Supplementary Table 5. Biological process analysis of differentially upregulated

[ GOUD [ Term  [Ontology [Count [PopHits [List.Total [Pop.Total [ Fold Enrichment Pvalue FDR Enrichment Score | GENES
SH3PXD2B//EENA |
J/CCL12//CIGALTT
//ADCYAP1//MEIS2
//PRMD/IYBX2
anatomical Biological //SYCP2/[FOXK2
GO:0048856 ological |y 518 |76 23448 [2.10925386804488 [0.000406333936266738 [0.436844883173175 |3.3911169046785 [/ENBP1/SEMAGR
process //ATOHS//MYHT
//PPARA//PBX3
/HOOK3/CDK13
//POU2] LMO2
/ITGB2//RCAN1
|[PAPD7//EENA1
//PPARA//FOXK2
//UPE3B/HOOK3
//CDK13/PUS3
/RPUSD 1 //RASGRPA
/ITGB2/CCLID
MO2//RBL2
/IDNAJAL/ACTNA
//STEAPY/SYCP2
S/OLFR954
//OLFR912//OLFR652
//OLFR 1390
//ISRGAP3
//TAS2R 134
//HK3//MYH7
G0:0009987 |cellular process l‘fr‘gi‘e’ff“‘ 57 [13121 f76 23448 [1.34029418489444 [0.0004540739073 14605 [0.436844883173175 (3342873453472 | ZHLIOIHMIRIK
//ZEP318//THAPT
// ATORS//MEIS2
//ENBP1//PRM2
//EPDR 1//ADCYAP1
//NPFE//RCAN1
//RAB32//AGPAT4
//ICIGALT1//IFT81
//ISEMA6B
//DCUN1D3
//SLCA3A3//SLCSA
SH3PXD2B/EENAL
J/CCLI2/ICIGALTI
GO:0032502 [developmental gr‘gife’ff"l 4[5 |re 23448 [1.97088942745472 0.00055859303003856 [0.436844883173175 [3.25290448690177 |/ ALOHSVXBXS
//[ENBP1//MYHT
//PPARA//PBX3
//HOOK3//CDK 13
//R. R 'POU2F1
//LMO2//RCAN1
Eeiing Biological
:003 regulation of 3 X 00055 43 3173 25 Al
G0:0032099 [remlaionof | MO 12|11 76 23448 56.0956937799043 [0.000559524550052075 [0 436844883173175 |3.25218085333896 [PPARA/NPEE
appetite >
negative Biological
G0:0032096 [regulation of o ogical > 12 76 23448 [51.4210526315789 |0.000670019640561262 [0.436844883173175 |3.17391246645983 [PPARA/NPEE
response to food [PrO¢S
SH3PXD2B//EFNA1
JICCLI2//CIGALTL
//ADCYAP1//MEIS2
//FOXK2//SYCP2
multicellular Biological //ENBP1//S] A6B
G0:0007275 [organismal pological ) saso |76 23448 [2.01471622064958 [0.000768301481410888 [0 436844883173175 |3.11446832942032 [/ATOHS/MYHT
development  [PrO°CSS //PPARA//PEX3
/HOOK3/CDK13
|GO:0()01522 W g:glgf:““l |14 |75 |23448 |44,0751s7959924s 0.000919940866831686 [0.436844883173175 3.03624008790886 [PUS3/RPUSDI
negative
regulation of Biological
60:0032105 [response to ological |y |16 76 23448 38.5657894736842 [0.00120802394272032  [0.436844883173175 |2.91792445802592 [PPARA/NPEE
extracellular process
stimulus
ncga(ivp . .
G0:0032108 —Li;“(‘)i‘g'::f gr‘gigff“l 2 16 76 23448 [38.5657894736842 |0.00120802394272032 |0.436844883173175 |2.91792445802592 |PPARA//NPFF
nutrient levels
negative
G0:0045596 [egulation of - |Biological f¢ 368 76 it |5.03032036613272 [0.00124509673069586 |0.436844883173175 |2.00479690722242 [ TN HOORS
: 1l process - ” : : ” ’ . NI a7
(Qierentiation /RCANI//ADCYAPL
|GO:OO32098 w g;sigf;cal 2 |]7 |76 |23448 |36A297Z]362229| 0.00136622243631705 |0.436844883173175 |2.86447858689121 |PPARA//NPFE
SH3PXD2B//EFNA1
//ICCL12//C1GALT1
//ADCYAP1//MEIS2
//SYCP2//ENBP1
GO:0048731 [SLstem Biological |19 frg35 |76 23448 [2.06772486772487 [0.00143625972197625  [0.436844883173175 [2.84276701857426 |/SEMACB/ATOHS
development process //MYHT7//[PPARA
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PAPD7/EENAT
//PPARA//EOXK2
//UPE3B//CDK 13
//PUS3//RPUSDI
//EMO2//MRAS
jcellular nitrogen | = ;;%YI'EOZRHDIRIK
GO:0034641 %b"&l“d Biological 574760 |76 23448 |1.7500442282176 [0.00145961175812755 [0.436844883173175 |2.83576264676714 [//PBX3//POUEL
% process //RBL2//ZFP318
Drocess /THAP7//ATOHS
/IMEIS2//YBX2
/HPD//GGTS
//ADCYAP1//PRM2
/TBCIDI15//SRGAP3
/ITGB2
|GO:0032095 %‘t‘;‘;—ﬁ‘:ﬂuo " E;C(D)(l:(e’sg:d] |1s |76 |23448 |34.28070l754386 0.00153377748532786  [0.436844883173175 [2.81423764162809 [PPARA//NPEE
|response to food,
SH3PXD2B//EFNAI
//CCL12//CIGALTL
//ADCYAP1
//TAS2R134//MEIS2
//MYH7//PBX3
/IFT8 1//ITGB2
multicellular ) /FRMLISEMAGE
G0:0032501 i 30 |55 |76 23448 |1.66530936914074 [0.0015778168185884  [0.436844883173175 |2.80194341893023 |, SLotimoans,
vy process //YBX2//[FOXK2
//5Y
//OLER954/JOLFRO12
//OLFR652
//OLER [390/PPARA
//NPEE//HOOK3
//CDK13//POU2F1
//LMO2//RCANT
PAPD7/EENAT
//PPARA//EOXK2
//UPE3B//CDK 13
/PUS3//RPUSDI
//EMO2//MRAS
[nitrogen ological ;%Y(?(] HOIRIK
GO:0006807 ﬂf&l“" Biological |57 14850 76 23448 1.71756918068367 [0.00194535788467433  [0.504941955940781 [2.71100049046091 |//PBX3//POU2F1
—"I‘,;‘:‘es‘;“ process //RBL2//ZFP318
Drocess /THAP7//ATOHS
/IMEIS2//YBX2
/HPD//GGTS
//ADCYAPI/PRM2
/TBCIDI15//SRGAP3
/ITGB2
|GO:0032094 response to food ;‘Sigsg;“‘ 2 |2z |7ﬁ |23448 |zs.047s4ess99522 0.00229635348634977 |0.560985648753564 [2.63896125854114 [PPARA/NPEE
PAPD7/EENAL
//PPARA//EOXK2
//UPE3B//CDK 13
/PUS3//RPUSDI
ucleobase. //EMO2//MRAS
[cotttnin Biological om0 RIK
G0:0006139 [compound sicallys 4427 |76 23448 |1.74229905008738 [0.00253319372953153  [0.584464086596914 [2.59633159566178 [, =5 S0 =it
oo process /PBX3//POU2EL
meaoe /RBLY//ZFP318
Drocess /T
//ADCYAPI/PRM2
//TBCIDIS/SRGAPY
/ITGB2
EENA1/PRM2
7YBX2//[PPARA
//ADCYAP1
- //SH3PXD2B//LMO2
GO:0030154 ;L‘}mmialm Br‘gi‘ésg;“‘ 16 2336 |76 23448 |2.11319394376352 [0.00296031556338369  [0.647062659722761 |2.52866199159934 |//PBX3//RCANT
|Ciflerentiation  fp //HOOK3/POUZF1
/T8 A6B
//ATOHS//CIGALT1
//RASGRP4
|regulation of
G0:0032104 F2ROEELS E;;’igf;c'"“ 2 27 76 23448 |22.8538011695906 [0.00345289603205307  [0.682851296421624 [2.46181649810422 [PPARA/NPEE
stimulu
regulation of [
G0:0032107 [response to sicalla 27 76 23448 [22.8538011695906 [0.00345289603205307 [0.682851296421624 [2.46181649810422 [PPARA/NPEE
nutrient levels  [PTO°%%*
nesative
GO:0010721 [eeulation of | Biological |3 g 76 23448 [0.64144736842105 [0.00376643743036249 [0.71100066583161  [2.42406924285346 [EENAL/HOOKS
lcell process TADCYAP1
development
neeative F
GO:0051003 freeulation of - Biological |6 455 |76 s |[3omasarssersnsfoosnssosasessorss |joraorsemersssts||2-39382631063318] MO BOORY
: developmental  |process o . 00405 210 Rl
Sxeon //RCAN1//ADCYAPI
PAPD7/EENAL
//[PPARA//FOXK2
/UPE3B//CDK 13
/PUS3/RPUSDI
//CMO2//DNAJAL
//HK3/MRAS
//2310003HOIRIK
5000 cellular Biological //PBX3//POU2ET
10044237 orocess [0 [1015[76 23448 |1.45856170300999 [0.00479301965919554  [0.829392110193295 (2.31939078968907 |//RBL2//ZIP31S
[process //THAP7//ATOHS
/IMEIS2//YBX2
//SMOK2B//UBE2W
//HPD//SMPD4
//GGT5//SH3PXD2B
//ADCYAP1
//AGPAT4/ICIGALT
//PRM2/TBCID15
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/ISRGAP3/RCAN1
/ITGB2
negative
regulation of . .
(G0:0032102 fresponse to sr‘gi‘;fgc“l 3 107 76 23448 [8.65027053615347 [0.00510102190878276 [0.847381759486992 [2.20234281117906 (ADCYAPL/PPARA
external A
Stimulus
EENA1/PRM2
YBX2//PPARA
//ADCYAPI/IFTS|
cellular Biological //SEMAGB//ATOHS
G0:0048869 [developmental gical 16 hasa |76 23448 [198728705822527 [0.0054165980689124  [0.865197376161277 |2.26627338943212 |//CIGALT
— process YT
[brocess /RASGRP4
//SH3PXD2B//LMO2
/PBX3//RCANT
/HOOK3/POUSF1
' inflammatory  |Biological [TGB2/ADCYAPI
GO:0006954 1AM oo 356 |76 23448 [433323477232407 [0.0060093662020203  [0.870071150452339 [2.22117132990742 [ISAAY//ICCLI2
spons f
PAPD7/EENAT
/PPARA/[FOXK2
//UPE3B//CDK 13
/PUS3/RPUSDI
//ILMO2/DNAJAL
/HK3//MRAS
/MYHT
/2310003H0IRIK
/PBX3//POU2E
|primary siolodical /RBLY/ZFP31§
(G0:0044238 [metabolic iological lss 72 |16 23448 [144021620441144 [0.00602071546699589 [0.870071150452339 [2.22035189663166 |//T.
process P! //MEIS2//YBX2
/SMOK 2B
/2010106GOIRIK
BEOW
//HPD//SMPD4
//IGGTS//ADCYAPI
/AGPATA//PLD
/ICIGALT1//PRM2
//TBCIDIS//SRGAP3
/ITGB2
|GO:0002027 Iﬁ% gr‘“;l‘;f;““‘ |36 |76 |23448 |l7.140350877193 0.0060819078649453  |0.870971150452339 [2.21596016328576 |NPEE/MYH7
PAPD7/EFNAL
/PPARA/[FOXK2
//UPF3B//CDK 13
/PUS3/RPUSDI
. /IMO2
G0:0090304 sr“"’i‘;f;“al 20 3540 |76 23448 [1.74308652988403 [0.00779005582993255 |1 2.10845942980565 [//2310003HOIRIK
/RBLY//ZEP318
/THAP7//ATOHS
/MEIS2//YBX2
/PRM2//ITGB2
resulation of _
GO:0060078 fﬁ)ﬁ"c‘ﬁ sr‘("’l‘;fgcal 2 42 76 23448 |14.6917293233083 |0.00820844286419564 |1 2.08573922042331 |NPEE//ADCYAPI
|potential
oons olosic TTGB2//ADCYAPL
GO:0009611 [{AALReto B;gl‘;f;‘al 569 76 23448 |3.25335306632134 |0.0103740348946621 1 1.98405229552368 [//SAA3//CCL
undis ! f
EENAL//PPARA
I /EOXK2//MEIS2
e v //PBX3/POUZEL
lcontaining [Biological CRELS A Lss
GO:0019219 [Contdining iological liz— Jaorr |16 23448 (1761823099063 [0.0132869156238483 |1 1.87657582289529 |//ZEP31§//THAPT
o P! //ATOHS//ADCYAPL
jmetabolic /TBCIDI|5/SRGAP3
[Rrocess //LMO2//ITGB2
//ICDK13
|GO:0009451 I:ﬁ(ﬁﬁcmm :r‘gl‘;f;‘”l 2 |54 |7e |23448 |ll.4269005847953 |0.0]33056914820755 |1 |].87596255072204 PUS3//RPUSDI1
G0:0006096 [glycolysis Biological |, |55 76 23448 [112191387559809 [0.0137790053362318  [1 1.86077929501038 |PPARA/HK3
process HK3
|Go:0055072|% sr‘gi‘;f:“al > |55 |76 |23448 |1142191387559809 |0.0137790953362318 |1 |1.86077929501()38 STEAP3//SFXN3
//PUS3/RPUSDI
/LMO2//DNAJA
//HK3//HPD//STEAP3
/MRAS/MYHT
//2310003HOIRIK
GO:0008152 lfr‘;’i‘;fs‘”‘ 0 |22 |76 23448 [133100222514872 [0.0139662166036513 |1 1.85492122671996 [, THAETATONE
/SMOK2B
/2010106GOIRIK
/UBE2W//SMPD4
/GGTS/SH3PXDOB
//ADCYAP
//AGPATA//PLD3
/ICIGALT 1//PRM2
/TBCIDIS//SRGAP3
//RCANT/ITGB2
/RASGRP4
|GO:0008015 ool o sr“"’i‘e’f:“al 4 |286 |76 |23448 I4431505336768495 |0.0139985144766555 |1 |1.85391804923762 A
|GO:0003013 chreularory s:gl‘;fsi“a] 4 |287 |7e. |23448 |4.30001833852925 |0.0141622558208482 |1 |1.84886756497126 |—%¥’—’;E§gﬁm
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EENA/PPARA
ENAL/DPAR
regulation of //PBX3//POU2F1
nitrogen Biological /] BX
G0:0051171 [compound logical |17 13009 |76 23448 [1.74308652988403 [0.0146739674323446 |1 183345244914081 [//ZEP3 18/ THAPT
metabolic process //ATOHS//ADCYAP1
[brocess /TBCID15/SRGAP
/ITGB2/EMO2
//ICDK 13
G0:0019953 l%ﬂ E{‘gggf:‘al 449 |16 23448 [3.43570507560661 [0.0153164834145943 |1 1.81484093502625
PAPD7/EENAL
//PPARA//FOXK2
//LMO:
//POU2
cellular 1z
G0:0044249 [bi piological 1o laoar |76 23448 [160332003528309 [0.0158865133569857 |1 1.79897140776271 |/ ATOHS//MEIS2
[brocess P //XBX2//GGTS.
//ADCYAPL
// AGPAT4//UPF3B
/ICIGALT1/ITGB2
//SMPD4//CDK 13
|GO:0007283 spermatogenesis Er’gl‘;sgsi‘a] 4 |298 |76 |23448 |4.14129282938891 |0.0160442438581288 |1 |1.79468074575329 ;gx%%//m
|GO:0048232 le smets E;glgf:"“‘ 4 |298 |76 |23448 |4.l412928293889l |0.0|60442438581288 |1 |l.79468074575329 L DRaAL
EFNA/PPARA
IFOXK2//UPF3B
//CDK 13//PU
RNA metabolic [Biological /RPUSDL/LMOZ
Go:0016070 [READ siological |17 lsoag |16 23448 [1.72021888108267 [0.0165669165624862 |1 178075831502716 [/PBX3/POU
[process process //RBL//ZFP318
//THAP7//ATOHS
/MEISY//YBX2
/ITGB2
orean Biological LTL LENAL
Gooagsi3 (A |Biologieal |3 laogg 76 23448 [191083473333166 [0.0167928838122577 |1 1748747168336 JMYHT
levelopmer process \//HOOK3
LMO2/RCANI
fesiline Biological
600051100 [reoulation of  (B1O10%! 65 76 23448 [0.49311740890688 [0.0189031429153361 |1 1.72346598221247 [PPARA//YBX2
bindin
EFNA/PPARA
EFOXK2//MEIS?
reculation of //PBX3/POUREL
Go:0031326 [l pBr‘;’i‘e’f;“" 16 |48 |76 23448 1.73329390892963 |0.0189145556902807 |1 172320385598507 |/ BBLZ/YBAZ
[process //ATOHS//AL
|GO:000|525 angiogenesis l‘fr’gi‘e’sgic"" |76 |23448 |3.91779448621554 0.0192504000823291 |1 171556024009095 ECRAUTTIORS
EFNA/PPARA
ation of EFOXK2//MEIS?
'—i%l“mar‘A //PBX3/POU2F 1
G0:2000112 [macromolecule pBr‘;’i‘e’f;“" 15 |es |6 23448 [176099495313627 [0.0202032022278477 |1 1.69264941673430 [V RBLZIYBEZ
[t bty //ATOHS//UPEAE
[brocess T
i Biological
G0:0006007 [catabolic oesiet e o 76 23448 [9.07430340557276 [0.0205741368688245 |1 168667837536087 [HK3/PPARA
rocess
|GO:0031589 bt ‘sj{‘,’lgfic"“ 3 |180 |75 |23448 |5.l4210526315789 |0.0207752955897441 |1 |1,ﬁsz45278833229 T T
EFNA/PPARA
FOXK2//MEIS?
<cutation of //PBX3/POUREL
jresulation of g 16 0icq) //RBL. 2
G0:0009889 [biosyntheric I 16 |83 |6 23448 [17122514924147 [00210062268023227 |1 167765194978794 |/RBL2Z/YBX2
//UPE3B//ITGBY
/LMO2//CDK 13
PAPD7/EFNAT
/PPARA//FOXK2
/LMO2/PBX3
/POUZF1/RBL2
//ZEP318//TH
G0:0009058 21 faiss |76 23448 [155821371610845 [0.0214369193961027 |1 1.66883762501471 [//ATOHS/MEIS?
process
s 2//GGTS
/ADCYAPI
//AGPAT4/TUPE3B
//CIGALTI/ITGE2
//SMPDA//CDK 13
EFNA/PPARA
FOXK2//POU2F
Biological [/ THAP7/LMO2
G0:0006355 [transcription gical |1y baa |76 23448 [1.78920926307068 [0.0220538978710086 |1 1.6565146400234  |//MEIS2/ITGB2
. [process
bevne Biological
G0:0019320 [catabolic el 76 23448 [8.69088213491475 [0.0223045521542609 |1 165160649239035 [HK3/PPARA
rocess
small GTPase [
G0:0007264 [mediated si%nal E;Eé‘e’f;ca‘ 5 lao  |7e 23448 [3.09144604999473 [0.0230021176078838 |1 163823218037003 (RASGRPA/MRAS
transduction _—
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EFNA1/PPARA
G0:2001141 ozicillia a3t (76 23448 [1.77678668081145 [0.023282198810494  [1 1.63297600640709
/TTGB2//CDK13
cardiovascular [ %’;’éﬂﬂ—”
G0:0072358 [system iological |6 loga |76 23448 [270637119113573 [0.0235383653088266 |1 162822370130509 JCISAETL
development [P 2Lt Den I
i = /CIGALTI
60:0072359 [system iologis o34 |76 3448 [270637119113573 [0.0235383653088266 |1 Le2822370130509 [EIGALL
development ~ |P Wi t—
ADCYAP//ZEP3IS
GO:0022414 [eproductive E;{‘)’l‘;ﬂ“"‘l 7 [ e 23448 [245697862403449 [0.0237003515876742 |1 1.62508032310936 [/ 2XCR2IETRL |
/YBX2
multicelular [ ADCYAPI//IFTS1
60:0032504 [organism Siologieal |5 lsos |16 23448 0547159979158 [0.0240658359536342 |1 1.61859904802174 [/DNATAT/PRM2
reproduction [P f
oo Isiciogica )
Go:004ss00 b, - Blolosical s lsos |76 23448 [3.05471599791558 [0.0240658359536342 |1 1.61859904802174 [/DNATAT/PRM2
|process //YBX2
monosaccharide Biological
(G0:0046365 [catabolic HEeS e I 76 3443 [8.33854907539118 [0.0240931120004325 |1 1.61810710048623 [HK3//PPARA
rocess
ADCYAPI/ZFP31S
GO:0000003 |reproduction sr‘gi‘;f;“l 7 882 76 23448 2.44862155388471 [0.0240990138540236 |1 1.61800072864996 x;ﬁ%%%z
/YBX2
EENA1/PPARA
//EOXK2//MEIS2
regulation of //PBX3/POURFT
GO:0010556 facromolecule e 15 2004 176 23448 |1.71785253780331 [0.0248129933596661 |1 1,60532084067869 [/SBLIYBEZ
process // ATOHS//UPF3B
/LMO2//ITGB2
//CDK13
RBL2/PAPDT
Biological //ZEP3 [8//SYCP2
G0:0007049 [cell cvele siological g ioos |16 23448 [225407354001442 [0.0251981878403825 |1 159863069093357 [/DCUNI
b //ADCYAP1//STEAP3
//CDK13
|GO:()007286 I%%L:cm E;;’isz“l 2 |77 I76 I2344s |8401367O53998633 0.025938558231869 |1 1586054167394 [PRM2/YBX2
regulationof | EENAL/PPARA
G0:0045595 [cell Er‘gi‘e’ffal R O R 23448 2394328393047 [0.0268108833178415 |1 Ls7i6ssg7741045 [ADCXAEL
//HOOK3/RCANT
UPF3B/HK3/MRAS
MYH?
GO:0009056 [cabolic n o |ime e 23448 [191091749644381 [0.0275186260058141 |1 156037325404807 [/HED/SMPD4
process process /P
//SRGAP3/PPARA
EFNAL/PPARA
TTEOXK2/LMO2
transcription, | |Biological /IMEISY/PBX3
Gow0063s1 [immseription, | Biological |,y layg5 176 3448 [1.73817642698295 [0.0275302107020263 |1 156019046472809 [//POU2E1/RBL2
i INBX2/IZEP3 TS
|/ THAPT//ATOHS
//ITGB/ICDK13
PAPD7/EENAL
//PPARA//FOXK2
//EMO2//PBX3
cellular MO
GO:0034645 %ﬁ;‘&““ 5{‘;’1‘;5;""‘1 17 3232 . 23448 |1.62281787389265 |0.0278027297127386 |1 1.55591256232003
[brocess
//CDK13
negative S
GO:0050768 [remulation of  [PORE [2 50 76 23448 [7.71315789473684 [0.0278396510360596 |1 155533621281376 | ADCYAP1/HOOK3
EENAL/PPARA
//EOXK2//MEIS2
Biological //PBX3/POUZF ]
G0:0051252 roemiedt s Josor o6 23448 [17298231562085 [0.0285485111783677 |1 1544165355399 [//RBL2/YBX2
EENAL/PPARA
/FOXK2/ILMO2
siological //PBX3/POU2EL
G0:0032774 iological |14 a3 |76 23448 [1.72567655655319 [0.0290681145633826 |1 153658313683206
[process /THAPT/IA
//MEISY/YBX2
/ITGB2//CDK13
|GO:00485[5 Lol E,‘;’lii‘“"“ > |sz |76 |23448 |7.52503209242519 |0v029]373569635716 |1 |l.53554984543478 PRM2/YBX2
cellular process [
GO:0048610 [imvolved in  [Dio0gieal ly 360 176 23448 [3.34445870774497 [0.0319436100166995 |1 1.49561600486197 [EEEMSISYCP2
reproduction  [PTO°¢S* PRM2//YBX2
|G0:l)00]821 I% E;;’lgf:‘al 1 |10 |76 |23448 |30.3525315739474 |0.03]9495055956742 |1 |l.49553585796667 ADCYAPI
|GO:0003188 Lol pBr‘:l‘e’ff“l 1 |10 I76 I2344s I30.8526315789474 |0.0319495055956742 |1 |1‘49553585796667 EFNAL
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(yrosine -
G0:0006570 [metabolic sr‘gl‘e’i“] 1 10 76 23448 [30.8526315789474 |0.0319495055956742 |1 1.49553585796667 |HPD
gmcess
negative
reaulation of i 10
GO:0010719 [epithelial to sl | 10 76 23448 |30.8526315789474 (0.0319495055956742 |1 1.49553585796667 [EENAL
mesenchymal (7
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