLC35B4 POR
SLC35E1 POU2F1
SLC35E4 POU2F3
SLC37A1 POU3F1
SLC38AI11 POU4F2
SLC38A6 POU4F3
SLC38A8 POUGF1
SLC39A1 POUG6F2
SLC39A10 PP13439
SLC39A11 PPAP2C
SLC39A2 PPAPDCIA
SLC39A4 PPAPDCIB
SLC39A6 PPARG
SLC3A2 PPARGCIA
SLC41A1 PPARGCIB
SLC41A2 PPCDC
SLC41A3 PPDPF
SLC43A1 PPFIA3
SLC43A2 PPIE
SLC43A3 PPIL2
SLC44A2 PPL
SLC44A3 PPMIA
SLC44A4 PPMID



SLC45A4
SLC46A1
SLC47A2
SLC4Al
SLC4A2
SLC4A4
SLC4AS
SLC4A9
SLCSIA
SLC52A1
SLC52A2
SLCSA10
SLC5A2
SLC6AT1
SLC6AI12

PPMIH
PPMIN
PPPICC
PPPIRI2A
PPPIRI2B
PPPIR12C
PPPIR14B
PPPIRISA
PPPIRI6A
PPPIRIA
PPPIRIB
PPPIR21
PPPIR37
PPPIR3D
PPPIR3E
PPPIR7
PPPIR9B
PPP2RIA



SQSTMI1 PTMS
SRD5A3 PTOV1
SREBF1 PTP4AL
SREK1 PTP4A3
SRI PTPLADI
SRL PTPLB
SRP19 PTPN12
SRP68 PTPN4
SRPK2 PTPRH
SRR PTPRJ
SRRM2 PTPRO
SRRM4 PTRH1
SRSF12 PTRHDI
SRSF7 PTS
SSI8LI1 PTTG2
SSBP4 PUF60
SSCsD PUMI
SSH3 PVRL2
SSPN PVRL3
SSTRS PV]
STI13 PWWP2A
ST3GAL4 PWWP2B
ST3GALS PXDC1
ST6GALNAC1 PXK
ST6GALNAC2 PXMP2
ST6GALNAC4 PXT1
ST6GALNACS PYCR1
ST6GALNAC6 PYGB
ST7L PYY
ST8SIA3 PZP
STAB1 QARS
STAR QDPR
STARDI0 QKI
STARDS QRFP
STARD7 QSOX1
STAT4 QSox2
STAT6 QTRTDI
STAU2 R3HDM2
STEAP2 RABIIA
STEAP3 RABI1B
STEAP4 RABI1IFIP2

1 RABI1IFIP4
STK19 RABI3
STK25 RAB14
STK38L RAB17
STMNI1 RAB20
STOM RAB25
STOMLI RAB2A
STOX2 RAB32
STPG1 RAB34
STRA6 RAB35
STRIP1 RAB36
STT3A RAB3]
STX16 RAB40C
STX18 RAB42
STX19 RAB43
STXIA RAB4A
STXIB RABSA
STX3 RABSC
STX6 RABACI

8 RABEP1

STXBP3 RABGAP1
STXBP6 RABGEF1
SUCLG1 RABGGTA
SULF2 RABL2B
SUNI RABL3
SUN2 RABL6
SUNS RAC1
SURF4 RACGAP1
SUSD2 RADI8
SUSD4 RAD23A
SUV420H1 RADS1IB
sv2c RAI

BU RALB
SYCP2L RALGAPB
SYCP3 RALGPSI
SYDE2 RALY
SYMPK RAMP1
SYNC RAMP2
SYNEIL RANBP3
SYNE2 RANGAP1
SYNE3 RAP1GAP
SYNGRI1 RAPGEF2
SYNJ1 RAPGEF3
SYNJ2 RAPH1
SYNPO RAPSN
SYS1 RARA
SYTI2 RARG
SYTI5 RARRESI
SYT17 RARRES2
SYT2 RASA3
SYT8 RASA4
SYTL2 RASALI1
SYTL3 RASEF
SZT2 RASGEFIB
TAB2 RASGEFI1C
TAC3 RASGRP2
TAC4 RASGRP3
TACC2 RASGRP4
TACR2 RASIP1
TADA2A RASLI0B
TAFID RASLIIA
TAF4 RASLIIB
TAF6 RASLI2
TAGLN RASSF7
TAGLN3 RAVERI
TALDO1 2
TANGO6 RBBP4
TANK RBBP6
TAOKI1 RBBP8
TAPBP RBBPSNL
TARBP1 RBFOX2
TASIR3 RBFOX3
TAS2R40 RBKS
TATDNI RBMI2B
TBCIDI1 RBMI12B-AS1

TBCIDI0A RBM17



TBCID10C
TBCID14
TBCID16
TBCID2
TBCID22A
TBCID23
TBCIDS
TBCIDS

TMEM134
TMEMI139
TMEMI14B
TMEMI14C
TMEMIS0A
TMEMI156
TMEMI158
TMEMI61B

RP1-170019.20
RP1-32110.10



TMEM163
TMEM165
TMEMI175
TMEMI180
TMEMI84B
TMEMI189
TMEM19
TMEM190
TMEM192
TMEM210
TMEM214

TNFAIP2
TNFAIP8
TNFRSF11B
TNFRSF13B
TNFRSF17
TNFRSFIA
TNFRSF6B
TNFSF13
TNFSF15

TRIM6
TRIM6-TRIM34
TRIM7

RP1-66C13.4
RP11-101E3.5
RP11-1026M7.2
RP11-1055B8.6
RP11-1070N10.3
RP11-1099M24.7
RP11-111M22.2
RP11-113D6.10
RP11-131H24.4
RP11-133K1.2
RP11-139J15.7
RP11-1407015.2
RP11-145E5.5
RP11-155D18.14
RP11-162P23.2
RP11-166B2.1
RP11-167N24.6
RP11-195F19.5
RP11-201K10.3
RP11-20123.1
RP11-215A19.2
RP11-242G20.1
RP11-268]15.5
RP11-276H1.3
RP11-295P9.3
RP11-31506.2
RP11-321M21.3
RP11-342M21.2
RP11-343C2.7
RP11-345)4.3
RP11-36817.4
RP11-382J12.1
RP11-383H13.1
RP11-385D13.1
RP11-403P17.5
RP11-404L6.2
RP11-407N17.3
RP11-410N8.4
RP11-429E11.3
RP11-432B6.3
RP11-451M19.3
RP11-455G16.1
RP11-45H22.3
RP11-45M22.4
RP11-463C8.4
RP11-477N12.3
RP11-497E19.2
RP11-552F3.12
RP11-613M10.9
RP11-637019.3
RP11-644F5.10
RP11-664121.6
RP11-701P16.2
RP11-73M18.2
RP11-761B3.1
RP11-76217.5
RP11-766F14.2
RP11-867G23.8
RP11-93B14.6
RP13-279N23.2
RP13-672B3.2
RP4-734P14.4
RP4-758718.2
RPL17-C18orf32






SH3BGR



YTHDCI

ZMYNDI1
ZMYNDI5
ZMYNDI19
ZMYND8
ZNF114
ZNF124
ZNF133
ZNF195
ZNF213
ZNF217

SLC36A1






STXBP2

TAXI1BP1
TBCID10B
TBCID14
TBCID17
TBCID20
TBCID24
TBCID3
TBCIDS
TBCID8



TMEMI110
TMEMI110-MUSTN1
TMEMI116
TMEMI119
TMEMI120B
TMEM123
TMEMI125
TMEM132D
TMEM134
TMEM139
TMEM14B
TMEM14C
TMEMI50A
TMEMI150B
TMEMI154
TMEM159
TMEMI161B
TMEM165
TMEM173
TMEMI176A
TMEM176B
TMEM179B
TMEM182
TMEM184A
TMEMI184B
TMEM190
TMEM192
TMEM194A
TMEM194B
TMEM2
TMEM200A
TMEM205



TMEM256
TMEM256-PLSCR3

TNFRSFI12A
TNFRSFIA
TNFSF10
TNFSF11
TNFSF13
TNFSF15
TNFSF18
TNK2

TNKS
TNKSIBP1









YJEFN3



ZNF432




Table S5. Enrichment of promoter DMR genes. P values after Benjamin's correction are provided.

GO term of biological process ‘Alveolar > Bronchial _Alveolar < Bronchial _Lung > T Lung <T

GO:000004 1 ~transition metal ion transport 0.89 .00 1.00 1.00
G0:0000082~G1/S transition of mitotic cell cycle 0.85 1.00 1.00 1.00
G0:0000122-negative regulation of transcription from RNA polymerase Il promoter 0.75 0.40 1.00 0.02
G0:0000272~polysaccharide catabolic process 0.69 1.00 1.00 1.00
G0:0000902~cell morphogenesis 0.78 041 1.00 1.00
G0:0000904~cell morpt is involved in diffe 0.75 026 1.00 1.00
G0:0001539~ciliary or flagellar motility 0.64 1.00 1.00 1.00
G0:0001558~regulation of cell growth 0.55 1.00 1.00 042
G0:0001666~response to hypoxia 0.74 1.00 1.00 0.62
G0:0001701~in utero embryonic development 0.60 1.00 1.00 035
G0:0001736~establishment of planar polarity 0.85 1.00 1.00 1.00
G0:0001890~placenta development 0.66 1.00 1.00 0.62
G0:0001932~regulation of protein amino acid phosphorylation 0.58 1.00 1.00 1.00
G0:000193 lation of endothelial cell proliferati 0.83 1.00 1.00 024
GO:0001938~positi ion of ial cell prolife 0.71 1.00 1.00 031
G0:0002455~humoral immune response mediated by circulating immunoglobulin 0.89 1.00 1.00 1.00
G0:0002685~regulation of leukocyte migration 0.80 1.00 1.00 1.00
GO:0002687~positive regulation of leukocyte migration 0.71 1.00 1.00 1.00
G0:0003009~skeletal muscle contraction 054 1.00 1.00 1.00
G0:0003012~muscle system process 0.80 1.00 1.00 0.80
G0:0003015~heart process 0.88 1.00 1.00 1.00
G0:0005976~polysaccharide metabolic process 0.75 1.00 1.00 047
G0:0005984~disaccharide metabolic process 0.85 1.00 1.00 1.00
G0:0006022~aminoglycan metabolic process 0.86 1.00 1.00 0.69
G0:0006026~aminoglycan catabolic process 0.84 1.00 1.00 1.00
G0:0006030~chitin metabolic process 052 1.00 1.00 1.00
G0:0006032~chitin catabolic process 052 1.00 1.00 1.00
G0:0006081~cellular aldehyde metabolic process 0.69 1.00 1.00 043
G0:00061 10~regulation of glycolysis 0.88 1.00 1.00 1.00
G0:0006111~regulation of gluconeogenesis 0.85 1.00 1.00 1.00
GO:0006470~protein amino acid horylation 0.58 1.00 1.00 1.00
G0:000663 1~fatty acid metabolic process 0.03 1.00 1.00 035
GO:0006633~fatty acid biosynthetic process 0.40 1.00 1.00 0.79
GO:0006636-unsaturated fatty acid biosynthetic process 0.64 1.00 1.00 0.75
G0:0006643~membrane lipid metabolic process 037 1.00 1.00 1.00
GO:0006664~glycolipid metabolic process 0.80 1.00 1.00 1.00
G0:0006665~sphingolipid metabolic process 0.40 1.00 1.00 1.00
GO:0006672~ceramide metabolic process 0.59 1.00 1.00 1.00
GO:0006687~glycosphingolipid metabolic process 0.86 1.00 1.00 1.00
GO: lycosphingolipid biosynthetic process 0.63 1.00 1.00 1.00
G0:0006690~icosanoid metabolic process 0.41 1.00 1.00 0.75
G0:0006691~leukotriene metabolic process 0.74 1.00 1.00 1.00
G0:0006692~prostanoid metabolic process 0.88 1.00 1.00 1.00
G0:0006693~prostaglandin metabolic process 0.88 1.00 1.00 1.00
G0:0006730~one-carbon metabolic process 0.87 1.00 1.00 1.00
G0:0006732~coenzyme metabolic process 0.86 1.00 1.00 031
G0:0006760~folic acid and derivative metabolic process 0.76 1.00 1.00 1.00
G0:0006767~water-soluble vitamin metabolic process 0.84 1.00 1.00 1.00
G0:0006778~porphyrin metabolic process 0.74 1.00 1.00 1.00
GO:0006787~porphyrin catabolic process 0.85 1.00 1.00 1.00
G0:0006793~phosphorus metabolic process 0.74 1.00 1.00 031
G0:0006796~phosphate metabolic process 0.74 1.00 1.00 031
GO:0006811~ion transport 0.84 0.12 1.00 041
GO:0006820~anion transport 0.58 043 1.00 1.00
GO:0006826~iron ion transport 0.85 1.00 1.00 1.00
GO:0006865~amino acid transport 0.74 1.00 1.00 052
G0:0006879~cellular iron ion homeostasis 0.80 1.00 1.00 1.00
G0:0006897~endocytosis 0.85 1.00 1.00 0.14
G0:0006914~autophagy 0.88 1.00 1.00 1.00
G0:0006915~apoptosis 0.03 1.00 0.06 0.66
G0:0006928~cell motion 053 0.01 1.00 1.00
G0:0006936~muscle contraction 0.71 1.00 1.00 0.79
G0:0006941~striated muscle contraction 0.55 1.00 1.00 1.00
G0:0006942~regulation of striated muscle contraction 0.86 1.00 0.65 1.00
G0:0006986~response to unfolded protein 0.84 1.00 1.00 1.00
G0:0007010~cytoskeleton organization 0.75 1.00 1.00 0.65
G0:0007090~regulation of S phase of mitotic cell cycle 0.76 1.00 1.00 1.00
G0:0007155~cell adhesion 0.67 0.01 0.01 0.02
G0:0007163~establishment or maintenance of cell polarity 0.86 1.00 1.00 1.00
G0:0007169~transmembrane receptor protein tyrosine kinase signaling pathway 0.85 1.00 1.00 0.78
G0:0007242~intracellular signaling cascade 037 057 0.13 0.00
G0:0007398~cctoderm development 0.71 0.16 1.00 1.00
GO:0007409~axonogenesis 0.88 0.14 1.00 1.00
GO:0007411~axon guidance 0.75 021 1.00 0.79
G0:0007565~female pregnancy 0.80 1.00 1.00 0.71
GO:0007584~response to nutrient 053 1.00 1.00 1.00
G0:0007585~respiratory gascous exchange 0.58 1.00 1.00 1.00
G0:0007588~excretion 0.72 1.00 1.00 1.00
GO:0008104~protein localization 0.88 1.00 1.00 1.00
GO:0008202~steroid metabolic process 0.57 1.00 1.00 0.78
G0:0008203~cholesterol metabolic process 0.78 1.00 1.00 049
G0:0008219~cell death 0.02 1.00 0.09 042
GO:0008285~negati lation of cell 0.65 056 1.00 0.71
G0:0008361~regulation of cell size 0.03 1.00 1.00 0.18
GO:0008544~cpidermis development 0.60 030 1.00 1.00
G0:0008610~lipid biosynthetic process 0.09 1.00 1.00 042
G0:0008624~induction of apoptosis by extracellular signals 0.83 1.00 022 1.00
G0:0008630~DNA damage response, signal transduction resulting in induction of apoptosis 0.75 1.00 1.00 1.00
G0:0009108~coenzyme biosynthetic process 0.86 1.00 1.00 048
G0:0009247~glycolipid biosynthetic process 0.64 1.00 1.00 1.00
G0:0009395~phospholipid catabolic process 0.57 1.00 1.00 1.00
G0:0009411~response to UV 0.84 1.00 1.00 1.00
G0:0009719~response to endogenous stimulus 0.56 1.00 1.00 0.02
G0:0009725~response to hormone stimulus 0.67 1.00 1.00 0.02
G0:0009792~embryonic development ending in birth or egg hatching 0.58 0.16 1.00 023
GO: gati lation of biosynthetic process 045 0.66 1.00 0.02
G0:0009894~regulation of catabolic process 0.78 1.00 1.00 0.70
GO:0009896~positive regulation of catabolic process 0.86 1.00 1.00 0.18
GO:0009967~positi ion of signal 0.88 1.00 045 034
G0:0009991~response to extracellular stimulus 0.76 1.00 1.00 031
G0:0010033~response to organic substance 054 1.00 1.00 0.01
G0:0010035~response to inorganic substance 0.74 1.00 1.00 0.77
G0:0010038~response to metal ion 054 1.00 1.00 1.00
G0:0010324~membrane invagination 0.85 1.00 1.00 0.14
GO:0010558~negati lation of iosynthetic process 053 1.00 1.00 0.02
G0:0010562~positive regulation of phosphorus metabolic process 0.89 1.00 1.00 1.00
GO:0010605~negati lation of metabolic process 0.41 1.00 1.00 0.19
G0:001060: iptional of gene i 0.80 1.00 1.00 1.00
G0:0010627~regulation of protein kinase cascade 034 1.00 1.00 048
GO:0010629~negati lation of gene 0.46 1.00 1.00 0.00
GO:0010647~positi ion of cell 0.85 1.00 0.69 0.41



GO:0010675~regulation of cellular carbohydrate metabolic process
GO:0010676~positi ion of cellular carbohydrate metabolic process
G0:0010740~positive regulation of protein kinase cascade
G0:0010906~regulation of glucose metabolic process
G0:0010907~positive regulation of glucose metabolic process
GO:0010941~regulation of cell death
G0:0012501~programmed cell death

GO:0015698~inorganic anion transport

GO:0015804~neutral amino acid transport

GO:0015837~amine transport

GO:0015849~organic acid transport

G0:0016042~lipid catabolic process

GO:0016044~membrane organization

GO:0016049~cell growth

G0:0016053~organic acid biosynthetic process
GO:0016125~sterol metabolic process
GO:0016192~vesicle-mediated transport

G0:0016265~death

G0:0016311~dephosphorylation

G0:0016331 kb is of embryonic
GO:0016338~calcium-independent cell-cell adhesion
GO:0016481~negative regulation of transcription
GO:0016575~histone deacetylation

GO:0017157~regulation of exocytosis

G0:0019216~regulation of lipid metabolic process
G0:0019220~regulation of phosphate metabolic process
G0:0019370~leukotriene biosynthetic process
GO:0019400~alditol metabolic process

GO:0019725~cellular homeostasis

G0:001975 1~polyol metabolic process

GO:0022610~biological adhesion

GO:0030029~actin filament-based process

G0:0030030~cell projection organization

G0:003003 1~cell projection assembly

GO:0030036~actin cytoskeleton organization
G0:0030148~sphingolipid biosynthetic process
GO:0030155~regulation of cell adhesion
GO:0030198~extracellular matrix organization
G0:0030308~negative regulation of cell growth
GO:0030330~DNA damage response, signal transduction by p53 class mediator
G0:0030334~regulation of cell migration

G0:0030335~positive regulation of cell migration
G0:0030520~estrogen receptor signaling pathway
G0:0030522~intracellular receptor-mediated signaling pathway
G0:0030834~regulation of actin filament depolymerization
G0:0030835~negative regulation of actin filament depolymerization
G0:0030879~mammary gland development
G0:0031175~neuron projection development
GO:0031327~negati lation of cellular process
G0:0031329~regulation of cellular catabolic process
G0:003133 1~positive regulation of cellular catabolic process
G0:0031399~regulation of protein modification process
GO:0031589~cell-substrate adhesion

GO:0031667~response to nutrient levels
GO:0032147~activation of protein kinase activity
GO:0032148~activation of protein kinase B activity
G0:0032268~regulation of cellular protein metabolic process
GO:0032318~regulation of Ras GTPase activity
G0:0032446~protein modification by small protein conjugation
GO:0032526~response to retinoic acid

G0:0032535~regulation of cellular component size
GO:0032869~cellular response to insulin stimulus
GO:0032870~cellular response to hormone stimulus.
GO:0032970~regulation of actin filament-based process
G0:0032989~cellular component morphogenesis
G0:0033013~tetrapyrrole metabolic process
G0:0033015~tetrapyrrole catabolic process
GO:0033189~response to vitamin A

GO:0033273~response to vitamin

GO:0033559~unsaturated fatty acid metabolic process
GO:0033674~positive regulation of kinase activity
G0:0034330~cell junction organization

G0:0034637~cellular carbohydrate biosynthetic process
G0:0035023~regulation of Rho protein signal transduction
GO:0040007~growth

GO:0040008~regulation of growth

GO:0040012~regulation of locomotion

GO:0040017~positive regulation of locomotion

GO:0040029- lation of gene

GO:0042044~fluid transport

GO:0042127~regulation of cell proliferation

GO:0042168~heme metabolic process

GO:0042176~regulation of protein catabolic process
GO:0042325~regulation of phosphorylation
GO:0042493~response to drug

GO:0042592~homeostatic process

GO:0042771~DNA damage response, signal transduction by p53 class mediator resulting in induction of apoptosis
GO:0042787~protein ubiquitination during ubiquitin-dependent protein catabolic process
GO:004298 1 ~regulation of apoptosis

G0:0043009~chordate embryonic development
GO:0043067~regulation of programmed cell death
GO:0043087~regulation of GTPase activity
G0:0043122~regulation of I-kappaB kinase/NF-kappaB cascade
GO:0043123~positive regulation of I-kappaB kinase/NF-kappaB cascade
GO:0043242~negative regulation of protein complex disassembly
GO:0043393~regulation of protein binding
GO:0043449~cellular alkene metabolic process
GO:0043450~alkene biosynthetic process
GO:0043549~regulation of kinase activity
GO:0043567~regulation of insulin-like growth factor receptor signaling pathway
GO:0044057~regulation of system process
GO:0044093~positive regulation of molecular function
G0:0044270~nitrogen compound catabolic process
GO:0045749~negative regulation of S phase of mitotic cell cycle
GO:0045786~negative regulation of cell cycle
GO:0045792~negative regulation of cell size
GO:0045821~positive regulation of glycolysis
GO:0045859~regulation of protein kinase activity
GO:0045860~positive regulation of protein kinase activity
GO:0045892~negative regulation of transcription, DNA-dependent
GO:0045913~positive regulation of carbohydrate metabolic process
GO:0045926~negative regulation of growth
GO:0045930~negative regulation of mitotic cell cycle
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GO:0045934~negati lation of i de and nucleic acid metabolic process 0.56 0.67 1.00 0.02

GO:0045937~positive regulation of phosphate metabolic process 0.89 1.00 1.00 1.00
GO:0046394~carboxylic acid biosynthetic process 034 1.00 1.00 1.00
GO:0046456~icosanoid biosynthetic process 0.80 1.00 1.00 0.76
GO:0046467~membrane lipid biosynthetic process 0.64 1.00 1.00 1.00
GO:0046519~sphingoid metabolic process 0.58 1.00 1.00 1.00
G0:0046578~regulation of Ras protein signal transduction 0.02 1.00 1.00 1.00
GO:0046847~filopodium assembly 0.86 1.00 1.00 0.72
GO:0046903~secretion 0.86 033 1.00 1.00
GO:0046942~carboxylic acid transport 0.75 1.00 1.00 043
GO:0048146~positi ion of fibroblast i 0.86 1.00 1.00 1.00
G0:0048167~regulation of synaptic plasticity 0.56 1.00 1.00 1.00
GO:0048667~cell morphogenesis involved in neuron differentiation 0.84 021 1.00 1.00
GO:0048729~tissue morphogenesis 0.88 027 1.00 022
GO:0048812~neuron projection morphogenesis 0.86 0.16 1.00 1.00
GO:0048870~cell motility 0.78 0.07 1.00 1.00
G0:0050769~positi ion of 0.89 054 1.00 1.00
G0:0050879~multicellular organismal movement 0.75 1.00 1.00 0.59
G0:0050881~musculoskeletal movement 0.75 1.00 1.00 0.59
G0:0051016~barbed-end actin filament capping 0.85 1.00 1.00 1.00
G0:0051056~regulation of small GTPase mediated signal transduction 0.02 1.00 1.00 0.71
G0:0051057~positive regulation of small GTPase mediated signal transduction 0.81 1.00 1.00 1.00
G0:0051098~regulation of binding 0.77 1.00 1.00 0.58
GO:0051172~negati lation of nitrogen d metabolic process 0.59 056 1.00 0.02
G0:0051173~positi ion of nitrogen metabolic process 0.88 0.17 1.00 032
G0:0051174~regulation of phosphorus metabolic process 0.64 1.00 1.00 024
G0:0051186~cofactor metabolic process 0.64 1.00 1.00 030
G0:0051187~cofactor catabolic process 0.67 1.00 1.00 1.00
G0:0051188~cofactor biosynthetic process 0.80 1.00 1.00 043
G0:0051253~negative regulation of RNA metabolic process 0.83 045 1.00 0.01
G0:0051270~regulation of cell motion 054 053 1.00 0.17
G0:0051272~positive regulation of cell motion 0.57 1.00 1.00 0.57
G0:0051291~protein heterooligomerization 0.64 1.00 1.00 0.80
G0:0051336~regulation of hydrolase activity 0.81 1.00 1.00 1.00
G0:0051338~regulation of transferase activity 0.77 1.00 1.00 034
GO:0051347~positive regulation of transferase activity 052 1.00 1.00 032
G0:0051591~response to cCAMP 0.88 1.00 1.00 1.00
G0:0051642~centrosome localization 0.85 1.00 1.00 1.00
G0:0051674~localization of cell 0.78 0.07 1.00 1.00
G0:0051693~actin filament capping 0.86 1.00 1.00 1.00
G0:0051899~membrane depolarization 0.59 1.00 1.00 1.00
G0:0055072~iron ion homeostasis 0.84 1.00 1.00 1.00
G0:0060047~heart contraction 0.88 1.00 1.00 1.00
G0:0060048~cardiac muscle contraction 0.88 1.00 1.00 0.78
G0:0060079~regulation of excitatory postsynaptic membrane potential 0.88 1.00 1.00 1.00
G0:0060341~regulation of cellular localization 0.89 0.10 0.05 052
G0:0060429~cpithelium development 0.87 0.12 1.00 0.40
G0:0060627~regulation of vesicle-mediated transport 0.89 1.00 1.00 034
GO:0070482~response to oxygen levels 0.78 1.00 1.00 0.70
G0:0001501~skeletal system development 1.00 0.00 1.00 0.78
G0:0001503~ossification 1.00 058 1.00 1.00
G0:0001525~angiogenesis 1.00 0.00 1.00 0.18
G0:0001568~blood vessel development 1.00 0.00 1.00 041
G0:0001570~vasculogenesis 1.00 022 1.00 1.00
GO:0001654~cye development 1.00 031 1.00 1.00
G0:0001655~urogenital system development 1.00 0.02 1.00 1.00
G0:0001656~metancphros development 1.00 0.05 1.00 1.00
G0:0001657~ureteric bud development 1.00 027 1.00 1.00
G0:0001708~cell fate specification 1.00 061 1.00 1.00
G0:0001763~morphogenesis of a branching structure 1.00 0.06 1.00 0.75
G0:0001764~neuron migration 1.00 025 1.00 1.00
G0:0001775~cell activation 1.00 026 0.00 1.00
G0:0001817~regulation of cytokine production 1.00 055 0.02 1.00
G0:0001822~kidney development 1.00 0.07 1.00 1.00
G0:0001838~embryonic epithelial tube formation 1.00 045 1.00 1.00
G0:0001841~neural tube formation 1.00 0.62 1.00 1.00
G0:0001867~complement activation, lectin pathway 1.00 052 1.00 1.00
G0:0001889~liver development 1.00 0.64 1.00 0.20
G0:0001944~vasculature development 1.00 0.00 1.00 0.41
G0:0002009~morphogenesis of an epithelium 1.00 0.40 1.00 1.00
G0:0002040~sprouting angiogenesis 1.00 0.67 1.00 1.00
G0:0002520~immune system development 1.00 027 0.02 1.00
G0:0002521~leukocyte differentiation 1.00 021 0.03 1.00
G0:0003002~regionalization 1.00 0.16 1.00 0.55
G0:0006140~regulation of nucleotide metabolic process 1.00 059 1.00 1.00
G0:0006355~regulation of transcription, DNA-dependent 1.00 027 1.00 0.07
G0:0006357~regulation of transcription from RNA polymerase Il promoter 1.00 0.00 1.00 0.02
GO:0006468~protein amino acid phosphorylation 1.00 058 1.00 027
GO:00068 13~potassium ion transport 1.00 047 1.00 037
G0:0006869~lipid transport 1.00 045 1.00 1.00
G0:0006935~chemotaxis 1.00 033 0.03 1.00
G0:0006955~immune response 1.00 039 0.00 1.00
G0:0006959~humoral immune response 1.00 0.63 0.08 1.00
G0:0007158~neuron adhesion 1.00 058 1.00 1.00
G0:0007167~enzyme linked receptor protein signaling pathway 1.00 0.62 1.00 0.41
G0:0007194~negative regulation of adenylate cyclase activity 1.00 0.66 1.00 1.00
GO:0007243~protein kinase cascade 1.00 061 1.00 024
G0:0007259~JAK-STAT cascade 1.00 061 1.00 1.00
G0:0007265~Ras protein signal transduction 1.00 029 0.71 0.75
G0:0007266~Rho protein signal transduction 1.00 059 1.00 0.64
G0:0007267~cellcell signaling 1.00 0.00 052 0.71
GO:0007268~synaptic transmission 1.00 0.18 1.00 034
G0:0007369~gastrulation 1.00 0.69 1.00 035
G0:0007389~pattern specification process 1.00 0.02 1.00 0.66
G0:0007423~sensory organ development 1.00 0.04 1.00 1.00
G0:000743 1~salivary gland development 1.00 041 1.00 1.00
G0:0007492~endoderm development 1.00 031 1.00 1.00
G0:0007498~mesoderm development 1.00 023 1.00 1.00
G0:0007507~heart development 1.00 0.02 1.00 0.69
G0:0007517~muscle organ development 1.00 0.16 1.00 0.55
GO:0007548~sex differentiation 1.00 053 1.00 1.00
G0:0007596~blood coagulation 1.00 041 1.00 1.00
G0:0007599~hemostasis 1.00 051 1.00 1.00
G0:0007605~sensory perception of sound 1.00 0.68 1.00 1.00
G0:0007610~behavior 1.00 0.00 0.69 1.00
G0:0007611~learning or memory 1.00 037 1.00 1.00
G0:0007626~locomotory behavior 1.00 0.15 0.07 1.00
G0:000763 1~feeding behavior 1.00 0.67 1.00 1.00
GO:0008284~positi ion of cell prolift 1.00 031 0.59 1.00
G0:0008340~determination of adult life span 1.00 058 1.00 1.00
G0:0008360~regulation of cell shape 1.00 0.44 1.00 1.00
G0:0009310~amine catabolic process 1.00 0.62 1.00 1.00

GO:0009611~response to wounding 1.00 0.18 0.06 1.00



GO:0009798~axis specification

G0:000989 1~positive regulation of biosynthetic process
GO:0009950~dorsal/ventral axis specification
GO:0009952~anterior/posterior pattern formation
GO:0009953~dorsal/ventral pattern formation

GO: gati lation of signal transd
G0:0010259~multicellular organismal aging

G0:0010552~positive regulation of specific transcription from RNA polymerase Il promoter

GO:0010557~positi of 1 process
G0:0010604~positive regulation of macromolecule metabolic process
GO:0010628~positi ion of gene i

GO:0010648~negati lation of cell

GO:0010720~positi ion of cell d

G0:0010743~regulation of foam cell diff

GO:0010745~negati lation of foam cell diffe

GO:0010817~regulation of hormone levels
GO:0010876~lipid localization
GO:0010883~regulation of lipid storage
GO:0010885~regulation of cholesterol storage
GO:0010887~negative regulation of cholesterol storage
GO:0010942~positive regulation of cell death
G0:001403 1~mesenchymal cell development
GO:0015672~monovalent inorganic cation transport
G0:001571 1~organic anion transport
GO:0015800~acidic amino acid transport
GO:0015810~aspartate transport
G0:0015813~L-glutamate transport
GO:0015833~peptide transport

GO:0016055~Wnt receptor signaling pathway
GO:0016337~cell-cell adhesion

GO:0016477~cell migration

GO:0016485~protein processing
GO:0018108~peptidyl-tyrosine phosphorylation
GO:0018212~peptidyl-tyrosine modification
GO:0019226~transmission of nerve impulse
G0:0019439~aromatic compound catabolic process
GO:0019827~stem cell maintenance
G0:0019835~cytolysis

G0:0021532~neural tube patterning
GO:0021536~diencephalon development
GO:0021537~telencephalon development
GO:0021871~forebrain regionalization
GO:0021904~dorsal/ventral neural tube patterning
GO:0021915~neural tube development
G0:0021983~pituitary gland development
G0:0022604~regulation of cell morphogenesis
GO:0030001~metal ion transport
GO:0030097~hemopoiesis
G0:0030098~lymphocyte differentiation
GO:0030099~myeloid cell differentiation
G0:0030111~regulation of Wnt receptor signaling pathway
GO:0030168~platelet activation
GO:0030178~negative regulation of Wnt receptor signaling pathway
GO:0030182~neuron differentiation
G0:0030199~collagen fibril organization
G0:0030212~hyaluronan metabolic process
GO:0030217~T cell differentiation
GO:0030278~regulation of ossification
G0:0030323~respiratory tube development
G0:0030324~lung development
G0:0030326~embryonic limb morphogenesis

G0:0030502~negati lation of bone

G0:0030799~regulation of cyclic nucleotide metabolic process
G0:0030800~negati lation of cyclic nucleotide metabolic process
G0:0030802~regulation of cyclic nucleotide bi ic process
G0:0030803~negative regulation of cyclic nucleotide bi ic process
GO:003080: lation of ide bi process

G0:0030809~negative regulation of nucleotide biosynthetic process
GO:0030814~regulation of cAMP metabolic process
G0:0030815~negative regulation of cAMP metabolic process
G0:0030817~regulation of cAMP biosynthetic process
G0:0030818~negati lation of cAMP biosynthetic process
GO:0030855~epithelial cell differentiation
GO:0030856~regulation of epithelial cell differentiation
GO:0030900~forebrain development
G0:0031016~pancreas development
G0:0031018~endocrine pancreas development
G0:0031279~regulation of cyclase activity
GO:0031280~negative regulation of cyclase activity
GO:0031328~positi ion of cellular biosynthetic process
G0:0031644~regulation of neurological system process
GO:0032612~interleukin-1 production
GO:0032940~secretion by cell

G0:0032990~cell part morphogenesis
G0:0033363~secretory granule organization
G0:0034374~low-density lipoprotein particle remodeling
G0:0035107~appendage morphogenesis
G0:0035108~limb morphogenesis
G0:0035113~embryonic appendage morphogenesis
G0:0035116~embryonic hindlimb morphogenesis
G0:0035137~hindlimb morphogenesis

GO:0035148~tube lumen formation

G0:0035239~tube morphogenesis

G0:0035270~endocrine system development
G0:0035272~exocrine system development
GO:0035295~tube development

GO:0042060~wound healing

GO:0042110~T cell activation

G0:0042157~lipoprotein metabolic process
GO:0042330~taxis

GO:0042445~hormone metabolic process

GO:004247 1~ear morphogenesis

GO:0042472~inner ear morphogenesis
GO:0042692~muscle cell differentiation
GO:0043010~camera-type eye development
GO:0043062~extracellular structure organization
GO:0043065~positive regulation of apoptosis

GO:0043 positi ion of cell death
GO:0043090~amino acid import

GO:0043092~L-amino acid import

GO:0043583~ear development

GO:0043588~skin development
GO:0045137~development of primary sexual characteristics
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GO:0045165~cell fate commitment
G0:0045321~leukocyte activation
GO:0045449~regulation of transcription
GO:0045577~regulation of B cell differentiation
GO:0045580~regulation of T cell differentiation

GO:0045582~positi ion of T cell

GO:0045: lation of delta T cell

GO:0045: positi ion of delta T cell diffe
GO:0045: gati lation of cell i
GO:0045597~positi ion of cell diffe

GO:0045619: lation of lympk iffe
GO:0045621~positive ion of

GO:0045637~regulation of myeloid cell differentiation
GO:0045639~positive regulation of myeloid cell differentiation

GO:0045664 lation of neuron diffe

GO:004 positi ion of neuron
GO:0045667~regulation of osteoblast differentiation
GO:004: positi ion of osteoblast diffe

GO:0045761~regulation of adenylate cyclase activity
GO:0045765~regulation of angiogenesis
GO:0045893~positive regulation of transcription, DNA-dependent

GO:0045935~positi of
GO:004594 1 ~positive regulation of transcription

GO:0045944~positive regulation of transcription from RNA polymerase Il promoter

GO:004 g of
GO:004663 1~alpha-beta T cell activation
GO:0046632~alpha-beta T cell differentiation
GO:0046634~regulation of alpha-beta T cell activation
GO:0046635~positive regulation of alpha-beta T cell activation
GO:0046637~regulation of alpha-beta T cell differentiation
GO:0046638~positive regulation of alpha-beta T cell differentiation
GO:0046643~regulation of gamma-delta T cell activation
GO:0046645~positive regulation of gamma-delta T cell activation
GO:0046649~lymphocyte activation

GO:0046883~regulation of hormone secretion

GO:0048469~cell maturation

GO:0048514~blood vessel morphogenesis
GO:0048534~hemopoietic or lymphoid organ development
GO:0048562~embryonic organ morphogenesis
GO:0048568~embryonic organ development
GO:0048584~positive regulation of response to stimulus
GO:0048598~embryonic morphogenesis
GO: ive structure d
GO:0048663~neuron fate commitment
GO:0048666~neuron development
GO:0048704~embryonic skeletal system morphogenesis
GO:0048705~skeletal system morphogenesis
GO:0048706~embryonic skeletal system development
GO:0048730~epidermis morphogenesis

G0:0048732~gland development

GO:0048736~appendage development

GO:0048754~branching morphogenesis of a tube
GO:0048762~mesenchymal cell differentiation
GO:0048839~inner ear development

GO:0048858~cell projection morphogenesis

GO:0048863~stem cell differentiation

GO:0048864~stem cell development

GO:0050663~cytokine secretion

G0:0050678~regulation of epithelial cell proliferation
GO:0050701~interleukin-1 secretion

G0:0050707~regulation of cytokine secretion
G0:0050708~regulation of protein secretion

GO:00507 14~positive regulation of protein secretion
G0:0050727~regulation of inflammatory response
G0:0050767~regulation of neurogenesis

G0:0050804 lation of synaptic

GO:0050808~synapse organization

GO:0050817~coagulation

G0:0050877~neurological system process
GO:0050878~regulation of body fluid levels
G0:0050954~sensory perception of mechanical stimulus
G0:0051023~regulation of immunoglobulin secretion
GO:0051024~positi ion of i il in secretion
GO:0051046~regulation of secretion

G0:0051047~positive regulation of secretion
GO:0051050~positive regulation of transport
GO:0051090~regulation of transcription factor activity
GO:0051094~positi ion of d 1 process
GO:0051101~regulation of DNA binding

GO:0051222~positive regulation of protein transport
GO:0051240~positi ion of multicellular organismal process
GO:005124 1~negative regulation of multicellular organismal process
GO:0051252~regulation of RNA metabolic process
G0:0051254~positive regulation of RNA metabolic process
GO:0051350~negative regulation of lyase activity
GO:0051588~regulation of neurotransmitter transport
GO:0051604~protein maturation

G0:0051605~protein maturation by peptide bond cleavage
GO:0051607~defense response to virus

G0:0051938~L-glutamate import

G0:0051960~regulation of nervous system development
G0:0051969~regulation of transmission of nerve impulse
GO:006004 1 ~retina development in camera-type eye
GO:0060042~retina morphogenesis in camera-type eye
GO:0060173~limb development

GO:0060284~regulation of cell development

GO:0060348~bone development

G0:0060485~mesenchyme development

GO:006054 1 ~respiratory system development
G0:0060562~epithelial tube morphogenesis
G0:0070168~negative regulation of biomineral formation
GO:0000075~cell cycle checkpoint

GO:0001756~somitogenesis

GO:0001776~leukocyte homeostasis

G0:0001816~cytokine production

GO:0001894~tissue homeostasis

GO:0001906~cell killing

GO:0001909~leukocyte mediated cytotoxicity
GO:0001910~regulation of leukocyte mediated cytotoxicity
GO:0001912~positive regulation of leukocyte mediated cytotoxicity
GO:0002036~regulation of L-glutamate transport
GO:0002037~negative regulation of L-glutamate transport
G0:0002250~adaptive immune response

metabolic process

and nucleic acid metabolic process
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G0:0002252~immune effector process

G0:0002260~lymphocyte homeostasis

G0:0002443~leukocyte mediated immunity

G0:0002449~lymphocyte mediated immunity

G0:0002460~adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains

G0:0002474-~anti ing and of peptide antigen via MHC class 1
G0:0002573~myeloid leukocyte differentiation
G0:0002637~regulation of bulin prod

G0:0002683~negative regulation of immune system process
GO:0002684~positive regulation of immune system process
GO:0002694~regulation of leukocyte activation
GO:0002695~negative regulation of leukocyte activation
GO:0002696~positive regulation of leukocyte activation
G0:0002697~regulation of immune effector process
G0:0002699~positive regulation of immune effector process
G0:0002700~regulation of production of molecular mediator of immune response
GO:0002703~regulation of leukocyte mediated immunity
G0:0002705~positive regulation of leukocyte mediated immunity
GO:0002706~regulation of lymphocyte mediated immunity
G0:0002708~positive regulation of lymphocyte mediated immunity
G0:0002715~regulation of natural killer cell mediated immunity
G0:0002717~positive regulation of natural killer cell mediated immunity
G0:0002819~regulation of adaptive immune response
G0:000282 1~positive regulation of adaptive immune response
(G0:0002822~regulation of adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
(GO:0002824~positive regulation of adaptive immune response based on somatic recombination of immune receptors built from immunoglobulin superfamily domains
GO:0005996~monosaccharide metabolic process.
GO:0006414~translational elongation

GO:0006486~protein amino acid g

GO:0006487~protein amino acid N-linked glycosylation
GO:0006491~N-glycan processing

GO:0006707~cholesterol catabolic process

GO:0006874~cellular calcium ion homeostasis
GO:0006875~cellular metal ion homeostasis
G0:0006917~induction of apoptosis

GO:0006952~defense response

G0:0006954~inflammatory response

GO:0006968~cellular defense response

GO:0007088~regulation of mitosis

G0:0007093~mitotic cell cycle checkpoint

GO:0007166~cell surface receptor linked signal transduction
G0:0007213~muscarinic acetylcholine receptor signaling pathway
GO:0007346~regulation of mitotic cell cycle

GO:0008037~cell recognition

GO:0008283~cell proliferation

GO:0009617~response to bacterium

GO:0010564~regulation of cell cycle process

GO:0010638~positi ion of organelle
GO:0010829~negative regulation of glucose transport
G0:0012502~induction of programmed cell death
GO:0015844~monoamine transport

G0:0015850~organic alcohol transport
GO:0016052~carbohydrate catabolic process
GO:0016064~immunoglobulin mediated immune response
GO:0016127~sterol catabolic process

G0:0019321~pentose metabolic process
G0:0019722~calcium-mediated signaling

GO:0019724~B cell mediated immunity

GO:0019882~antigen processing and presentation
G0:0019932~second-messenger-mediated signaling
GO:0030101~natural killer cell activation
G0:0031294~lymphocyte costimulation

GO:0031295~T cell costimulation

GO:0031341~regulation of cell killing

G0:0031343~positive regulation of cell killing
G0:0031349~positive regulation of defense response
GO:0031575~G1/S transition checkpoint
G0:0032101~regulation of response to external stimulus
GO:0032103~positive regulation of response to external stimulus
GO:0032386~regulation of intracellular transport
GO:0032388~positi ion of i lular transport
G0:0032880~regulation of protein localization
G0:0032890~regulation of organic acid transport
GO:0032891~negative regulation of organic acid transport
G0:0032943~mononuclear cell proliferation

G0:0032944 lation of lear cell
G0:003294 gati lation of lear cell
GO:0032946~positi ion of cell proli

G0:0033043~regulation of organelle organization
GO:0033157~regulation of intracellular protein transport
GO:0035282~segmentation

GO:0042035~regulation of cytokine biosynthetic process
GO:0042102~positi ion of T cell i i
GO:0042108~positi ion of cytokine process
GO:0042113~B cell activation

GO:0042129~regulation of T cell proliferation

G0:004213 gati lation of T cell proli:
GO:0042269~regulation of natural killer cell mediated cytotoxicity
GO:0042306~regulation of protein import into nucleus
GO:0042307~positive regulation of protein import into nucleus
GO:0042345~regulation of NF-kappaB import into nucleus
GO:0042346~positive regulation of NF-kappaB import into nucleus
GO:0042990~regulation of transcription factor import into nucleus
GO:0042993~positive regulation of transcription factor import into nucleus
GO:0043029~T cell homeostasis

GO:0043269~regulation of ion transport

GO:0043271~negative regulation of ion transport
GO:0043413~biopolymer glycosylation

GO:0043525~positive regulation of neuron apoptosis
GO:0044070~regulation of anion transport

GO:0044275~cellular carbohydrate catabolic process
GO:0045066~regulatory T cell differentiation
GO:0045069~regulation of viral genome replication
GO:0045088~regulation of innate immune response
GO:0045089~positive regulation of innate immune response
GO:0045428~regulation of nitric oxide biosynthetic process

GO:0045429~positi ion of nitric oxide biosynthetic process
GO:0045576~mast cell activation
GO:0045579~positi ion of B cell diff

GO:0045787~positive regulation of cell cycle

GO:0045840~positive regulation of mitosis

GO:0045954~positive regulation of natural killer cell mediated cytotoxicity
GO:0046164~alcohol catabolic process
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GO:0046325~negative regulation of glucose import
GO:0046365~monosaccharide catabolic process
G0:0046651~lymphocyte proliferation
GO:0046785~microtubule polymerization

GO:0046824~positi of ic transport
GO:0048002~antigen processing and presentation of peptide antigen

G0:0048535~lymph node development
G0:0048871~multicellular organismal homeostasis
GO:0048872~homeostasis of number of cells

G0:005067! lation of lympt
G0:0050671~positive regulation of lymphocyte proliferation
G0:0050672~negati lation of lymph ife

GO:0050709~negative regulation of protein secretion
GO:0050710~negative regulation of cytokine secretion
G0:0050778~positive regulation of immune response
G0:0050792~regulation of viral reproduction
GO:0050848~regulation of calcium-mediated signaling

GO:0050850~pos ion of calci diated signaling

GO:0050863~regulation of T cell activation
GO:0050864~regulation of B cell activation
GO:0050865~regulation of cell activation
GO:0050866~negative regulation of cell activation
G0:0050867~positive regulation of cell activation
G0:0050868~negative regulation of T cell activation
G0:0050870~positive regulation of T cell activation
G0:005087 1~positive regulation of B cell activation
G0:0050900~leukocyte migration
GO:0051048~negative regulation of secretion
GO:0051051~negative regulation of transport
GO:0051223~regulation of protein transport
GO:0051249~regulation of lymphocyte activation
GO:0051250~negative regulation of lymphocyte activation
GO:0051251~positive regulation of lymphocyte activation
G0:0051726~regulation of cell cycle
GO:0051783~regulation of nuclear division
G0:0051785~positive regulation of nuclear division
G0O:0051937~catecholamine transport
G0:0051952~regulation of amine transport
GO:0051953~negative regulation of amine transport
G0:0051955~regulation of amino acid transport
GO:0051956~negative regulation of amino acid transport
GO:0055065~metal ion homeostasis

GO:0055066~di-, tri-valent inorganic cation homeostasis
GO:0055074~calcium ion homeostasis
G0:0070085~glycosylation

G0:0070201 lation of i of protein I

G0:0070661~leukocyte proliferation
G0:0070663~regulation of leukocyte proliferation
GO:0070664~negati lation of leukocyte prolife
GO:0070665~positi ion of leukocyte f
GO:0000165~MAPKKK cascade
GO:0000187~activation of MAPK activity
G0:000027 1~polysaccharide biosynthetic process
GO:0001101~response to acid
G0:0001569~patterning of blood vessels
GO:0001678~cellular glucose homeostasis
GO:0001702~gastrulation with mouth forming second
G0:0001704~formation of primary germ layer
GO:0001707~mesoderm formation
GO:0001818~negati lation of cytokine prod
G0:000201 1~morphogenesis of an epithelial sheet
GO:0002027~regulation of heart rate
G0:0005977~glycogen metabolic process
G0:0005978~glycogen biosynthetic process
GO:0006112~energy reserve metabolic process
GO:0006350~transcription

GO:0006471~protein amino acid ADP-ribosylation
GO:0006497~protein amino acid lipidation
GO:0006575~cellular amino acid derivative metabolic process
G0:0006576~biogenic amine metabolic process
GO:0006635~fatty acid beta-oxidation
GO:0006644~phospholipid metabolic process
G0:0006650~glycerophospholipid metabolic process
G0:0006656~phosphatidylcholine biosynthetic process
G0:0006720~isoprenoid metabolic process
G0:0006733~oxidoreduction coenzyme metabolic process
GO:0006739~NADP metabolic process
GO:0006766~vitamin metabolic process.
GO:0006769~nicotinamide metabolic process
GO:0006790~sulfur metabolic process
GO:0006812~cation transport
G0:0006835~dicarboxylic acid transport
GO:0006873~cellular ion homeostasis.
G0:0006916~anti-apoptosis

GO:0006937~regulation of muscle contraction
GO:0006940~regulation of smooth muscle contraction
G0:0006972~hyperosmotic response
GO:0007050~cell cycle arrest
GO:0007156~homophilic cell adhesion
GO:0007160~cell-matrix adhesion

G0:000717 receptor protein seri

kinase signaling pathway

GO:0007179~transforming growth factor beta receptor signaling pathway

G0:0007219~Notch signaling pathway
G0:0007264~small GTPase mediated signal transduction
G0:0007272~ensheathment of neurons
GO:0007416~synaptogenesis

GO:0007422~peripheral nervous system development
G0:0007622~thythmic behavior

G0:0007623~circadian thythm

GO:0008045~motor axon guidance

G0:0008272~sulfate transport

GO:0008277~regulation of G-protein coupled receptor protein signaling pathway

G0:0008344~adult locomotory behavior
GO:0008366~axon ensheathment
G0:0008654~phospholipid biosynthetic process
G0:0009062~fatty acid catabolic process
G0:0009100~glycoprotein metabolic process

G0:00091 16-nucleoside metabolic process
G0:0009119~ribonucleoside metabolic process
G0:0009141~nucleoside triphosphate metabolic process
GO:0009144~purine nucleoside triphosphate metabolic process
G0:0009166-nucleotide catabolic process
G0:0009199~ribonucleoside triphosphate metabolic process
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G0:0009205~purine ribonucleoside triphosphate metabolic process
G0:0009250~glucan biosynthetic process

G0:0009743~response to carbohydrate stimulus
G0:0009746~response to hexose stimulus

GO:0009749~response to glucose stimulus

G0:0009820~alkaloid metabolic process

G0:0010001~glial cell differentiation

G0:0010563~negative regulation of phosphorus metabolic process
G0:0010594~regulation of endothelial cell migration
G0:0010717~regulation of epithelial to mesenchymal transition

GO:0010718~posi ion of epithelial to h transition
G0O:0010769 lation of cell is involved in i
GO:0010770~positi ion of cell morpk is involved in

GO:0010923~negative regulation of phosphatase activity
GO:0014037~Schwann cell differentiation
G0:0014065~phosphoinositide 3-kinase cascade
GO:0014075~response to amine stimulus.
GO:0014706~striated muscle tissue development
GO:001605 1~carbohydrate biosynthetic process
GO:0016246~RNA interference
G0:0016310~phosphorylation
GO:0016339~calcium-dependent cell-cell adhesion
GO:001644 1 ~posttranscriptional gene silencing
GO:0016458~gene silencing

GO:0016540~protein autoprocessing
GO:0016567~protein ubiquitination
GO:0018130~heterocycle biosynthetic process
GO:0018210~peptidyl-threonine modification
GO:0019318~hexose metabolic process.
G0:0019362~pyridine nucleotide metabolic process
GO:0019395~fatty acid oxidation
G0:0019637~organophosphate metabolic process
G0:0019748~secondary metabolic process
GO:0021546~rhombomere development
GO:0021569~rhombomere 3 development
GO:0021604~cranial nerve structural organization
G0:0021610~facial nerve morphogenesis
GO:0021612~facial nerve structural organization
GO:0021675~nerve development
G0:0021696~cerebellar cortex morphogenesis
G0:0022410~circadian sleep/wake cycle process
G0:0022602~ovulation cycle process
GO:0030003~cellular cation homeostasis
GO:0030005~cellular di-, tri-valent inorganic cation homeostasis
G0:0030035~microspike assembly
G0:0030100~regulation of endocytosis
G0:0030239~myofibril assembly

G0:0030258~lipid modification

G0:0030518~steroid hormone receptor signaling pathway
GO:0030534~adult behavior

GO:0030866~cortical actin cytoskeleton organization
GO:0031032~actomyosin structure organization
GO0:0031344 lation of cell projecti i
GO:0031346~positi ion of cell
GO:0031647~regulation of protein stability
GO:0031668~cellular response to extracellular stimulus
GO:0032355~response to estradiol stimulus
GO:0032387~negative regulation of intracellular transport

G0:0032436~positi of biquit
GO:0032680~regulation of tumor necrosis factor production
GO:0032856~activation of Ras GTPase activity
GO:0032862~activation of Rho GTPase activity
GO:0032868~response to insulin stimulus
GO:0032925~regulation of activin receptor signaling pathway
GO:0033628~regulation of cell adhesion mediated by integrin
G0:0033692~cellular polysaccharide biosynthetic process
GO:0034284~response to monosaccharide stimulus
GO:0034440~lipid oxidation

GO:003505 1~cardiac cell differentiation
G0:0035194~posttranscriptional gene silencing by RNA
GO:0040013~negative regulation of locomotion
GO:0040014~regulation of multicellular organism growth
GO:0040018~positive regulation of multicellular organism growth
GO:0042063~gliogenesis

GO:0042158~lipoprotein biosynthetic process
GO:0042278~purine nucleoside metabolic process
GO:0042308~negative regulation of protein import into nucleus
GO:0042439~ethanolamine and derivative metabolic process
GO:0042552~myelination

GO:0042594~response to starvation

GO:0042745~circadian sleep/wake cycle

GO:0042749 lation of circadian sleep/wake cycle
GO:0043085~positive regulation of catalytic activity
GO:0043200~response to amino acid stimulus
GO:0043392~negative regulation of DNA binding
GO:0043405~regulation of MAP kinase activity
GO:0043406~positive regulation of MAP kinase activity
GO:0043408~regulation of MAPKKK cascade
GO:0043410~positive regulation of MAPKKK cascade
GO:0043523~regulation of neuron apoptosis
GO:0043547~positive regulation of GTPase activity
GO:0043627~response to estrogen stimulus
GO:0043691~reverse cholesterol transport
G0:0044092~negative regulation of molecular function
GO:0044242~cellular lipid catabolic process
G0:0044264~cellular polysaccharide metabolic process
G0:0045017~glycerolipid biosynthetic process
GO:0045187~regulation of circadian sleep/wake cycle, sleep
GO:0045444~fat cell differentiation

GO:004 positi ion of fat cell difft
GO:0045682~regulation of epidermis development
GO:004 positi ion of epidermis develop

GO:0045732~positive regulation of protein catabolic process
GO:0045785~positive regulation of cell adhesion
GO:0045807~positive regulation of endocytosis
GO:0045927~positive regulation of growth

G0:004593 1~positive regulation of mitotic cell cycle
GO:0045933~positi ion of muscle i
GO:0045936~negative regulation of phosphate metabolic process
GO:0045987~positive regulation of smooth muscle contraction
GO:0046128~purine ribonucleoside metabolic process
GO:0046165~alcohol biosynthetic process
GO:0046320~regulation of fatty acid oxidation

protein catabolic process
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GO:0046364~monosaccharide biosynthetic process 1.00 1.00 1.00 0.74
GO:0046470~phosphatidylcholine metabolic process 1.00 1.00 1.00 053
GO:0046473~phosphatidic acid metabolic process 1.00 1.00 1.00 0.76
GO:0046474~glycerophospholipid biosynthetic process 1.00 1.00 1.00 020
GO:0046486~glycerolipid metabolic process 1.00 1.00 1.00 0.54
GO:0046489 hoinositide bi process 1.00 1.00 1.00 0.73
GO:0046496-nicotinamide nucleotide metabolic process 1.00 1.00 1.00 0.73
GO:0046498~S-adenosylhomocysteine metabolic process 1.00 1.00 1.00 0.63
GO:0046579~positive regulation of Ras protein signal transduction 1.00 1.00 1.00 0.78
GO:0046777~protein amino acid autophosphorylation 1.00 1.00 1.00 0.58
GO:0046822~regulation of nucleocytoplasmic transport 1.00 1.00 1.00 0.78
GO:0046823~negati lation of transport 1.00 1.00 1.00 052
GO:0048008~platelet-derived growth factor receptor signaling pathway 1.00 1.00 1.00 0.78
G0:0048332~mesoderm morphogenesis 1.00 1.00 1.00 0.78
GO:0048483~autonomic nervous system development 1.00 1.00 1.00 0.13
GO:0048511~thythmic process 1.00 1.00 1.00 035
GO:0048545~response to steroid hormone stimulus 1.00 1.00 1.00 030
GO:0048593~camera-type eye morphogenesis 1.00 1.00 1.00 0.62
G0:0048738~cardiac muscle tissue development 1.00 1.00 1.00 0.63
G0:0048745~smooth muscle tissue development 1.00 1.00 1.00 0.20
G0:0048857~neural nucleus development 1.00 1.00 1.00 0.57
GO:0048878~chemical homeostasis 1.00 1.00 1.00 0.63
G0:0050764~regulation of phagocytosis 1.00 1.00 1.00 0.78
G0:0050766~positi ion of 1.00 1.00 1.00 0.71
G0:0050795~regulation of behavior 1.00 1.00 1.00 0.44
G0:0050801~ion homeostasis 1.00 1.00 1.00 052
G0:0050999~regulation of nitric-oxide synthase activity 1.00 1.00 1.00 0.78
G0:0051100~negative regulation of binding 1.00 1.00 1.00 0.71
G0:0051129~negati lation of cellular 1.00 1.00 1.00 0.78
G0:0051130~positive ion of cellular 1.00 1.00 1.00 051
G0:0051146~striated muscle cell differentiation 1.00 1.00 1.00 0.57
G0:0051180~vitamin transport 1.00 1.00 1.00 0.72
G0:0051224~negative regulation of protein transport 1.00 1.00 1.00 043
G0:0051346-negative regulation of hydrolase activity 1.00 1.00 1.00 0.66
G0:0051651~maintenance of location in cell 1.00 1.00 1.00 0.78
G0:0051789~response to protein stimulus 1.00 1.00 1.00 0.72
G0:0051896~regulation of protein kinase B signaling cascade 1.00 1.00 1.00 0.66
G0:0055002~striated muscle cell development 1.00 1.00 1.00 0.69
G0:0055008~cardiac muscle tissue morphogenesis 1.00 1.00 1.00 039
G0:0055010~ventricular cardiac muscle morphogenesis 1.00 1.00 1.00 041
G0:0055082~cellular chemical homeostasis 1.00 1.00 1.00 034
G0:0055085~transmembrane transport 1.00 1.00 1.00 039
G0:0060415~muscle tissue morphogenesis 1.00 1.00 1.00 039
G0:0060491~regulation of cell projection assembly 1.00 1.00 1.00 0.73
G0:0060537~muscle tissue development 1.00 1.00 1.00 034
G0:0070302~regulation of stress-activated protein kinase signaling pathway 1.00 1.00 1.00 0.80
G0:0070423~nucleotide-binding oligomerization domain containing signaling pathway 1.00 1.00 1.00 0.69
G0:007043 1~nucleotide-binding oligomerization domain containing 2 signaling pathway 1.00 1.00 1.00 0.69
G0:0070647~protein modification by small protein conjugation or removal 1.00 1.00 1.00 0.58
G0:0090003~regulation of establi of protein localization to plasma memt 1.00 1.00 1.00 0.76




Table S6. DEGs.

Alveolar > Bronchial
FGR
MADIL1

TNFRSF12A
RALA

ETV1

IFRD1

ADIPOR2
CEACAM21
M

HSDI17B6
NRIH3
TYMP
VIM

CD44
PRKCH
TNFRSFIB

PPPIRI2A
RASGRF1

Alveolar < Bronchial

MKS1
LTF
CCDC88C
IL20RA
GLTSDI
CYP24A1
ZFP64
MNAT1
MREI1A
PLEKHBI1

ZMYNDI2
NG

ST6GALNAC1
WIPII
AP3M2

Lung> T Lung<T
TSPANG Clorfl12
CFH FGR
FUCA2 NIPAL3
SEMA3F MADILI
HS3STI SARMI
TMEMI76A CAMKKI
ICAL RECQL
TFPI ARHGAP33
HSPB6 DVL2
PDK4 CCDC109B
ST7 DHX33
PRKAR2B ITGAL
ITGA3 ZFX
TMEM98 OSBPL7
CX3CLI MAP3K 14
TNFRSF12A MAP3K9
BAIAP2LI JHDMID
ALDH3BI PHTF2
GTF2IRDI DBF4
ARHGAP44 IFRDI
SD K4
RHBDF1 CEACAM21
TEAD3 PAFAHIBI
FMO3 TRAPPC6A
SYPLI MATK
MGSTI CD79B
NFIX TKTLI
ETV7 RPUSDI
cD9 CRAMPIL
STABI MYLIP
KALL E2F2
DCN JARID2
LTF CELSR3
HEBP1 ST3GALL
GPRCSA MMP25
CPP 1L32
MTMRI1 TRAF3IP3
CHDH ZNF207
IL20RA IFFOL
WWTRI NISCH
VSIG2 DS
PHLDBI ZNF200
MARCO FYN
SNAI HIVEP2
CD74 APBA3
NRXN3 AKAPSL
ALAS1 MBTDI
DERA RNF216
EHD2 QPCTL
HSD17B6 MAN2B2
TYMP NUBI
GRN CLK1
VCAN CD6
CDHI TACC3
RAII4 ZC3H3
TNC CCDCSSC
CAPG WAS
ADRBI ZRANBI
CTNNAI RUNX3
SG2 SPAST
GPM6B OSBPLS
CC2D2A DEF6
MO3 RTELI-TNFRSF6B
KITLG SLAMF7
LTBPI BTN3AL
RCNI CH
ELN SH2D2A
NEDDAL TNFRSFIB
DKK3 POU2F2
LIMAI BCLAF1
BCARI BAKI
HOMER3 CHPF2
PRSSS SLC4AT
FNIP2 BA2
MSMOI1 ASTEI
LAMA3 STAPI
TRAF3IP2 MYOM2
DCBLD2 2273
LAMC2 MRII
CDK14 PHLPP2
YBX3 INPP4A
PRDM6 MEDI7
NCKAPI PHF15
DGAT2 LCP2
150C2 WDR37
GPCl YTHDC2
LIMCHI USP28
SPA17 TSPANI7
WISP2 s2
ST3GAL6 TNFRSF9
ATP2C2 FOXP3
SNX24 MPHOSPH9
ANKSIA FOXN3
SLCIA3R2 NRIP2
THLI FAMI68A
ERBB3 RELT
PDIAS NOPs8
MYLK CYFIP2
GSTO2 TAB2
MEI USP36
CLDNI8 ZNF280C
FGFR2 RAF1
EMLI RC3H2
EVIS PRDMI
PRKCZ ATP11B
ROGDI FLYWCHI
HYAL2 UNKL
PLEKHH3 TARBP1
REEP1 MXDI
LAPTM4A CDK17
MAST4 SLC2A3
GPRI116 CTDP1
AOB OGFR
PLA2G10 QSERI
LRP6 TNK2
PEN2 ELMO2



ATP2B4 ST6GALNAC2 PTPN3 GLTSCR1
DGKG Cl60rf80 NDST1 SPHK2
FLYWCHI1 OSBPL3 ST6GALNAC2 MTMRI
TBXASI TRIP13 PTP? RNF4
MXDI LNX1 RPS6KA2 CASP8
SLC2A3 ACAP1 LMCDI
BCAT1 XRCC1 CYBRDI1 SPAN32
HDAC7 MCM2 EPN2 MEF2BNB-MEF2B
PRDM6 TP63 ALDH3A2 LPAR2
GUCY1B3 NSF RHOBTBI CNN2
LIMCHI1 CLASP1 P4HA2 PMSI1
TSPAN32 ATP2A3 TMEM38A TAF11
‘WISP2 SRI FERMT2 ZNF76
SLCI12A2 SEMA3C DHRS9 UHRFIBP1
ABCA7 CELSR1 IGF2BP2 DGKA
CHI3L2 ATP12A MAP3K13 TMEM206
C KIFAP3 GLI2 CYBS5R4
SLC9A3R2 TRAF4 NOTCH3 SEC61A2
Tl 2 RARB TEAD2 PRKCQ
ANKRD44 UBE2T MGLL FAM107B
DNAIC10 NTN4 CDKI13
PRKCQ SPAG6 PTPLADI MTHFD2
TBCIDI1 N4BP2 ARHGEF10L FOXJ2
YBX1 TULP3 SEMA3C D84
TIEL ADCY2 ACATI1 ZBTBI11
CD84 ZCWPW1 CELSRI THUMPDI
SPII TP73 RASAL2 DI
CLDN18 OSBPL6 PLXNA2
ATXN3 LXN GPC4 CACNBI
MYO9A CDCI4A RAP1GAP ZFY
KLF6 RABL2B CTTNBP2 PDZD4
PP, RFX3 CBFB
TNFRSFIA SLC4A4 FBLN1 RASSF1
HYAL2 SESN1 LAMP3 OTUDS
RASSF1 PIHID3 NEBL TBCID25
IFI35 OK EDNI1 POLRIA
TFE3 HSP90AAT SLCIA3 RASGRP2
ACSL4 3 LXN KCNAB2
ATP11A HSPB11 TNSI CLEC2D
RASGRP2 PHLPP1 OPHN1 RORA
PPP2RSB ATP8BI EPB41L2 KIAAT107
GPR116 DLG3 MOXD1 PHRF1
ABCCY9 SERTAD4 STX7 FGF22
TGFBR3 ULK2 SLC4A4 RNF126
ATP1B3 GRHL2 MOK MNT
FSTL3 ZNF446 CXCL2 JMID6
PTPN21 MEF2C ASNS
ATP2BI1 GSTPI1 CADPS2 PABPCI
MGAT4A AGBLS ATPSBI TCOF1
ARHGAP10 MAPRE3 SMARCD3 CDC42
RPSOKA2 SCAMP1 COBLLI NCI
LMCDI ‘WDR47 SERTAD4 MGAT4A
SELIL TTC39A ITGBS RPL31
TRIB2 IPOI1 FATI ING3
MBD3 HSD17B2 GSTP1 TCF3
CYBRDI TXLNG APLP2 TRIB2
PRKACA MTMR2 COLI16A1 DAZAP1
LIMS2 MT3 CD59 MARK2
GMCL1 MECOM
FCGR2B TFAP2C CTTN NFATC3
STK10 2 TTC39A STK10
CRMP1 METTL2A MGST2 ACAP1
MRVIL USP40 SIDT1
PVR TMEM40 CHMPS RP3-402G11.5
SCARBI1 KIF9 EPDR1 TBX21
PDESA SLC4AlL CEACAM6 EED
FERMT2 DYNLLI TRIP6 ATP2A3
PTGS2 ANAPCS MMP2 IPCEF1
FRY DZANKI1 LPCAT2 ZZEF1
PICALM C200rf26 PIR ANOS8
NOTCH3 TASP1 AAMDC TXK
TEAD2 FXYD3 SULT2BI1 TTC38
MGLL LAG3 GNATLL SLC25A40
NUAKIT NUDC ASAP3 VPSODI
ZNF532 CERS4 EPB41L1 MARK3
SCARF1 NATI14 KIF9 FOSL2
ARHGEF10L DTX2 DYNLL1 SEC31B
TXK SRA FXYD3 ARHGAP15
FRYL TF BLVRB ARHGAP15
FSCN1 NLRP1 LYZ MCM6
ARHGAP15 RGS17 LAMBI1 ICAM3
RBMS2 PHGDH ABCC6 ARHGEF1
ACACB EZR MLTK MAP2K7
PAGI TEKT2 TMEMI01 DGKD
MCAM 'VNN3 CCDC80 NFKB2
DGKD MSH2 DPYSL2 GTF3C1
NFKB2 EPB411L4B COMT IL4AR
APBBIIP NANS GABRP APBBIIP
FGFR1 DFNB31 FMO2 LRCH4
FBLN1 CRISP3 EPB41L4B FAM76B
ITGA8 EFHC1 NANS SIRT6
CST7 HSP90AB1 CRTAC1 CST7
MAP2 DSP BAMBI PIAS2
LAMP3 IFT74 TREM2 N4BP2
ACER3 H2AFY2 PGC
C12orf5 MZF1 EFHC1 PPP2RSC
EDNI OCELI1 DSP P2RY10
ITM2A MISP TMEDI TNRC6C
RUNXITI SLC7A4 NRP1 PKD2L2
FKBP7 SECI4L3 PALMD MYH7B
SLCIA3 T TSPANIS THOC1
TNS1 ANKRD54 MIsP SP140
REXO1 CENPM DERL3 CDCI4A
RAPGEF3 SLC5AL SuUSD2 SENP1
Ccic CBYI GGTS LIPE
LRRCI6A RTDRI PRODH KIF22
PGMI1 XBP1 LGALS2 RAB21
EPB41L2 RAB36 TRIOBP
MOXDI DNAL4 KDELR3 CLDNDI1
SCTR TTLLI CBY1 1
RAB21 BIK TIMP3 IGSF9B
CPB2 MCAT MCAT AP4EL
CLDNDI1 IFT27 RBFOX2 RSBN1
CXCcr2 S APOL4 TCF7
COLAA4 ATP6VID CHADL PTPRC
OSTM1 SAMDIS PMM1 STK17B
MEF2C AHSAL PYGL ZNF510



FYB
EPB41L3

LAT2
HSDI17B14
FTL
ADAMTS2
MMP2
SH3BP2
D2
AURKA
CASS4
REMI
DOCK9
ARHGAP28

CEP128

SLC35A2
PCSKIN
CDK16
PCYTIB
FGF14
NDFIP2

RECQLS

FCGRT
PPPIRI3L

ILI2RB2



SIRPB1

ALDH3A1

EFNB3
SLC9A3RI
CWH43
MAPK10
GALNT7

TRIM2
TBCIDI19

GPRI133
COPSTA
DSE
TMEM14C

GZMB
METTL21D
S0s2

NIN
GNPNATI

CD40LG
RBM3
SUPT20H
SLC25A15
VWAS

ZNF821
SLCTA60S
SLC7A6

SNX16
EEFID
LEPROTLI
TNFRSF10A
NEFM

CCDCY
HNRNPUL1
BBC3

TGFBI1
LIM2



FB.
SH3PXD2A
3K8

PPFIBP1
CD69

SASHI1
UsT
PHACTR1
CD83

TEKT3
HS3ST3BI
C200rf195
POLRIB

TMEMI115
TMEMS3

TSPANS
TNFRSF19
GNG11
POR
STEAP4

MAP2K6
SLC9A3RI
UNCI119

AMBRAL
MADD
SLC35F2
Cllorf21



TNFRSF19
RNF6

STYXLI

EPB41L4A
FOXJ1

GNAIl
SGCE
KDR
YWHAH

A T
CDC42EP1
MPST

PHC1
FGFR10P2



RAP2A
EFNB2
PPPIRI2C

NCLN

CHURCI-FNTB
24

D1

ST3GAL3
HECTD3

CLCA2
DBT
IFT172
DYNC2LI1
CYP2C8

AHII
CPM
DYNCILI2

NIPSNAP3A
RALGPSI
FAMI129B

DYNC2LIT
CYPIBI
MYOF
TACC2
ARL3

IDHI

CASPSAP2

APAF1
TNFRSF10B
PTK2B
PPP3CC

UBIADI
FAMI17A

HISTIHID

AARS2
HISTIHIA



GAL3ST1
ADORA2A
ATF4
CDC42EP1
APOL3

RARA
PPPIRIB
KHDRBS3
RAL

LRRC46

FBXO15

TNFRSF21

TCTEL

Cllorf49
CCDC81
PAK1
TTC12
Cllorf52
GLBIL2
ST14

SLC44A3
CTTNBP2NL
ATPIBI
CREG1

AM
FAMS0B
TNFRSF21
CYP39A1
ARHGAPI18
AIG1
SLC22A3

HSD17B12
TNKSIBP1
SERPING1
Cllorf49

HS3ST3BI

Clorf6l
GTF3C4
KIR2DL1
SLC2A4RG

TNFSF9

APOBEC3F
POT1
DNAJB9
CCDCI136
OSGEPLI



CHBLI

TMEM218

DZIPIL
FAIM
RHBDL2
HISTIH2BD

LRPS
PDZKI1IP1

ACAP3
Clorfl59

FXAP
SUV420H2
ZNF414
CSNK1G2



Clorf216

TINAGL1

Clorf162

CYorfl16
CYorf117

PPPIRI6A
ORAIZ
LRWDI1
FBXL13
SCGB3AI
DMKN
BDHI1
LRRC56

AQPS
RAVERI
ALOXI5

PPAP2B

ABHD6
DNASEIL3
RBM47

ZNF740
HNRNPAIL2

SGSM2

Cl8orf8



GALNTI3
ZNF385B
NBEALI

IL2]
CSGALNACTI
ATP6VIB2

VEGFC
CCDC102B
DLG2

SCGB3A2

SLC29A4
MIOS
SYTL3
1QUB
CHMP4C

Cl6orfa6
WEEI

HSDIIBIL
GGT6
KLK11
KLK13
KRT80
ZNF232
TEKT1
TMEM68
TMEM99
RAB26

PRRISL

TMC4
CDC42EPS
PPPIRI4A
SPINT2
Cl19orf33
NXN
FAMSTA
SLC43A2

PRKCE
CIGALTICI
TMEM37
LRG1
KRT19



TSC22D3
KCNJ15
ERG
TSPANIS

FAMI6IA

KR’
SLC23A1

NPAS2
HSDI17B13

LPAR3
MAP6
ZNF584
DNAI2
SPSBI
C200rf201

SLCI16AT1
BBS1

SMPDL3A

CDC42EP4
FCERIA

TSKU

C2lorfo1



SCUBEI1

DNASEIL3
APBB2
PCOLCE2

PPBP
PF4
TM4SF18

ZNF497

UNCI119B

ABCAI3

HISTIH2AC
HISTIH2BC

PNMALI

TMEM30B
RADS1IB

CADMI
Cl19orf59
GAS6
PTTGIIP
Cl100rf107
TNFAIPSL3
GKN2

CLDNS
GOLGA6L4
OAF
TACSTD2

PPPIRISB
AGPAT6



TNFRSF11B
SBSPON
GPR146
GPER

CA3
BAALC
CTHRC1

CYYRI
c2
TMEM100
SMPDI1
ILK

TPP1

GPDI1

AXL
NFKBID
LAIR1
CDC42EPS
PPPIRI4A

SLC16A4
IL7R

CYBSDI1
BACE2
AC079354.1
EP97
FAM104B
SATB1

SLC25A10
FANCF

FAM46C
TNFAIPSL3
SFXN4

NUPRIL

RP11-72304.6
DNAIBI3
ZFP69
HISTIHIC
CCDC157
Clorf168
AC002472.13
DNI

FOCAD
TCTEX1D4
CERKL

UNCI3B
PPPIR14C
MSRBI
CDC42BPB
EGFL6

GK

CES1
SHISA4
NOSIAP

TSPAN4
ANG
Cllorf93
PLINS
STARD10
ARHGEF28
C5orf49
K]

CIQTNF5

ZNF39%4

SLC25A45
RPSO6KA4
SLCIA7
Clorf177



CYorf171
C12o0rf55
FAM154B
RHCE
FAM221A
NOXAI
SNTN
ZDHHCI11
GJB:

3
PTPLAD2

Clorf192
ANKDDIB

KIAAI211L
HIST3H2BB

GPRI123

ZNF69

Clorf228

PPPIR14C
RASSF9

1QCJ-SCHIP1
SEPP1

HISTIHIE
CX3CR1



EHBPILI
PTPRM
VEGFB

TNFRSF10D

DDr
CATSPERI
TBCID10C
POLD4
LRRC25
LONRF3
CCDC85B
NR2F1
MSRA

TCTEX1D2
ZNF625-ZNF20

ACO11242.6
Cl7orf72
C3orf83
SCAMP4
LINC00948
PATL2
ANKRDG66

AF011889.5
C2orfl5
AMACR

‘WFDC6
AP000322.53

TMEMI50C
RP11-503N18.3
SPATS1
MRPS17
KIAA1456
FAM218A
GPR162
ZNF550
APITD1-CORT
TRNP1
ATXN7L3B
SYS1-DBNDD2

RP11-192H23.4
RP5-1021120.4
SMIM6
RP3-369A17.5
Cl5orf65

MIA
C210RF59

ATXN2L

TMEM129
IMID7-PLA2G4B
FEMIB

MECP2
SLC25A6

XPO6
RP11-231C14.4

RGS14
TBCIDI0B

C200rf196

RAB33B



Cé6orf223 KDM2A
SLC9A9 ESRRA
LSM10 PARPIS
IBAS7 ABCD2
RTKN2 KIAAI919
TNRCI18 ZNF483
NOP10 SLC2A14
FAMS9A ZBTB21
UNCsC DABI
UBA7 AP2
OB2 SMARCCI1
UBE2E2 D2
NM SULTIBI1
AP1S2 RCE1
CIs CXorf23
KBTBD3 STATSB
PLCXD1 CD7
CAPNI2 1
BGN PHOSPHO1
FES ZNF791
MXRA7 NRROS
CSFIR KLHLIS
LCK FBX045
COLI8Al SLC25A30
TCEAL7 LEMD3
GIC1 CYBS61D1
CADMI C12orf66
SPNS2 ZNF80
Cl19orf59 TNKI
SLC8AI GTF2IRD2B
LYSMD4 GCSAM
GAS6 IL20RB
TMEM119 MSL2
CCBEL ANGEL2
FHL3 ZNF266
GKN2 SLC29A2
FAM167B KIAAISST
FAMI01B FGFBP3
UPP1 NRID2
LHFP PCP2
OLFMLI CEP135
FAM162B DENND6A
KIRREL PDEI2
SH2DIA NLRP6
C3orf33
ST6GALNAC3 KCTDI13
DENNDSA GPRI171
AP2 DHX36
CLDNs CHST2
TSPYL2 GKS
PCDH9 VCPIP1
ACOT1 Tl
CDRI ZNF654
SLIT3 PACS1
CSF1 DDIT3
PTP4A3 ZNF408
TMEM255B ARHGAP1
DUSP8 GOLGASA
PDE4B CCNE2
SNN NRIP3
ATL3 EIF3F
SMIM10 RFESD
PRR16 TBCID10C
FMNLI RPS6KB2
F8 ZNF169
FAM43A UBE20
RBP2 JAKMIP2
IFITM2 ZNF683
S MYPOP
IL3RA ATADS
SFTPA2 CRLF3
ARL15 SYNE3
SOCs1 CLI
TCN2 LPCAT4
GPRIN3 ZNF575
RORI KBTBDI1
Cl170rf70 LMNB2
PRKG1 MEX3C
P CDKSR1
OLFML2A LRRC37A3
FAM212A TCEANC
NDUFA4L2 C8G
Cl6orf52 GCNT4
IKZF1 NFATC2IP
GNBIL DPP7
EVI2B SMCR8
LAMP1 MTX3
KLHDCSB ULK1
IRS2 RPSO6KA3
ZNF529 PUSI
A KCNA3
CD300LF NAPILS
PIPSKIC NR2C2
42795 ARIH2
BACE1 SLC25A22
GLDN PIDI
GNG2 JUN
BTN3A2 ILI7RA
Csorf38 MBOAT4
ARHGAP30 ANXA2R
ARAP1 SOX12
PDE2A HNRNPAO
1l ZNF620
TNFRSF4 ZBTB41
D2A RPS27
KANK3 GPR150
EMID1 TSSK6
FPR3 SH2B1
Cllorfo6 ZC3HI12D
COLAAL ZNF543
GJIA4 ZNF354B
ISGI5 ZFAND2A
SPRY4 KLHL11
TRPV2 SLC25A20
NHEJ1 CD28
PEARI GTPBP6



PLSCR3

PDCDILG2
S100A10

SULTIC4
CSF2RA

SOX18
MAFB
NHSL2
ZDHHC18
Cl10orf128

SLC25A42
FCRL6
NPMI

ZNF746
XXyac-YRM2039.2
B

T.
HIST2H3D
ZNF530
KLHL25



PSORSICI
LILRB3
HLA-E
GABBRI1
PKHDILI1

MTIA
MTIM

NCKIPSD
DDAH2

S
INMT-FAM188B
EBLN2
HP
PRR24
RP11-718G2.3
SLC22A31

MYZAP
RP11-599B13.6
FXYDI1

LIN37

FBXO17
CTD-3214H19.16
MILR1

TSPYL2
C220rf46
IRAKT
HIST2H2AC
HIST2H2AB
HISTIHIB



SLX:
ZNF563
FBF1

CTD-3088G3.8
Tl 2B

SLC35E2B
TMEM194B

HISTIH2AI
ZNF700
HISTIH2AG

HISTIH2AD
CBWD3

NOP9
SLC39A10

HISTIH3J
ZNF785
C200rf112
ENTPD4
HISTI1H4]
SYNGAP1
BLM
PELIT

CXorf40A
CDC42SE1
DPP:



EROIL
FCHSD1
ZNF71
ZNF121
ZNF121
MBP
AKAP17A
IRAK4
ZNF335
ZNF84
GRK6
PRIM1
RP11-347C12.1
ZBTB14

FI1
TMEM229B
MIERT

SP]
HIST2H2BF

CHIC1
AGAP6
TIMM23B
ZDHHC18



TAS2R14

HISTIH2BN
TRIM26
RP11-166B2.1
HLA-B
RP11-831H9.16
ZBTB22

RG

RP1-130H16.18
RP11-514012.4
ZNF324B
AP000295.9
RNF103-CHMP3
ARPC4-TTLL3
TAP2
ATP6VIE2
GLI4

ZNF550
CTC-534A2.2
CCDC71L
NPIPB11
LRRC24
CHKB-CPTIB
RP11-466P24.2
STX16-NPEPLI
CHMPIB

EID3
RP11-196G11.1



KLRC4-KLRK1
ZNF10

DNDI

POLG2
RP11-286N22.8
KIAAT147
LSMI14A
RP11-48B14.2
RP11-347C12.3
RP11-644F5.10

UBE2F-SCLY
POCIB-GALNT4
RP11-468E2.4
Cl6orfo5
SULTIA3
ZNF865
TENI-CDK3
RP11-345J4.5
CTC-479Cs.12
CORO7
LA16c-306ES.2
CTB-133G6.1
RPL17

FSBP
AD000671.6
RP11-793H13.10
UPK3BL
RP11-552F3.12
ZNF224
CTD-2207023.3
MTRNR2LI12
ARHGAP19-SLIT1
MINOSI-NBL1
BIVM-ERCCS
ZMYM6
RP11-302M6.4

‘WBP7
RP11-438J1.1




Table S7. Enrichment of DEGs. P values after Benjamin's correction are provided.

GO term of biological process Alveolar > Bronchial _ Alveolar < Bronchial Lung >T Lung <T

GO:0000122~negative regulation of transcription from RNA polymerase II promoter 0.323780297 1 1 0.015850199
GO:0000165~MAPK cascade 0.005421604 1 1 1
GO:0000186~activation of MAPKK activity 0.060850365 1 1 0.898353109
GO:0000187~activation of MAPK activity 0.042512433 1 1 1
GO:0000188~inactivation of MAPK activity 0.681616274 1 1
GO:0000226~microtubule cytoskeleton organization 0.489688564 0.759949831 0.418575827 1
GO:0000902~cell morphogenesis 0.237053067 1 1 1
GO:0001501~skeletal system development 0.020277606 1 0.246166313 1
GO:0001503~ossification 0.222375945 1 0.809183512 1
GO:0001516~prostaglandin biosynthetic process 0.323538799 1 1 1
GO:0001525~angiogenesis 7.24E-16 1 3.92E-08 1
GO:0001558~regulation of cell growth 3.11E-05 1 0.01664093 1
GO:0001568~blood vessel development 0.003594002 1 0.639246056 1
GO:0001569~patterning of blood vessels 0.002486344 1 0.273009037 1
GO:0001570~vasculogenesis 7.45E-10 1 0.454493419 1
GO:0001574~ganglioside biosynthetic process 0.270583565 1 1 1
GO:0001657~ureteric bud development 0.095448561 1 0.009418569 1
GO:0001666~response to hypoxia 2.26E-05 1 0.031096756 1
GO:0001701~in utero embryonic development 0.011181561 1 0.820682913 1
GO:0001763~morphogenesis of a branching structure 0.200847708 1 1 1
GO:0001764~neuron migration 0.066410654 1 0.274401586 1
GO:0001766~membrane raft polarization 0.648372779 1 0.512374186 1
GO:0001771~immunological synapse formation 0.096149473 1 1 0.721069893
GO:0001816~cytokine production 0.367992782 1 1 0.080967413
GO:0001821~histamine secretion 0.708382741 1 1 1
GO:0001822~kidney development 0.357262352 1 0.237554341 1
GO:0001837~epithelial to mesenchymal transition 0.042541615 1 0.767144415 1
GO:0001845~phagolysosome assembly 0.708382741 1 1 1
GO:0001886~endothelial cell morphogenesis 0.027766761 1 0.316891387 1
GO:0001889~liver development 0.76654764 1 0.70239463 1
GO:0001892~embryonic placenta development 0.726242179 1 1 1
GO:0001932~regulation of protein phosphorylation 0.786503933 1 1 0.891935653
GO:0001933~negative lation of protein pt ylation 0.107270692 1 1 1
GO:0001934~positive regulation of protein phosphorylation 4.41E-05 1 0.139349641 1
GO:0001935~endothelial cell proliferation 0.614018159 1 1 1
GO:0001937~negative regulation of endothelial cell proliferation 0.00344018 1 0.128299316 1
GO:0001938~positive regulation of endothelial cell proliferation 0.000224 1 0.024012771 1
GO:0001945~lymph vessel development 0.648372779 1 1 1
GO:0001946~lymphangiogenesis 0.141856906 1 1 1
GO:0001947~heart looping 0.597251653 0.189006831 1 1
GO:0001954~positive regulation of cell-matrix adhesion 0.020358273 1 1 1
GO:0001955~blood vessel maturation 0.003780973 1 1 1
G0:0001957~intramembranous ossification 0.071889736 1 1 1
G0:0001958~endochondral ossification 0.420718574 1 1 1
GO:0001960~negative regulation of cytokine- ia i ing pathway 0.283325756 1 1 1
GO:0001974~blood vessel remodeling 0.081013648 1 0.703699402 1
GO0:0002003~angiotensin maturation 0.467558262 1 1 1
GO0:0002040~sprouting angiogenesis 0.000762 1 0.73403992 1
GO:0002042~cell migration involved in sprouting angiogenesis 0.006273284 1 0.243221083 1
GO:0002053~positive regulation of mesenchymal cell proliferation 0.064182752 1 0.212345899 1
GO:0002062~chondrocyte differentiation 0.256922401 1 1 1
GO0:0002250~adaptive immune response 0.002485604 1 1 0.000179255
GO:0002291~T cell activation via T cell receptor contact with antigen bound to MHC molecule on antigen presenting cell 0.520976287 1 1 1
GO:0002376~immune system process 0.580310907 1 1 1
G0:0002407~dendritic cell chemotaxis 0.540711528 1 1 0.86867831
GO:0002456~T cell mediated immunity 0.648372779 1 1 0.51216384
GO:0002467~germinal center formation 0.648372779 1 1 1
GO:0002503~peptide antigen assembly with MHC class II protein complex 0.267572994 1 0.216664163 1
G0:0002504~antigen processing and presentation of peptide or polysaccharide antigen via MHC class IT 5.48E-05 1 0.000108 1
GO0:0002523~leukocyte migration involved in infl response 0.141856906 1 0.744070672 1
GO:0002544~chronic inflammatory response 0.734893417 1 0.606714584 1
GO:0002576~platelet degranulation 5.44E-10 1 5.59E-06 1
GO:0002666~positive regulation of T cell tolerance induction 0.708382741 1 1 1
GO:0002690~positive regulation of leukocyte chemotaxis 0.614018159 1 1 1
GO:0002693~positive regulation of cellular extravasation 0.520976287 1 1 1
GO:0003006~developmental process involved in reproduction 0.708382741 1 0.626086653 1
GO:0003007~heart morphogenesis 0.71955975 1 1 1
G0:0003091~renal water homeostasis 0.71955975 1 1 1
GO:0003104~positive regulation of glomerular filtration 0.708382741 1 1 1
GO:0003148~outflow tract septum morphogenesis 0.571048734 1 1 1
GO:0003151~outflow tract morphogenesis 0.008285127 1 0.639410753 1
GO:0003158~endothelium development 0.398460486 1 0.053520005 1
GO:0003181~atrioventricular valve morphogenesis 0.027766761 1 1 1
GO:0003197~endocardial cushion development 0.375218128 1 1 1
GO:0003198~epithelial to mesenchymal transition involved in endocardial cushion formation 0.259373999 1 0.841717012 1
GO0:0003203~endocardial cushion morphogenesis 0.171691347 1 1 1
GO:0003208~cardiac ventricle morphogenesis 0.283325756 1 1 1
GO:0003209~cardiac atrium morphogenesis 0.130978038 1 1 1
GO:0003222~ventricular trabecula myocardium morphogenesis 0.468510825 1 1 1
GO:0003273~cell migration involved in endocardial cushion formation 0.708382741 1 1 1
GO:0003281~ventricular septum development 0.526544545 1 1 1
GO:0006171~cAMP biosynthetic process 0.064697892 1 1 1
GO:0006461~protein complex assembly 0.431862978 1 0.788560264 1
GO:0006468~protein phosphorylation 0.003234414 1 1 2.50E-05
GO:0006469~negative regulation of protein kinase activity 0.003455491 1 0311152997 1
GO:0006508~proteolysis 0.68254723 1 0.838484627 1
GO:0006629~lipid metabolic process 0.699638729 1 1 1
GO:0006644~phospholipid metabolic process 0.784234117 1 0.831818544 1
GO:0006691~leukotriene metabolic process 0.395738669 1 1 1
GO:0006693~prostaglandin metabolic process 0.646931558 1 1 1
GO:0006812~cation transport 0.634286649 1 1 1
GO:0006816~calcium ion transport 0.441464706 1 1 1
GO:0006821~chloride transport 0.770314718 1 1 1
GO:0006869~lipid transport 0.076268617 1 0.548144103 1
G0:0006874~cellular calcium ion homeostasis 0.719736682 1 1 1
GO:0006897~endocytosis 0.083061647 1 1 1
GO:000689 Dt diated endoc: 0.005702355 1 0.808788106 1
GO:0006909~phagocytosis 0.001445472 1 1 1
GO:000691 1~phagocytosis, engulfment 0.31522468 1 1 1
GO:0006915~apoptotic process 0.071782355 1 0.651461291 0.003313254
GO:0006919~activation of cysteine-type endopeptidase activity involved in apoptotic process 0.649241004 1 1 0.468111346



G0:000692 of cell or subcellul

G0:0006935~chemotaxis

G0:0006936~muscle contraction

GO:0006937~regulation of muscle contraction

G0:0006939~smooth muscle contraction

GO:0006952~defense response

GO:0006954~inflammatory response

GO:0006955~immune response

GO:0006959~humoral immune response

GO:0006968~cellular defense response

GO:0007010~cytoskeleton organization

GO:0007015~actin filament organization

GO:0007043~cell-cell junction assembly

GO:0007044~cell-substrate junction assembly

GO:0007155~cell adhesion

GO:0007159~leukocyte cell-cell adhesion

G0:0007160~cell-matrix adhesion

GO:0007162~negative regulation of cell adhesion

GO:0007165~signal transduction

GO:0007166~cell surface receptor signaling pathway
GO:0007169~transmembrane receptor protein tyrosine kinase signaling pathway
GO:0007173~epidermal growth factor receptor signaling pathway
GO:0007179~transforming growth factor beta receptor signaling pathway
GO:0007182~common-partner SMAD protein phosphorylation
GO:0007184~SMAD protein import into nucleus
GO:0007188~adenylate cyclase-modulating G-protein coupled receptor signaling pathway
GO:0007189~adenylate cyclase-activating G-protein coupled receptor signaling pathway
GO:0007200~phospholipase C-activating G-protein coupled receptor signaling pathway
GO:0007204~positive regulation of cytosolic calcium ion concentration
GO:0007205~protein kinase C-activating G-protein coupled receptor signaling pathway
GO:0007219~Notch signaling pathway

GO:0007229~integrin-mediated signaling pathway

GO:0007263~nitric oxide mediated signal transduction
GO:0007264~small GTPase mediated signal transduction
GO:0007265~Ras protein signal transduction

GO:0007266~Rho protein signal transduction

GO:0007267~cell-cell signaling

GO:0007399~nervous system development

GO:000741 1~axon guidance

GO:0007507~heart development

GO:0007517~muscle organ development

GO:0007519~skeletal muscle tissue development

GO:000752: junction

GO:0007565~female pregnancy

GO:0007568~aging

GO:0007569~cell aging

GO:0007584~response to nutrient

GO:0007585~respiratory gaseous exchange

GO:0007596~blood coagulation

GO:0007597~blood coagulation, intrinsic pathway

GO:0008015~blood circulation

GO:0008016~regulation of heart contraction

GO:0008037~cell recognition

GO:0008217~regulation of blood pressure

GO:0008277~regulation of G-protein coupled receptor protein signaling pathway
GO:0008283~cell proliferation

GO:0008284~positive regulation of cell proliferation
GO:0008285~negative regulation of cell proliferation
GO:0008354~germ cell migration

GO:0008360~regulation of cell shape

GO:0008630~intrinsic apoptotic signaling pathway in response to DNA damage
GO:0009190~cyclic nucleotide biosynthetic process
GO:0009268~response to pH

GO:0009306~protein secretion

GO:000931 1~oligosaccharide metabolic process

GO:000961 1 ~response to wounding

GO:0009612~response to mechanical stimulus

GO:0009615~response to virus

GO:0009749~response to glucose

GO:0009887~organ morphogenesis

GO:0009966~regulation of signal transduction

GO:0009967~positive regulation of signal transduction
GO:0009968~negative regulation of signal transduction
GO:0010506~regulation of autophagy

GO:0010518~positive regulation of phospholipase activity
GO:0010544~negative regulation of platelet activation
GO:0010572~positive regulation of platelet activation
GO:0010575~positive regulation of vascular endothelial growth factor production
GO:0010595~positive regulation of endothelial cell migration
GO:001059 tive lation of endothelial cell migration
GO:0010628~positive regulation of gene expression
GO:0010629~negative regulation of gene expression
GO:0010634~positive regulation of epithelial cell migration

GO:0010715~regulation of e; Ilular matrix di bly
GO:0010718~positive regulation of epithelial to mesenchymal transition
GO:0010719~negative lation of epithelial to 3 1 it

GO:0010744~positive regulation of macrophage derived foam cell differentiation
GO:0010745~negative regulation of macrophage derived foam cell differentiation
GO:0010759~positive regulation of macrophage chemotaxis

GO:001081 I~positive regulation of cell-substrate adhesion
GO:0010812~negative regulation of cell-substrate adhesion

GO:0010818~T cell chemotaxis

GO:0010863~positive regulation of phospholipase C activity
GO:0010873~positive regulation of cholesterol esterification
GO:0010875~positive regulation of cholesterol efflux

GO:0010881~regulation of cardiac muscle contraction by regulation of the release of sequestered calcium ion
GO:0010886~positive regulation of cholesterol storage

GO:0010887~negative regulation of cholesterol storage

GO:0010952~positive regulation of peptidase activity

GO:0010976~positive regulation of neuron projection development
GO:0010977~negative regulation of neuron projection development
GO:0014002~astrocyte development

GO:0014065~phosphatidylinositol 3-kinase signali
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GO:00140 lation of phosphatidylinositol 3-kinase si
GO:0014068~positive regulation of phosphatidylinositol 3-kinase si;
GO:0014909~smooth muscle cell migration

GO:001491 I~positive regulation of smooth muscle cell migration
GO:0014912~negative regulation of smooth muscle cell migration
GO:0015758~glucose transport

GO:0015884~folic acid transport

GO:0016049~cell growth

GO:0016055~Wnt signaling pathway
GO:0016337~single organismal cell-cell adhesion
GO:0016477~cell migration

GO:0016485~protein processing

GO:0016525~negative regulation of angiogenesis
GO:0017015~regulation of transforming growth factor beta receptor signaling pathway
GO:0017121~phospholipid scrambling

GO:0018105~peptidyl-serine phosphorylation

GO:0018108~peptidyl-tyrosine phosphorylation

GO:0018146~keratan sulfate biosynthetic process

GO:0019221~cytokine-mediated signaling pathway

GO:0019370~leukotriene biosynthetic process

GO:0019371~cyclooxygenase pathway

oxygenase pathway

GO:0019722~calcium-mediated signaling

GO:0019835~cytolysis

GO:0019882~antigen processing and presentation

GO:0019886~antigen ing and ion of peptide antigen via MHC class 1T
GO0:0019933~cAMP-mediated signaling

GO0:0019934~cGMP-mediated signaling

G0:0022617~extracellular matrix disassembly

GO:003001 I~maintenance of cell polarity

G0:0030032~lamellipodium assembly

GO:0030033~microvillus assembly

GO:0030036~actin cytoskeleton organization

GO:003004 1 ~actin filament polymerization

G0:0030048~actin filament-based movement

GO:0030097~hemopoiesis

GO:0030099~myeloid cell differentiation

GO:0030154~cell differentiation

GO:0030155~regulation of cell adhesion

GO:0030168~platelet activation

GO:0030178~negative regulation of Wnt signaling pathway

GO:0030185~nitric oxide transport

GO:0030194~positive regulation of blood coagulation

GO:0030195~negative regulation of blood coagulation

GO:0030198~extracellular matrix organization

GO:0030199~collagen fibril organization

G0:0030203~glycosaminoglycan metabolic process

GO0:0030207~chondroitin sulfate catabolic process

GO:0030212~hyaluronan metabolic process

GO:0030214~hyaluronan catabolic process

G0:0030217~T cell differentiation

GO0:0030224~monocyte differentiation

G0:0030282~bone mineralization

GO:0030301~cholesterol transport

GO:0030308~negative regulation of cell growth

G0:0030316~osteoclast differentiation

GO:00303 18~melanocyte differentiation

GO0:0030324~lung development

G0:0030334~regulation of cell migration

GO:0030335~positive regulation of cell migration

GO:0030336~negative regulation of cell migration

GO:0030501~positive regulation of bone mineralization

GO:003051 1~positive regulation of transforming growth factor beta receptor signaling pathway
GO:0030512~negative regulation of transforming growth factor beta receptor signaling pathway
GO:0030514~negative regulation of BMP signaling pathway

GO:0030516~regulation of axon extension

GO:0030574~collagen catabolic process

GO:0030593~neutrophil chemotaxis

GO:0030595~leukocyte chemotaxis

GO:0030819~positive regulation of cCAMP biosynthetic process
GO:0030833~regulation of actin filament polymerization

GO:0030838~positive regulation of actin filament polymerization
GO:0030866~cortical actin cytoskeleton organization

GO:0030889~negative regulation of B cell proliferation

GO:0030890~positive regulation of B cell proliferation

GO:0030947~regulation of vascular endothelial growth factor receptor signaling pathway
G0:0030948~negative regulation of vascular endothelial growth factor receptor signaling pathway
GO0:0030949~positive regulation of vascular endothelial growth factor receptor signaling pathway
G0:0031032 in structure organization

GO:0031077~post-embryonic camera-type eye development

GO:0031100~organ regeneration

GO:0031274~positive regulation of pseudopodium assembly

GO:0031295~T cell costimulation

GO:0031397~negative regulation of protein ubiquitination

GO:0031532~actin cytoskeleton reorganization

GO:0031547~brain-derived neurotrophic factor receptor signaling pathway
GO:0031581~hemidesmosome assembly

GO:0031589~cell-substrate adhesion

GO:0031623~receptor internalization

GO:0031639~plasminogen activation

GO:0031663~lipopolysaccharide- ia i ing pathway

GO:0031668~cellular response to extracellular stimulus

GO:0031954~positive regulation of protein autophosphorylation
GO0:0032020~ISG15-protein conjugation

GO0:0032060~bleb assembly

GO0:003209 1 ~negative regulation of protein binding

G0:0032092~positive regulation of protein binding

GO0:0032233~positive regulation of actin filament bundle assembly
G0:0032270~positive regulation of cellular protein metabolic process
GO0:0032332~positive regulation of chondrocyte differentiation

G0:0032348~negative regulation of a S| bi thetic process
GO:0032355~response to estradiol

G0:0032367~intracellular cholesterol transport
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GO:0032374~regulation of cholesterol transport

GO0:0032486~Rap protein signal transduction

GO:0032496~response to lipopolysaccharide

GO0:0032497~detection of lipopolysaccharide

GO:0032570~response to progesterone

GO:0032673~regulation of interleukin-4 production
G0:0032689~negative regulation of interferon-gamma production
GO:0032715~negative regulation of interleukin-6 production
G0:0032720~negative regulation of tumor necrosis factor production
GO:0032729~positive regulation of interferon-gamma production
GO0:0032753~positive regulation of interleukin-4 production
GO:0032760~positive regulation of tumor necrosis factor production
G0:0032825~positive regulation of natural killer cell differentiation
GO:0032835~glomerulus development

G0:0032836~glomerular basement membrane development
GO:0032956~regulation of actin cytoskeleton organization
G0:0032964~collagen biosynthetic process

GO:0033138~positive regulation of peptidyl-serine phosphorylation
G0:0033280~response to vitamin D

G0:0033344~cholesterol efflux

GO:0033622~integrin activation

GO:0033627~cell adhesion mediated by integrin

GO:003363 1~cell-cell adhesion mediated by integrin
GO:0033632~regulation of cell-cell adhesion mediated by integrin
G0:0033690~positive regulation of osteoblast proliferation
GO0:0033700~phospholipid efflux

G0:0033993~response to lipid

GO:0034097~response to cytokine

GO:0034113~heterotypic cell-cell adhesion

GO:0034138~toll-like receptor 3 signaling pathway
GO:0034142~toll-like receptor 4 signaling pathway
GO:0034199~activation of protein kinase A activity
GO:0034260~negative regulation of GTPase activity
GO0:0034329~cell junction assembly

G0:0034333~adherens junction assembly

GO:0034341~response to interferon-gamma
G0:0034375~high-density li in particle deli
GO:0034383~low-density lipoprotein particle clearance
GO:0034392~negative regulation of smooth muscle cell apoptotic process
GO:0034394~protein localization to cell surface
GO:0034405~response to fluid shear stress

GO:003444 b dhesion-d dent cell di
GO:0034616~response to laminar fluid shear stress
GO:0034765~regulation of ion transmembrane transport
G0:0035023~regulation of Rho protein signal transduction
GO0:0035024~negative regulation of Rho protein signal transduction
GO:0035025~positive regulation of Rho protein signal transduction
GO:0035050~embryonic heart tube development

G0:0035148~tube formation

GO:0035162~embryonic hemopoiesis

G0:0035313~wound healing, spreading of epidermal cells
GO:0035335~peptidyl-tyrosine dephosphorylation
GO0:0035385~Roundabout signaling pathway

GO:0035414~negative regulation of catenin import into nucleus
GO:0035456~response to interferon-beta

GO:0035457~cellular response to interferon-alpha
GO:0035556~intracellular signal transduction

GO:0035690~cellular response to drug

GO:0035767~endothelial cell chemotaxis

GO:0035793~positive regulation of hric hymal cell migration by platelet-derived growth factor receptor-beta signaling pathway
GO:0035810~positive regulation of urine volume
GO:0035855~megakaryocyte development

G0:0035904~aorta development

GO:0035912~dorsal aorta morphogenesis

GO:0035914~skeletal muscle cell differentiation
GO:0035924~cellular response to vascular endothelial growth factor stimulus
G0:0035987~endodermal cell differentiation

GO:0036006~cellular response to macrophage colony-stimulating factor stimulus
GO:0036120~cellular response to platelet-derived growth factor stimulus
GO:0036151~phosphatidylcholine acyl-chain remodeling
GO:0038063~collagen-activated tyrosine kinase receptor signaling pathway
GO:0038083~peptidyl-tyrosine autophosphorylation
GO:0038091~positive regulation of cell proliferation by VEGF-activated platelet derived growth factor receptor signaling pathway
GO0:0038096~Fc-gamma receptor signaling pathway involved in phagocytosis
GO:0038180~nerve growth factor signaling pathway
GO:0042058~regulation of epidermal growth factor receptor signaling pathway
GO:0042060~wound healing

GO:0042098~T cell proliferation

GO:0042102~positive regulation of T cell proliferation
GO:0042110~T cell activation

GO:0042116~macrophage activation

GO:0042118~endothelial cell activation

GO:0042127~regulation of cell proliferation

GO:0042130~negative regulation of T cell proliferation
GO:0042157~lipoprotein metabolic process
G0:0042311~vasodilation

G0:0042327~positive regulation of phosphorylation
GO:0042340~keratan sulfate catabolic process

GO:0042346~positive regulation of NF-kappaB import into nucleus
GO0:0042476~odontogenesis

GO:0042482~positive regulation of odontogenesis
GO0:0042493~response to drug

GO:0042535~positive regulation of tumor necrosis factor biosynthetic process
GO:0042542~response to hydrogen peroxide
GO:0042552~myelination

G0:0042632~cholesterol homeostasis

G0:0042692~muscle cell differentiation

GO:0042730~fibrinolysis

GO:0042789~mRNA transcription from RNA polymerase II promoter
GO:0042832~defense response to protozoan

GO:0042981~regulation of apoptotic process

GO:004301 1~myeloid dendritic cell differentiation

G0:0043029~T cell homeostasis
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0.100201
0.034844195
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0.130978038
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0.467558262
0.715673044
0.648372779
0.003540672
0.005063357
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0.270583565
0.397531928
0.194496511
0.734893417
0.633878665
0.769096237
0.648372779
0.267572994
0.223798822
0.283325756
0.001090139
0.130978038
0.650165651
0.002687896
0.769096237
0.420718574
0.769096237
0.648372779
0.468510825
0.283325756
0.351744933
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0.283325756
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0.029800836
0.734893417
0.520976287
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0.398460486
0.614018159
0.472648075
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0.560072201
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0.000249
7.19E-05
0.375218128
0.375218128
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0.007155893
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1
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1

0.224418336
1
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GO:0043065~positive regulation of apoptotic process
GO:0043085~positive regulation of catalytic activity
GO:0043087~regulation of GTPase activity

GO:0043113~receptor clustering

GO:0043116~negative regulation of vascular permeability
GO:0043123~positive regulation of I-kappaB kinase/NF-kappaB signaling
G0:0043129~surfactant homeostasis

GO:0043149~stress fiber assembly

GO:0043154~negative regulation of cysteine-type end idase activity involved in apoptotic process

GO:0043206~extracellular fibril organization

GO:0043277~apoptotic cell clearance

GO:0043303~mast cell degranulation

GO0:0043305~negative regulation of mast cell degranulation
GO:0043372~positive regulation of CD4-positive, alpha-beta T cell differentiation
G0:0043393~regulation of protein binding

GO:0043406~positive regulation of MAP kinase activity

GO:0043407~negative regulation of MAP kinase activity

GO:0043410~positive regulation of MAPK cascade

GO:0043433~negative regulation of sequence-specific DNA binding transcription factor activity

GO:0043491~protein kinase B signaling
GO0:0043507~positive regulation of JUN kinase activity

GO:0043517~positive regulation of DNA damage response, signal transduction by p53 class mediator

GO:0043524~negative regulation of neuron apoptotic process
GO0:0043534~blood vessel endothelial cell migration
GO:0043536~positive regulation of blood vessel endothelial cell migration
GO:0043537~negative regulation of blood vessel endothelial cell migration
GO:0043542~endothelial cell migration

GO:0043547~positive regulation of GTPase activity
GO:0043552~positive regulation of phosphatidylinositol 3-kinase activity
GO:0043627~response to estrogen

GO:0043654~recognition of apoptotic cell

GO:0043950~positive regulation of cAMP-mediated signaling
GO:0044267~cellular protein metabolic process
GO:0044344~cellular response to fibroblast growth factor stimulus
GO:0044351~macropinocytosis

GO:0045019~negative regulation of nitric oxide biosynthetic process
GO:0045059~positive thymic T cell selection

GO:0045086~positive regulation of interleukin-2 biosynthetic process
GO:0045087~innate immune response

GO0:0045332~phospholipid translocation

GO:0045429~positive regulation of nitric oxide biosynthetic process
GO:004544 dothelial cell di iati

G0:0045576~mast cell activation

GO:0045600~positive regulation of fat cell differentiation
GO:0045648~positive regulation of erythrocyte differentiation
GO:004565 1 ~positive regulation of macrophage differentiation
GO:0045657~positive regulation of monocyte differentiation
GO:0045666~positive regulation of neuron differentiation
GO:0045668~negative regulation of osteoblast differentiation
GO:0045669~positive regulation of osteoblast differentiation
GO:004567 1 ~negative regulation of osteoclast differentiation
GO:004574 tive lation of Notch signaling pathway
GO:0045765~regulation of angiogenesis

GO:0045766~positive regulation of angiogenesis
GO:0045773~positive regulation of axon extension
GO:0045779~negative regulation of bone resorption
GO:0045780~positive regulation of bone resorption
GO:0045785~positive regulation of cell adhesion
GO:0045786~negative regulation of cell cycle

GO:0045840~positive regulation of mitotic nuclear division
GO:0045859~regulation of protein kinase activity
GO:0045860~positive regulation of protein kinase activity
GO:0045893~positive regulation of transcription, DNA-templated
GO:004590¢ tive lation of iction
GO:0045907~positive regulation of vasoconstriction
GO:0045944~positive regulation of transcription from RNA polymerase II promoter
GO:0045953~negative regulation of natural killer cell mediated cytotoxicity
GO:0045986~negative regulation of smooth muscle contraction
GO:0045987~positive regulation of smooth muscle contraction
GO0:0045995~regulation of embryonic devel

GO:0046007~negative regulation of activated T cell proliferation
GO:0046326~positive regulation of glucose import
GO:0046330~positive regulation of INK cascade
GO:0046627~negative regulation of insulin receptor signaling pathway
GO:0046677~response to antibiotic

GO:0046718~viral entry into host cell

GO:0046777~protein autophosphorylation

GO:0046834~lipid phosphorylation

GO:0046847~filopodium assembly
GO:0046854~phosphatidylinositol phosphorylation
GO:0048008~platelet-derived growth factor receptor signaling pathway
GO:0048010~vascular endothelial growth factor receptor signaling pathway
GO:0048012~hepatocyte growth factor receptor signaling pathway
GO:0048014~Tie signaling pathway
G0:0048015~phosphatidylinositol-mediated signali
GO:0048016~inositol phosp} diated signali
GO:0048146~positive regulation of fibroblast proliferation
GO:0048246~macrophage chemotaxis

GO:0048251~elastic fiber assembly

GO:0048286~lung alveolus development

G0:0048469~cell maturation

GO:0048557~embryonic digestive tract morphogenesis
GO:0048565~digestive tract development

GO:0048596~embryonic camera-type eye morphogenesis
GO:0048661~positive regulation of smooth muscle cell proliferation
GO:0048662~negative regulation of smooth muscle cell proliferation
GO:0048704~embryonic skeletal system morphogenesis
GO:0048705~skeletal system morphogenesis

GO:004871 1~positive regulation of astrocyte differentiation
GO:0048738~cardiac muscle tissue development
G0O:0048739~cardiac muscle fiber development
GO:0048813~dendrite morphogenesis

GO:0048821~erythrocyte development

7.60E-05
0.766064701
0.170897719
0.39059725
0.044012199
0.641816127
0.200847708
0.03142065
0.066464372
0.044012199
0.03142065
0.646931558
0.130978038
0.708382741
0.675503878
0.014299484
0.065548472
0.014860161
0.190829701
0.482572536
0.174867522
0.558114413
0.769451893
0.375218128
0.115601188
0.323538799
0.297929643
3.87E-16
0.389520696
0.083682677
0.528830825
0.558114413
0.209777748
0.341213124
0.648372779
0.066618767
0.648372779
0.558114413
0.018064444
0.510173804
0.397531928
0.467558262
0.200847708
0.07078417
0.633878665
0.646931558
0.528830825
0.502131755
0.736195224
0.006714787
0.123460886
0.580310907
0.389520696
6.32E-09
0.341213124
0.194496511
0.646931558
0.652806625
0.000768
0.420718574
0.786503933
0.16220626
0.170223246
0.708382741
0.434104376
0.041507841
0.708382741
0.708382741
0.058129724
0.646931558
0.734893417
0.634286649
0.718521043
0.297929643
0.71955975
0.061145985
0.000264
0.558114413
0.540711528
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0.003463394
0.734893417
0.520976287
0.037860315
0.467558262
0.03750874
0.646931558
0.528830825
0.000247
0.021969626
0.614018159
0.31522468
0.558114413
0.00247875
0.012305627
0.481454003
0.71955975
0.467558262
0.064697892
0.648372779
0.666449638
0.769096237
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1
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1
0.461608477
0.139504271
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0.010098729
0.394534467
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1
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1
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0.842642922
1

0.080345556
1
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0.02055799

0.684403903
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GO:0048839~inner ear development

GO:0048842~positive regulation of axon extension involved in axon guidance

GO:0048844~artery morphogenesis

GO:0048845~venous blood vessel morphogenesis
GO:0048846~axon extension involved in axon guidance
GO:0048870~cell motility

G0:0048873~homeostasis of number of cells within a tissue
GO:0050679~positive regulation of epithelial cell proliferation
GO:0050690~regulation of defense response to virus by virus
GO:0050702~interleukin-1 beta secretion

GO:0050715~positive regulation of cytokine secretion
GO:0050727~regulation of inflammatory response
GO:0050728~negative regulation of inflammatory response
GO:0050729~positive regulation of inflammatory response
GO:005073 1~positive regulation of peptidyl-tyrosine phosphorylation
GO:0050766~positive regulation of phagocytosis
GO:0050770~regulation of axonogenesis

G0:0050774 tive lation of dendrite morpl
GO:0050776~regulation of immune response
GO:0050790~regulation of catalytic activity

GO:0050821~protein stabilization

GO:0050850~positive regulation of calcium-mediated signaling
GO:0050852~T cell receptor signaling pathway

GO:0050853~B cell receptor signaling pathway
GO:0050859~negative regulation of B cell receptor signaling pathway
GO:0050862~positive regulation of T cell receptor signaling pathway
GO:0050870~positive regulation of T cell activation
G0:0050873~brown fat cell differentiation
GO:0050885~neuromuscular process controlling balance
GO0:0050900~leukocyte migration

GO:0050918~positive chemotaxis

GO:005092 1 ~positive regulation of chemotaxis
G0:0050930~induction of positive chemotaxis

GO:0051017~actin filament bundle assembly
GO:0051056~regulation of small GTPase mediated signal transduction
GO:0051150~regulation of smooth muscle cell differentiation
GO:0051209~release of sequestered calcium ion into cytosol
GO:0051216~cartilage development

GO:0051260~protein homooligomerization

GO:0051272~positive regulation of cellular component movement

GO:0051280~negative regulation of release of sequestered calcium ion into cytosol

GO:0051384~response to glucocorticoid
GO:0051450~myoblast proliferation
GO:0051482~positive regulation of cytosolic calcium ion

involved in

GO:0051491~positive regulation of filopodium assembly
GO:0051493~regulation of kel izati
GO:0051496~positive regulation of stress fiber assembly
GO:0051497~negative regulation of stress fiber assembly
GO:0051607~defense response to virus

GO:0051764~actin crosslink formation

GO:0051781~positive regulation of cell division
GO:0051894~positive regulation of focal adhesion assembly
GO:0051895~negative regulation of focal adhesion assembly
GO:0051897~positive regulation of protein kinase B signaling
GO:0051898~negative regulation of protein kinase B signaling
GO:0051918~negative regulation of fibrinolysis
GO:0051924~regulation of calcium ion transport
GO:0051926~negative regulation of calcium ion transport
GO:0051928~positive regulation of calcium ion transport
GO0:0055003~cardiac myofibril assembly

GO:0060021~palate development

GO:0060033~anatomical structure regression
GO:0060039~pericardium development
GO:0060045~positive regulation of cardiac muscle cell proliferation
GO:0060055~angiogenesis involved in wound healing
GO:0060100~positive regulation of phagocytosis, engulfment
GO:0060135~maternal process involved in female pregnancy
GO:0060317~cardiac epithelial to 1 1 iti
GO:0060325~face morphogenesis

G0:0060326~cell chemotaxis
GO:0060333~interferon-gamma-mediated signaling pathway
GO:0060337~type I interferon signaling pathway
G0:0060347~heart trabecula formation

GO:0060348~bone development
GO:0060389~pathway-restricted SMAD protein phosphorylation
GO:0060412~ventricular septum morphogenesis

GO:006044 1~epithelial tube branching involved in lung morphogenesis

C-activating G-protein coupled signaling pathway

GO:0060665~regulation of branching involved in salivary gland morpl
GO:0060670~branching involved in labyrinthine layer morphogenesis
GO:0060840~artery development

GO:006084 1~venous blood vessel development
GO:0060842~arterial endothelial cell differentiation
GO:0060976~coronary vasculature development
GO:0060982~coronary artery morphogenesis
GO:0061028~establishment of endothelial barrier
GO:0061298~retina vasculature development in camera-type eye
GO:0061299~retina vasculature morphogenesis in camera-type eye
GO:0061304~retinal blood vessel morphogenesis
GO:0061384~heart trabecula morphogenesis
GO:0070098~chemokine-mediated signaling pathway
GO:0070208~protein heterotrimerization

GO:0070233~negative regulation of T cell apoptotic process
GO:0070373~negative regulation of ERK1 and ERK2 cascade
GO:0070374~positive regulation of ERK1 and ERK2 cascade
GO:0070527~platelet aggregation

GO:0070588~calcium ion transmembrane transport
GO:0071222~cellular response to lipopolysaccharide
GO:0071223~cellular response to lipoteichoic acid
GO:0071230~cellular response to amino acid stimulus
GO:0071260~cellular response to mechanical stimulus
GO:0071300~cellular response to retinoic acid
GO:0071320~cellular response to cAMP

GO:0071333~cellular response to glucose stimulus
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0.324130907
0.130978038
0.014740852
0.071889736
0.558114413
0.037346446
0.580310907
0.765716057
0.258682523
0.200847708
0.681616274
0.662109429
0.004660462
0.109673474
0.016890295
0.123305615
0.571048734
0.734893417
5.27E-07
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0.416461469
0.726242179
0.000564
0.784234117
0.708382741
0.648372779
0.270583565
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0.751525045
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0.142519025
0.007765558
0.395738669
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0.324130907
0.171023773
0.663523883
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0.708382741
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0.708382741
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0.018365903
0.675503878
0.176444548
0.22010917
0.307920041
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0.779105796
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0.004355895
0.666449638
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0.066618767
0.181767647
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0.015964273
0.708382741
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0.223798822
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0.200847708
0.367992782
0.012910246
0.634286649
1.35E-06
0.001100981
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0.708382741
0.708382741
0.681616274
0.528830825
0.009806953
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0.071889736
0.708382741
0.648372779
0.489688564
0.323538799
0.130978038
0.713474302
2.93E-07
0.000702
0.667275023
6.08E-05
0.734893417
0.557837214
0.017203881
0.459349089
0.504960554
0.504960554
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1
0.090030017
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0.794828701
1
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1
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1
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1
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1
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1
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1
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1
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1
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1
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1

1
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GO:0071345~cellular response to cytokine stimulus

GO:0071347~cellular response to interleukin-1

GO:0071354~cellular response to interleukin-6

GO:0071356~cellular response to tumor necrosis factor
GO:0071361~cellular response to ethanol

GO:0071363~cellular response to growth factor stimulus
GO:0071364~cellular response to epidermal growth factor stimulus
GO:0071404~cellular response to low-density lipoprotein particle stimulus
GO:0071407~cellular response to organic cyclic compound
GO:0071456~cellular response to hypoxia

GO:0071461~cellular response to redox state

GO:0071493~cellular response to UV-B

GO:0071526~semaphorin-plexin signaling pathway

GO:0071560~cellular response to transforming growth factor beta stimulus
GO:0071803~positive regulation of podosome assembly
GO:0071872~cellular response to epinephrine stimulus
GO:0071901~negative lation of protein seri ine kinase activity
GO:0072012~glomerulus vasculature development
GO:0072144~glomerular mesangial cell development
GO:0072277~metanephric glomerular capillary formation
GO:0072659~protein localization to plasma membrane
GO:0072661~protein targeting to plasma membrane

GO:0086064~cell communication by electrical coupling involved in cardiac conduction
GO:0090004~positive regulation of establishment of protein localization to plasma membrane
GO:0090023~positive regulation of neutrophil chemotaxis
GO:0090026~positive regulation of monocyte chemotaxis

GO:009005 1 ~negative regulation of cell migration involved in sprouting angiogenesis
GO:0090090~negative lation of ical Wnt signaling pathway
GO:0090197~positive regulation of chemokine secretion
GO:009027 I ~positive regulation of fibroblast growth factor production
G0:0090280~positive regulation of calcium ion import
G0:0090398~cellular senescence

G0:0090557~establishment of endothelial intestinal barrier
GO:0090630~activation of GTPase activity

G0:0097028~dendritic cell differentiation

GO:0097190~apoptotic signaling pathway

GO:0097191~extrinsic apoptotic signaling pathway

GO:0097421~liver regeneration

GO:0097503~sialylation

GO:1900027~regulation of ruffle assembly

GO:1900165~negative regulation of interleukin-6 secretion
GO:1901653~cellular response to peptide

GO:1901660~calcium ion export

GO:1902042~negative regulation of extrinsic apoptotic signaling pathway via death domain receptors
GO:1902895~positive regulation of pri-miRNA transcription from RNA polymerase II promoter
GO:1903779~regulation of cardiac conduction

GO:2000065~negative regulation of cortisol biosynthetic process
GO0:2000249~regulation of actin cytoskeleton reorganization
GO:2000279~negative regulation of DNA biosynthetic process
GO:2000352~negative lation of endothelial cell ic process
GO:2000353~positive regulation of endothelial cell apoptotic process
GO:2000379~positive regulation of reactive oxygen species metabolic process
GO:2000406~positive regulation of T cell migration
GO0:2000484~positive regulation of interleukin-8 secretion
GO:2000573~positive regulation of DNA biosynthetic process
GO:2000643~positive regulation of early endosome to late endosome transport
GO:2000669~negative regulation of dendritic cell apoptotic process
GO:200072 1 ~positive regulation of transcription from RNA polymerase II promoter involved in smooth muscle cell differentiation
GO:2000727~positive regulation of cardiac muscle cell differentiation
G0:2000810~regulation of bicellular tight junction bl

GO:200081 1 ~negative regulation of anoikis

GO:2001181~positive regulation of interleukin-10 secretion
GO:2001202~negative regulation of transforming growth factor-beta secretion
GO:2001205~negative lation of last devel
GO:2001214~positive regulation of vasculogenesis

GO:2001238~positive regulation of extrinsic apoptotic signaling pathway
GO:2001300~lipoxin metabolic process

GO:0000086~G2/M transition of mitotic cell cycle

GO:0000710~meiotic mismatch repair

GO:0001736~establishment of planar polarity

GO:0001843~neural tube closure

GO:0001890~placenta development

GO:0001895~retina homeostasis

GO:000195 1 ~intestinal D-glucose absorption

G0:0002934~desmosome organization

G0:0003341~cilium movement

GO:0003351~epithelial cilium movement

GO:0003356~regulation of cilium beat frequency
GO:0006047~UDP-N-acetylglucosamine metabolic process
GO:0006068~ethanol catabolic process

G0:0006069~ethanol oxidation

GO:000608 1 ~cellular aldehyde metabolic process
GO:0006165~nucleoside diphosphate phosphorylation
GO:0006167~AMP biosynthetic process

GO:0006464~cellular protein modification process

GO:0006486~protein glycosylation

GO:0006536~glutamate metabolic process

GO:000654 1 ~glutamine metabolic process

GO:0006805~xenobiotic metabolic process

GO:0006809~nitric oxide biosynthetic process

GO:0007009~plasma membrane organization
GO:0007017~microtubule-based process

G0:0007018~microtubule-based movement

GO:0007088~regulation of mitotic nuclear division

GO:000713 1~reciprocal meiotic recombination
GO:0007163~establishment or maintenance of cell polarity
GO:0007224~smoothened signaling pathway
GO:0007283~spermatogenesis

GO:0007286~spermatid development

G0:0007340~acrosome reaction

GO:0007368~determination of left/right symmetry

G0:0007588~excretion

GO:0007605~sensory perception of sound

0.020358273
0.30471151
0.715673044
0.030378291
0.715673044
0.719614283
0.482572536
0.060720545
0.171023773
0.284479773
0.520976287
0.648372779
0.754595823
0.001821403
0.375218128
0.558114413
0.614018159
0.708382741
0.708382741
0.520976287
0.261712559
0.420718574
0.646931558
0.148104106
0.510173804
0.171691347
0.141856906
0.531624907
0.283325756
0.520976287
0.468510825
0.571048734
0.467558262
0.719639472
0.194496511
0.017203881
0.614810512
0.580310907
0.39059725
0.283325756
0.648372779
0.467558262
0.520976287
0.754595823
0.726242179
0.236877584
0.708382741
0.0871
0.558114413
0.009402577
0.095930534
0.341213124
0.096149473
0.066618767
0.259373999
0.648372779
0.520976287
0.520976287
0.375218128
0.060720545
0.064697892
0.708382741
0.520976287
0.708382741
0.015884421
0.725353792
0.267572994

0.088103505
0.985316909
0.036549505
0.425950978
0.980234582
0.95226369
0.918284268
0.96852244
3.00E-09
2.46E-06
0.04311721
0.753465204
0.96852244
0.981733806
0.969949362
0.968179413
0.41550189
0.968470353
0.96627079
0.988298472
0.833587973
0.109523411
0.988298472
0.988298472
0.883061922
0.008943728
0.94912968
0.647386159
0.989646026
2.83E-06
0.096215061
0.208476728
0.930940736
3.47E-09
0.988129464
0.779933705

1
0.631605621
1
0.354570918
1
1
0.739078566

1
1

1

1
0.223894229
0.022887208

1

1
0.142352669
1
1

1
0.057315924
0.768090777

1

1
0.281232591

1

1
0.154186426

1
0.332694236
1

1
1
1
0.768090777
1
1
1

1
0.222656913
1
1

1
0.743728515
1

1
0.794828701
0.084474142

0.005064163
1
0.841717012
1

1
1
1
0.302892451
0.778106877

1

1
0.615109705

0.599530806

0.913962257
1

1
1
1
0.836828984

1
0.035557417
0.075913265
0.905254664

0.8688983
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GO:0008544~epidermis development

GO:0008589~regulation of smoothened signaling pathway
GO:00091 16~nucleoside metabolic process
GO:0009165~nucleotide biosynthetic process
GO:0009437~carnitine metabolic process

GO:0010880~regulation of release of sequestered calcium ion into cytosol by sarcoplasmic reticulum
GO:001095 1 ~negative regulation of endopeptidase activity
GO:0015893~drug transport

GO:0016266~0-glycan processing

GO:0016310~phosphorylation

GO:0016338~calcium-independent cell-cell adhesion via plasma membrane cell-adhesion molecules
GO:0018095~protein polyglutamylation
GO:0019373~epoxygenase P450 pathway
GO:0019852~L-ascorbic acid metabolic process
GO:0021532~neural tube patterning

GO:0021591~ventricular system development
GO:0023014~signal transduction by protein phosphorylation
GO:0030030~cell projection organization

GO0:0030317~sperm motility

GO:0030517~negative regulation of axon extension
GO:0030953~astral microtubule organization
GO:0032465~regulation of cytokinesis

GO:0032516~positive regulation of phosphoprotein phosphatase activity
GO:0032869~cellular response to insulin stimulus
GO:0035058~nonmotile primary cilium assembly
GO:0035082~axoneme assembly

GO:0035469~determination of pancreatic left/right asymmetry
GO:003572 1 ~intraciliary retrograde transport
GO:0035735~intraciliary transport involved in cilium morphogenesis
GO:0035845~photoreceptor cell outer segment organization
GO:0036158~outer dynein arm assembly

GO:0036159~inner dynein arm assembly
GO:0042073~intraciliary transport

GO:0042384~cilium assembly

GO:0042574~retinal metabolic process

GO:0042733~embryonic digit morphogenesis
GO:0043508~negative regulation of JUN kinase activity
GO0:0043570~maintenance of DNA repeat elements
GO:0044458~motile cilium assembly

GO:0045216~cell-cell junction organization
GO:0045494~photoreceptor cell maintenance
GO:0045617~negative regulation of keratinocyte differentiation
GO:0045724~positive regulation of cilium assembly
GO:0045880~positive regulation of smoothened signaling pathway
GO:0045910~negative regulation of DNA recombination
GO:0046328~regulation of INK cascade
GO:0046907~intracellular transport

GO:0050678~regulation of epithelial cell proliferation
GO:0050680~negative regulation of epithelial cell proliferation
GO:005089 I ~multicellul ismal water | i
GO:0050896~response to stimulus

GO:0051096~positive regulation of helicase activity

GO:005113 1~chaperone-mediated protein complex assembly
GO:0051301~cell division

GO:00551 14~oxidation-reduction process

GO:006004 1 ~retina development in camera-type eye
GO:0060271~cilium morphogenesis
GO:0060285~cilium-dependent cell motility
G0:0060287~epithelial cilium movement involved in determination of left/right asymmetry
GO:0060294~cilium movement involved in cell motility
GO:0060487~lung epithelial cell differentiation
GO:0060672~epithelial cell morphogenesis involved in placental branching
GO:0060972~left/right pattern formation

GO:0061055~myotome development

GO:0061512~protein localization to cilium
GO:0070286~axonemal dynein complex assembly
GO:0070986~left/right axis specification
GO:0071907~determination of digestive tract left/right asymmetry
GO:0071910~determination of liver left/right asymmetry
GO0:0090307~mitotic spindle assembly
GO:1901844- lation of cell
GO:1902017~regulation of cilium assembly
GO:190325 1 ~multi-ciliated epithelial cell differentiation
GO:1903830~magnesium ion transmembrane transport
G0:1903887~motile primary cilium assembly
GO:190449 1 ~protein localization to ciliary transition zone
GO:0000302~response to reactive oxygen species
GO:0001523~retinoid metabolic process
GO:0001649~osteoblast differentiation

GO:0001658~branching involved in ureteric bud morphogenesis
GO:0001755~neural crest cell migration

GO:0001775~cell activation

GO:0001942~hair follicle development

GO0:000238 1 ~immunoglobulin production involved in immunoglobulin mediated immune response
GO:0003184- 'y valve h it
GO:0003215~cardiac right ventricle morphogenesis
GO:0003334~keratinocyte development

GO:0003382~epithelial cell morphogenesis
GO:0006024~glycosaminoglycan biosynthetic process
GO:0006027~glycosaminoglycan catabolic process
GO:0006605~protein targeting

GO:000664 1 ~triglyceride metabolic process
GO:0006725~cellular aromatic compound metabolic process
GO:0006749~glutathione metabolic process
GO:0006886~intracellular protein transport
GO:0006953~acute-phase response

GO:0006957~complement activation, alternative pathway
GO:0006979~response to oxidative stress
GO:0007016~cytoskeletal anchoring at plasma membrane
GO:0007154~cell communication

GO:0007422~peripheral nervous system development
GO:0007442~hindgut morphogenesis

GO:0008152~metabolic process

by electrical coupling involved in cardiac conduction

0.41839885
0.09807613
0.784098046
0.902811727
0.985316909
0.968179413
0.956696429
0.96852244
0.070860149
0.984369747
0.166281287
0.900951185
0.968179413
0.396040955
0.616248836
0.01365358
0.633583206
0.002232539
0.000447
0.969949362
0.985316909
0.906829286
0.988298472
0.968149141
0.001667931
5.52E-06
0.96852244
1.39E-06
0.182159683
0.900951185
1.54E-05
4.26E-05
4.14E-09
6.00E-38
0.981733806
0.947159248
0.404789073
0.96852244
1.54E-05
0.968179413
0.191138852
0.838710558
0.505584002
0.94912968
0.96852244
0.930940736
0.6954636
0.981733806
0.779627537
0.838710558
0.982434544
0.985316909
0.988298472
0.980998789
0.181472068
0.833413273
1.64E-38
0.001996855
0.037406554
0.616248836
0.945824576
0.794705235
0.272636876
0.794705235
0.001645714
1.39E-06
0.988298472
0.616248836
0.985316909
0.983787394
0.838710558
0.903087451
0.96852244
0.930940736
0.41550189
0.918284268

0.55447721
0.789089062
1

1

1
0.747530223
0.006078847
1

1

1
0.084348265
1

0.61877916
1
0.454493419
1

1

1
0.396111694

1
0.02370753
0.139504271
1

1

1

1

1.20E-05

1

0.143470926
1
1
1
1
1
1
1
1
0.841717012
1
1
1
1
1
1
1
1

1
0.029051913
0.046595358
0.004693144
0.051845689
0.827961245
0.316891387
0.074440373
0.743728515
0.677074124
0.457581505
0.677074124

0.53228888
0.128449209
0.023056466
0.669255271
0.792982671
0.459353413
0.128947014
0.706921631
0.669255271
0.457581505

0.07460035
0.744070672
0.639246056
0.693094364
0.626086653
0.579404278

0.561929756



GO:0008210~estrogen metabolic process

GO:0008344~adult locomotory behavior

GO:0008584~male gonad development

GO:0009404~toxin metabolic process

GO:0009617~response to bacterium

GO:0009636~response to toxic substance

GO:0009650~UV protection

G0:0009653~ ical structure )

GO:0009725~response to hormone

GO:0010033~response to organic substance
GO:0010193~response to ozone

GO:0010243~response to organonitrogen compound
GO:0010632~regulation of epithelial cell migration
GO:0010801~negative regulation of peptidyl-threonine phosphorylation
GO:0010837~regulation of keratinocyte proliferation
GO:0010839~negative regulation of keratinocyte proliferation
GO:0010906~regulation of glucose metabolic process
GO:0014032~neural crest cell development
GO:0016050~vesicle organization

GO:0016126~sterol biosynthetic process

GO:0016139~glycoside catabolic process

GO:0019439~aromatic compound catabolic process
GO:0019800~peptide cross-linking via chondroitin 4-sulfate glycosaminoglycan
GO:0021762~substantia nigra development
GO:0021795~cerebral cortex cell migration
GO0:0022408~negative regulation of cell-cell adhesion
GO:0030091~protein repair

GO0:0030208~dermatan sulfate biosynthetic process
GO:0030216~keratinocyte differentiation

GO:0030325~adrenal gland development
GO:0030449~regulation of complement activation
GO:0030513~positive regulation of BMP signaling pathway
GO:0030855~epithelial cell differentiation
GO:0030857~negative regulation of epithelial cell differentiation
G0:0030900~forebrain development

GO0:0030902~hindbrain development

G0:0030903~notochord development

GO:0031016~pancreas development

G0:0032024~positive regulation of insulin secretion
GO0:0032026~response to magnesium ion
GO:0032148~activation of protein kinase B activity

GO0:003233 1 ~negative regulation of chondrocyte differentiation
GO:0032410~negative regulation of transporter activity
GO0:0032463~negative regulation of protein homooligomerization
G0:0032534~regulation of microvillus assembly
GO:0032613~interleukin-10 production

GO:0032914~positive regulation of transforming growth factor betal production
GO0:0032967~positive regulation of collagen biosynthetic process
GO:0033197~response to vitamin E

GO:0033591~response to L-ascorbic acid
G0:0033628~regulation of cell adhesion mediated by integrin
GO0:0034332~adherens junction organization
GO:0034447~very-low-density lipoprotein particle clearance
GO:0034613~cellular protein localization

GO:0034614~cellular response to reactive oxygen species
GO0:0035329~hippo signaling

GO:0035567~non-canonical Wnt signaling pathway
GO:0036486~ventral trunk neural crest cell migration
GO:0038033~positive regulation of endothelial cell chemotaxis by VEGF-activated vascular endothelial growth factor receptor signaling pathway
GO:0038128~ERBB2 signaling pathway

G0:0040007~growth

GO0:0040037~negative regulation of fibroblast growth factor receptor signaling pathway
GO:0042092~type 2 immune response

GO:0042117~monocyte activation

GO:0042326~negative regulation of phosphorylation
GO0:0042420~dopamine catabolic process

G0:004247: is of denti ining tooth
GO:0042572~retinol metabolic process

GO:0042744~hydrogen peroxide catabolic process
GO:0043066~negative regulation of apoptotic process
G0:0043086~negative regulation of catalytic activity
GO:0043434~response to peptide hormone
GO:0043567~regulation of insulin-like growth factor receptor signaling pathway
GO:0043588~skin development

GO:0045056~transcytosis

GO:0045444~fat cell differentiation

G0:0045454~cell redox homeostasis

GO:0045603~positive regulation of endothelial cell differentiation
GO:0045665~negative regulation of neuron differentiation
GO:0045740~positive regulation of DNA replication
GO:0045807~positive regulation of endocytosis
GO0:0045926~negative regulation of growth

GO:0048013~ephrin receptor signaling pathway
GO0:0048041~focal adhesion assembly

GO:0048247~lymphocyte chemotaxis

G0:0048333~mesodermal cell differentiation
GO:0048514~blood vessel morphogenesis

GO:0048667~cell morphogenesis involved in neuron differentiation
GO:0048754~t hi h is of an epithelial tube
GO:0050730~regulation of peptidyl-tyrosine phosphorylation
GO:0050919~negative chemotaxis

GO0:0050999~regulation of nitric-oxide synthase activity
GO:0051016~barbed-end actin filament capping
GO:0051045~negative lation of b protein d in proteolysis
GO:0051145~smooth muscle cell differentiation
GO:0051414~response to cortisol

GO:0051592~response to calcium ion

G0:0051639~actin filament network formation
GO:0051770~positive regulation of nitric-oxide synthase biosynthetic process
GO:0055012~ventricular cardiac muscle cell differentiation
G0:0055074~calcium ion homeostasis

GO:0060009~Sertoli cell development

GO:0060056~mammary gland involution
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0.53228888
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0.53228888
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0.53228888
0.605917815
0.841717012
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0.057916239
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0.743728515
0.825044341
0.725468831
0.606714584
0.596572908
0.825044341
0.794828701
0.741146287
0.448031082
0.053371558
0.667357744
0.000458
0.316891387
0.848298304
0.332694236
0.606714584
0.554813833
0.734514881
0.457581505
0.212345899
0.029064386
0.743728515
0.825044341
0.743728515
0.459353413
0.825044341
0.320192172
0.744070672
0.743728515
0.744070672
0.334261279
0.459353413
0.548891614
0.507425435
0.02796446
0.703338764
0.626086653
0.216664163
0.639246056
0.826138446
0.010021411
0.743728515
0.512374186
0.507425435
0.743728515
0.656835645
0.632391998
0.215743711
0.187503653
0.723790483
0.578537629
0.41522544
0.767144415
0.139504271
0.844801176
0.760882474
0.744070672
0.454493419
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GO:0060070~canonical Wnt signaling pathway

GO:0060137~maternal process involved in parturition

G0:0060174~limb bud formation

GO:0060306~regulation of membrane repolarization

G0:0060426~lung vasculature development

GO:0060444~branching involved in mammary gland duct morphogenesis
GO:0060445~branching involved in salivary gland morphogenesis
GO:0060449~bud elongation involved in lung branching

G0:0060486~Clara cell differentiation

GO:0060510~Type II pneumocyte differentiation

GO:0060548~negative regulation of cell death

GO:0060686~negative regulation of prostatic bud formation

GO:0060706~cell differentiation involved in embryonic placenta development
GO:0060716~labyrinthine layer blood vessel development
GO:0060754~positive regulation of mast cell chemotaxis
GO:0061024~membrane organization

GO:0061036~positive regulation of cartilage development
GO:0061549~sympathetic ganglion development

GO:0070372~regulation of ERK1 and ERK2 cascade

GO:0070542~response to fatty acid

GO:0070830~bicellular tight junction assembly

GO:0070836~caveola assembly

GO:0070848~response to growth factor

GO:0070886~positive regulation of calcineurin-NFAT signaling cascade
GO:0071280~cellular response to copper ion

GO:0071346~cellular response to interferon-gamma
GO:0071425~hematopoietic stem cell proliferation

GO:0071474~cellular hyperosmotic response

GO:0071498~cellular response to fluid shear stress

GO:0071636~positive regulation of transforming growth factor beta production
GO:0071681~cellular response to indole-3-methanol

GO:0071801~regulation of podosome assembly

GO:0071902~positive regulation of protein serine/threonine kinase activity
GO:0072015~glomerular visceral epithelial cell development
GO:0072162~metanephric mesenchymal cell differentiation
GO:0072201~negative regulation of mesenchymal cell proliferation
GO:0072657~protein localization to membrane

GO:0086073~bundle of His cell-Purkinje myocyte adhesion involved in cell communication
GO:0086091~regulation of heart rate by cardiac conduction

GO0:0090002: it of protein localization to plasma l
GO:0090009~primitive streak formation

GO0:0090103~cochlea morphogenesis

GO:0090179~planar cell polarity pathway involved in neural tube closure
GO:0090263~positive regulation of canonical Wnt signaling pathway
G0:0090382~phagosome maturation

GO:0097062~dendritic spine maintenance

GO:0097067~cellular response to thyroid hormone stimulus
GO:0097284~hepatocyte apoptotic process

GO:0097490~sympathetic neuron projection extension
GO:009749 1 ~sympathetic neuron projection guidance

G0:0098609~cell-cell adhesion

G0:0098869~cellular oxidant detoxification

GO:009891 1~regulation of ventricular cardiac muscle cell action potential
GO:1900025~negative regulation of substrate adhesion-dependent cell spreading
GO:1901166~neural crest cell migration involved in autonomic nervous system development
GO:1901687~glutathione derivative biosynthetic process
G0:1902230~negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage
GO:1902285~semaphorin-plexin signaling pathway involved in neuron projection guidance
G0:1902287~semaphorin-plexin signaling pathway involved in axon guidance
GO:1904953~Wnt signaling pathway involved in midbrain dopaminergic neuron differentiation
GO:1990138~neuron projection extension

GO0:2000009~negative regulation of protein localization to cell surface
GO:2000049~positive regulation of cell-cell adhesion mediated by cadherin
GO0:2000107~negative regulation of leukocyte apoptotic process
GO:2000145~regulation of cell motility

GO:2000146~negative regulation of cell motility

GO:2000647~negative regulation of stem cell proliferation
GO:2000649~regulation of sodium ion b transporter activity
GO:200074 1 ~positive regulation of mesenchymal stem cell differentiation
GO:2000987~positive regulation of behavioral fear response
GO:2001028~positive regulation of endothelial cell chemotaxis
GO0:2001237~negative regulation of extrinsic apoptotic signaling pathway
GO:0000027~ribosomal large subunit assembly

GO:0000077~DNA damage checkpoint

GO:0000079 lation of cyclin-d dent protein serine/ ine kinase activity
GO:0000082~G1/S transition of mitotic cell cycle

GO:0000154~rRNA modification

GO:0000184~nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
GO:0000185~activation of MAPKKK activity

GO:0000209~protein polyubiquitination

GO:0000288~nuclear-transcribed mRNA bolic process, deadenylation-d dent decay
GO:0000320~re-entry into mitotic cell cycle

G0:0000723~telomere maintenance

G0:0001706~endoderm formation

GO:0001779~natural killer cell differentiation

GO:0001782~B cell homeostasis

GO:0001783~B cell apoptotic process

GO:0001787~natural killer cell proliferation

GO:0001817~regulation of cytokine production

GO:0001829~trophectodermal cell differentiation

GO:0001844~protein insertion into mi ial involved in 2 ic signaling pathway
GO:0001916~positive regulation of T cell mediated cytotoxicity
G0:0001922~B-1 B cell homeostasis

GO0:0002230~positive regulation of defense response to virus by host
G0:0002262~myeloid cell homeostasis

GO0:0002437~inflammatory response to antigenic stimulus
GO:0002725~negative regulation of T cell cytokine production
GO:0002726~positive regulation of T cell cytokine production
G0:0002755~MyD88-dependent toll-like receptor signaling pathway
GO:0002819~regulation of adaptive immune response

GO:0006260~DNA replication

GO:000628 1~DNA repair

GO:0006306~DNA methylation
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0.254325324
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0.274611831
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0.825044341
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0.825044341
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0.825044341
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0.743728515
0.009418569
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GO:0006325~chromatin organization

GO:0006334~nucleosome assembly

GO:000635 1 ~transcription, DNA-templated

GO:0006355~regulation of transcription, DNA-templated
GO:0006357~regulation of transcription from RNA polymerase II promoter
GO:0006364~rRNA processing

GO:0006366~transcription from RNA polymerase II promoter
GO:0006367~transcription initiation from RNA polymerase Il promoter
GO:0006396~RNA processing

GO:0006397~mRNA processing

GO:0006402~mRNA catabolic process

GO:0006405~RNA export from nucleus

GO:0006412~translation

GO:0006413~translational initiation

GO:0006470~protein dephosphorylation

GO:000651 1 ~ubiquitin-dependent protein catabolic process
GO:0006517~protein deglycosylation

GO:0006614~SRP-dependent cotranslational protein targeting to membrane
GO:0006661~phosphatidylinositol biosynthetic process
GO:0006974~cellular response to DNA damage stimulus

GO:0006977~DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest

GO:0006987~activation of signaling protein activity involved in unfolded protein response
GO:0007049~cell cycle

GO:0007050~cell cycle arrest

GO:0007062~sister chromatid cohesion

G0:0007067~mitotic nuclear division

GO:0007077~mitotic nuclear envelope disassembly

GO:0007095~mitotic G2 DNA damage checkpoint

GO:0007172~signal complex assembly

GO:0007175~negative lation of epids 1 growth fact tivated receptor activity
GO:0007212~dopamine receptor signaling pathway

GO:0007223~Wnt signaling pathway, calcium modulating pathway
GO:0007249~I-kappaB kinase/NF-kappaB signaling

GO:0007250~activation of NF-kappaB-inducing kinase activity
G0:0007254~INK cascade

GO:0007257~activation of JUN kinase activity

GO:0008625~extrinsic apoptotic signaling pathway via death domain receptors
GO:0008626~granzy: diated ic signaling pathway
GO:0009416~response to light stimulus

GO:000979 1 ~post-embryonic development

GO:0010212~response to ionizing radiation

GO:0010332~response to gamma radiation

GO:0010467~gene expression

GO:0010468~regulation of gene expression

GO:0010501~RNA secondary structure unwinding

GO:0010508~positive regulation of autophagy

GO:0010529~negative regulation of transposition

GO:0010803~regulation of tumor necrosis factor-mediated signaling pathway
GO:0010939~regulation of necrotic cell death

GO:001094 1 ~regulation of cell death

GO:0010957~negative regulation of vitamin D biosynthetic process
GO:0016032~viral process
GO:0016567~protein ubiquitination
GO:0016569~covalent chromatin modification
GO:0016579~protein deubiquitination
GO:0016925~protein sumoylation
GO:0016926~protein desumoylation
GO:0019083~viral transcription
GO:0019885~antigen cessing and
G0:0030101~natural killer cell activation
G0:0030225~macrophage differentiation
GO:0030307~positive regulation of cell growth
GO:0031064~negative regulation of histone deacetylation

GO:0031065~positive regulation of histone deacetylation

GO:0031573~intra-S DNA damage checkpoint

GO:0032088~negative regulation of NF-kappaB transcription factor activity

GO0:003221 1~negative regulation of telomere maintenance via telomerase
GO:0032388~positive regulation of intracellular transport

G0:0032436~positive regulation of proteasomal ubiquitin-dependent protein catabolic process
GO:0032471~negative lation of endoplasmi iculum calcium ion ion
GO:0032480~negative regulation of type I interferon production

GO:003248 1 ~positive regulation of type I interferon production

GO0:0032508~DNA duplex unwinding

GO:0032609~interferon-gamma production

GO:003264 lation of inter beta duc

GO0:0032703~negative regulation of interleukin-2 production

GO0:0032727~positive regulation of interferon-alpha production

GO:0032728~positive regulation of interferon-beta production

G0:0032733~positive regulation of interleukin-10 production

GO:0032740~positive regulation of interleukin-17 production

GO0:0032743~positive regulation of interleukin-2 production

GO:0033077~T cell differentiation in thymus

GO:0033089~positive regulation of T cell differentiation in thymus

GO0:0033209~tumor necrosis factor-mediated signaling pathway

G0:0033962~cytoplasmic mRNA processing body assembly

GO:0034122~negative regulation of toll-like receptor signaling pathway
GO:0035194~posttranscriptional gene silencing by RNA

GO0:0035196~production of miRNAs involved in gene silencing by miRNA
GO:0035666~TRIF-dependent toll-like receptor signaling pathway

GO:003577 1 ~interleukin-4-mediated signaling pathway

GO:0036297~interstrand cross-link repair

GO:0038110~interleukin-2-mediated signaling pathway

G0:0039530~MDA-5 signaling pathway

GO:0042104~positive regulation of activated T cell proliferation

GO:0042149~cellular response to glucose starvation

GO:0042752~regulation of circadian rhythm

GO:004277 1 ~intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
GO:0042795~snRNA transcription from RNA polymerase II promoter

GO:0043124~negative regulation of I-kappaB kinase/NF-kappaB signaling
GO:0043153~entrainment of circadian clock by photoperiod

GO:0043280~positive regulation of cysteine-type endopeptidase activity involved in apoptotic process
GO:0043368~positive T cell selection

GO:0043484~regulation of RNA splicing

of endog s peptide antigen via MHC class I
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GO:0043497~regulation of protein heterodimerization activity

GO:0043525~positive regulation of neuron apoptotic process

G0:0043620~regulation of DNA-templated transcription in response to stress
GO0:0043923~positive regulation by host of viral transcription

GO:0043966~histone H3 acetylation

GO:0045060~negative thymic T cell selection

G0:004507 1 ~negative regulation of viral genome replication

GO:0045084~positive regulation of interleukin-12 biosynthetic process
GO:0045088~regulation of innate immune response

GO:0045579~positive regulation of B cell differentiation

GO:0045589~regulation of regulatory T cell differentiation

GO0:0045599~negative regulation of fat cell differentiation

GO:0045737~positive regulation of cyclin-d dent protein serine/ ine kinase activity
GO:0045814~negative lation of gene i i i

GO:0045869~negative regulation of single stranded viral RNA replication via double stranded DNA intermediate
GO:0045892~negative regulation of transcription, DNA-templated
GO:0045930~negative regulation of mitotic cell cycle

GO:0045954~positive regulation of natural killer cell mediated cytotoxicity
GO:0046632~alpha-beta T cell differentiation

GO:0048147~negative regulation of fibroblast proliferation

GO:0048304~positive regulation of isotype switching to IgG isotypes
GO:0048535~lymph node development

GO:0048536~spleen development

GO:0048538~thymus development

GO:0050650~chondroitin sulfate proteoglycan biosynthetic process

GO:005065 1 ~dermatan sulfate proteoglycan biosynthetic process
GO:0050688~regulation of defense response to virus

GO:0050777~negative regulation of immune response

GO:0050798~activated T cell proliferation

GO:0050856~regulation of T cell receptor signaling pathway

GO:0050861~positive regulation of B cell receptor signaling pathway
GO:0050868~negative regulation of T cell activation

GO:0050869~negative regulation of B cell activation

GO:0051028~mRNA transport

GO:0051092~positive regulation of NF-kappaB transcription factor activity
GO:0051259~protein oligomerization

GO:0051534~negative regulation of NFAT protein import into nucleus
GO:0051568~histone H3-K4 methylation

GO:0051591~response to cAMP

GO:0051726~regulation of cell cycle

GO:0060213~positive regulation of nuclear-transcribed mRNA poly(A) tail shortening
GO:0060340~positive regulation of type I interferon-mediated signaling pathway
GO:0061014~positive regulation of mRNA catabolic process

GO:0061087~positive regulation of histone H3-K27 methylation
GO:0061158~3-UTR-mediated mRNA destabilization

GO:0061470~T follicular helper cell differentiation

GO:0070059~intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress
GO:0070266~necroptotic process

GO:0070301~cellular response to hydrogen peroxide

GO:0070383~DNA cytosine deamination

GO:0070423~nucleotide-binding oligomerization domain containing signaling pathway
GO:0071277~cellular response to calcium ion

GO:0071353~cellular response to interleukin-4

GO:0071479~cellular response to ionizing radiation

GO:0071550~death-inducing signaling complex assembly

GO:0071663~positive regulation of granzyme B production

GO:0072332~intrinsic apoptotic signaling pathway by p53 class mediator
GO:0072540~T-helper 17 cell lineage commitment

GO:0072643~interferon-gamma secretion

GO:0072676~lymphocyte migration

GO:0072678~T cell migration

GO0:0090200~positive regulation of release of cytochrome ¢ from mitochondria
GO:0090625~mRNA cleavage involved in gene silencing by sSiRNA
GO:0097193~intrinsic apoptotic signaling pathway

GO:0097296~activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway
GO:1900017~positive regulation of cytokine production involved in inflammatory response
GO:1900103~positive regulation of endoplasmic reticulum unfolded protein response
GO:1900740~positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway
GO:1901216~positive regulation of neuron death

GO:1901224~positive regulation of NIK/NF-kappaB signaling

GO:1901741~positive regulation of myoblast fusion

GO:1901796~regulation of signal transduction by p53 class mediator
GO:190204 1 ~regulation of extrinsic apoptotic signaling pathway via death domain receptors
GO:1902237~positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway
G0:1902263~apoptotic process involved in embryonic digit morphogenesis
GO:1902715~positive regulation of interferon-gamma secretion

GO:1903896~positive regulation of IRE1-mediated unfolded protein response
GO:1904628~cellular response to phorbol 13-acetate 12-myristate
GO:1904837~beta-catenin-TCF complex assembly

GO:19903 14~cellular response to insulin-like growth factor stimulus
GO:2000271~positive regulation of fibroblast apoptotic process
GO:2000785~regulation of autophagosome assembly

G0O:2001244~positive regulation of intrinsic apoptotic signaling pathway
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Table S8. Network centrality scores of genes in DEG-DMR or DEG regulatory network. Sorted according to the rank of DEGs (last column).

Gene DEG-DMR network DEG network DEG DMR Average rank of the three centrality scores
Degree Betweenness  Eigenvector Degree Betweenness  Eigenvector DEG-DMR DEG
ETS1 115 12111.21 0.64 69 1104.13 0.77 A+ B+ 4.7 2.7
TFAP2A 170 6059.49 0.65 104 760.7 0.76 B+ B+ 6.3 3
SPI1 71 14036.08 0.29 62 1743.58 0.56 A+ - 9 33
AR 133 5556.89 0.77 76 273.52 1 B+ - 6.7 3.7
RARA 65 6587.42 0.49 37 1345.08 0.69 A+ A+ 9.3 4
MYB 91 10384.09 0.47 48 759.48 0.52 B+ A+ 8 5.7
PPARG 67 6964.04 0.42 36 422.02 0.48 A+ B+ 10.3 7
RARB 34 1412.98 0.22 18 30.5 0.34 B+ A+ 233 10.3
RUNXI1 14 10408.35 0.15 6 824.5 0.21 B+ A+ 30 13.3
RXRG 38 397.11 0.13 20 42 0.17 A+ B+ 38.7 14.7
FLI1 27 497.37 0.21 16 79.2 0.16 A+ A+ 30.3 15.7
PTGS2 16 0 0.24 8 0 0.28 A+ A+ 483 17.3
VEGFA 12 0 0.23 7 0 0.27 A+ A+ 54 18.3
NOL3 16 0 0.29 6 0 0.27 A+ A+ 473 19
PML 6 24.33 0.09 5 18.08 0.21 A+ - 92.7 20.3
CDH13 9 0 0.14 5 0 0.24 A+ - 65 22
S100A9 6 0 0.1 5 0 0.22 A+ - 90.7 22.3
SERPINE1 14 0 0.27 5 0 0.22 A+ - 50.3 22.7
MMP2 7 0 0.13 5 0 0.17 A+ A+ 70 26.3
PLAT 6 0 0.11 4 0 0.2 A+ A+ 84.7 26.7
TBXASI 5 0 0.1 4 0 0.18 A+ A+ 105.3 27
ICAM1 8 0 0.1 4 0 0.18 A+ A+ 80.3 27.3
CD36 5 0 0.09 4 0 0.17 A+ - 111.3 28.7
ANGPTL4 8 0 0.13 4 0 0.17 A+ - 68.3 29.7
SCD 6 0 0.09 4 0 0.17 A+ - 100.7 29.7
CD40 5 0 0.07 4 0 0.15 A+ - 128.7 31.3
HMOX1 9 0 0.15 5 0 0.13 A+ - 64 32
PLAU 8 0 0.18 3 0 0.17 A+ - 62.7 323
HOXA4 3 0 0.08 3 0 0.17 A+ - 152.7 32.7
SMPD1 3 0 0.08 3 0 0.17 A+ A+ 152.7 32.7
CCND2 11 0 0.13 6 0 0.12 A+ A+ 65 337
MAPK3 11 6.64 0.14 4 0 0.13 A+ B+ 58 353
APOE 5 0 0.11 3 0 0.16 A+ - 96 353
ERG 17 2793.6 0.12 11 50.2 0.1 A+ - 39 357
GADD45B 6 0 0.13 3 0 0.15 A+ - 78.3 357
TCN2 4 0 0.12 3 0 0.15 A+ - 106.3 36.3
SCARBI 4 0 0.11 3 0 0.14 A+ - 110 36.7
KRT19 5 0 0.13 3 0 0.14 B+ A+ 90.3 37
GSTP1 5 0 0.08 3 0 0.14 B+ A+ 117.3 37
FGFR1 5 0 0.07 3 0 0.14 A+ - 133.7 37
KLF5 4 0 0.07 3 0 0.14 B+ A+ 147.7 37
S100A8 4 0 0.07 3 0 0.14 A+ - 147.7 37
SERPINF1 4 0 0.07 3 0 0.14 B+ A+ 147.7 37
MNDA 4 0 0.1 3 0 0.13 A+ - 113.7 39
WAS 3 0 0.06 3 0 0.13 A+ - 180.3 39
TGFB1 11 0 0.21 3 0 0.12 A+ - 56.7 40.7
TGFBR2 12 0 0.14 4 0 0.11 A+ - 60 413
CYP27A1 6 0 0.11 3 0 0.12 A+ A+ 84.3 44
DBI 4 0 0.06 3 0 0.12 A+ - 156.3 44
LPL 4 0 0.06 3 0 0.12 A+ - 156.3 44
NRI1H3 4 0 0.06 3 0 0.12 A+ B+ 156.3 44
VEGFB 7 0 0.14 3 0 0.11 A+ A+ 69 453
VEGFC 5 0 0.08 3 0 0.11 A+ A+ 125.7 453
EPASI 21 85.08 0.07 13 0 0.08 A+ B+ 94 46
MMP7 5 0 0.08 3 0 0.11 B+ - 125 46.7
NFKBIA 15 545.46 0.05 5 68 0.08 A+ - 115.3 473
CCNA1 7 0 0.12 4 0 0.1 B+ - 73.7 48
TP73 12 218.94 0.14 5 25 0.07 B+ A+ 50.7 493
PDGFRB 3 0 0.05 3 0 0.11 A+ - 201.3 493
LCP1 2 0 0.06 2 0 0.13 A+ - 214 50.7
MUC4 5 0 0.12 2 0 0.12 B+ - 93 51.3
HOXA7 4 1.68 0.1 2 0 0.12 A+ A+ 114 51.3
NCOR2 4 493.93 0.06 2 0 0.12 A+ - 149.7 51.3
CD38 2 0 0.05 2 0 0.12 B+ - 222 51.3
CDK7 2 0 0.05 2 0 0.12 B+ - 222 51.3
NEDD9 2 0 0.05 2 0 0.12 A+ - 222 51.3
TMSB10 2 0 0.05 2 0 0.12 A+ - 222 51.3
TNFRSF1B 2 0 0.05 2 0 0.12 A+ B+ 222 51.3
PPBP 2 0 0.05 2 0 0.11 A+ - 2427 56.7
LTC4S 6 0 0.13 2 0 0.11 A+ - 80.3 57.3
IL2RB 4 0 0.12 2 0 0.11 A+ - 107 57.3
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AGA
ALDH3A2
BFSP2
CALB2
CTSD
ERVW-1
GUSB
GYG1
IMPA2
MAPT
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SREBF1
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SKP1
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