Table S1. Summary of Gene ontology (GO) enrichment terms related to the differentially expressed

genes (DEGs)
Category  Term Description Count P-Value Genes
BP GO:0051301  Cell division 12 1.13E-04  FAMS3D, CCNBI,
CDKI1, CCNB2, ZWINT,
TPX2, BIRCS, AURKA,
PTTGI1, UBE2C, ASPM
BP GO:0007067 Mitotic nuclear 8 0.003429  FAMS3D, CDK1,
division CCNB2, ZWINT,
CENPW, PTTG1, ASPM
BP GO:0006954  Inflammatory 11 0.00705 CCL2, CCL20, CRHBP,
response KLKBI, CXCL2,
TBXA2R, CCL19, CCLS5,
CXCL12, ECM1
CC GO:0070062  Extracellular 86 2.82E-13  STEAPA4, NAMPT,
exosome S100A48, MASP2,
SORLI, ANOI, CRP,
SPINK]1, CXCLI2,

BBOXI, PRKAR2B,
TP5313, GPC3, TKFC,
LCAT PGLYRP2, PROZ,
SERPINA4, SHBG, Fll,
ALDHG6AI, CDK1,
CDHR2, FBPI, LIFR,
IGFALS, F9, CFIR,
SLC341, THYI, C84,
C8B, RND3, C(CTH,
TACSTD2, SERPINF2,
BHMT, HAO2, HSPBI,
CA2, STMNI, AKRIDI,
SLC2742, C7, ACADSB,
9, ASSI, LUM, Co,
PTHIR, JCHAIN, DPYS,
KMO, SFN, ARG,
ANGPTLSG, KLKBI,
ENO3, HRG, SLC3945,
SPP2, SPPI, DPT,
THBS4, GPDI1, HOGAI,
EPHX2, FTCD, ACMSD,
CDSL, TKT, RACGAPI,
ECMI, MANICI, PCKI,
AIBG, LYVEI, AFM,
GLYAT HPX, FBLNS,
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PONI, CP. HPGD,
IGFBP3, FABP5

C9, JCHAIN, CDSL,
C84, AIBG, AFM,
BCHE, HPX, SERPINF2,
APOA5, PONI, HRG,
CP

XDH, MBL2, CCL2,
S10048,  ADAMTSI3,
CRHBP, LUM, CRP
CXCL2, SORLI, CD109,
SPINK1, CCLS5, PTGIS,
CCL20, BCHE, ANG,
KLKBI, PROZ,
SERPINA4, ENO3,
NRGI, SPPI, THBSY,
DPT Fli, IGFI, CCLI19,
F9, DBH, ECMI,
BMPER, SERPINF2,
TACSTD2, FBLNS,
PONI, HSPBI, IGFBP3
ETNPPL, ACADSB,
OGDHL, BBOXI,
ACSLI, GSTZ1,
SLC25447, DMGDH,
GPT2, FLVCRI, AADAT,

ALDHG6AI, GCDH,
GPDI, CDK1,
GABARAPLI, oTC,
HOGAI ACACB,

ACADL, TAT, GLYAT
ANXA10, SDS, HAO?2,
AGXT2, SLC27A42, OAT,
BCO2

Fi1l, C7, C6, PAMRI,
CIR, COLECII, PLG,
LCN2, REG34, CXCL14,
PROZ, TEK, PONI,
LECT2, DEFBI, TFPI2,
GHR, SPP1

CYP2CIS, IDO2,
CYP26A41, CYP2E],
CYP4V2, CYP4A411,
TDO2, PTGIS,




CYP3941, HRG,
CYP4F2, CYP8BI, HBB

MF GO:0008009  Chemokine 8 6.33E-06 CCL2, CXCLI14, CCL20,
activity CXCL2, CCLI19, CCLS,
CXCLI2
MF GO:0016491  Oxidoreductase 12 1.11E-05  XDH, HAOI, AKRICS3,
activity AKRIBI0, ADHIC,
ADH6, HSDI17B6, CP,
MCM3, RDH]I6,
AKRIDI
MF GO:0005506  Iron ion binding 13 2.99E-05 XDH, CYP4All,
CYP39A41, PTGIS,
CYP2CIS, CYP26A1,
CYP2EI, CYP4V2,
CYP4F2, CYPSBI, HBB,
BBOX1
MF GO0:0030170  Pyridoxal 8 1.25E-04  ETNPPL, AADAT, CTH,
phosphate SDS, AGXT2, TAT,
binding GPT2, OAT
MF GO:0042802 Identical protein 9 0.006021 ETNPPL, UHRF1, ASS1,
binding BCHE, FBPI, CIDEB,

AGXT2, LECT2, OAT

Table S2. Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway analysis of differentially

expressed genes (DEGs).
Term Description Count  P-Value Genes
bta01100 Metabolic pathways 65 246E-10 ETNPPL, NAMPI, CNDPI,

CYP2C18, OGDHL, ADHIC,
TDO2, PTGIS, TKFC, GSTZI,
GPT2, HPD, AADAT,
ALDH6A1, OTC, FBPI,
CYP26A41, CYP2EI, ACADL,
TAT CTH, SDS, PANKI,
SOLE, AKRIBI0, BHMT
HAO2, OAT,  AKRIDI,
SLC2745, XDH, ACADSB,
HSDI17B2, FOLHIB, ASSI,
ADH6, DPYS, KMO, GLS2,
ARG, ACSL1, ADH4, ENO3,
CD4, DMGDH, HSDI7BS¢,
GCDH, HOGAI, EPHX2,
ACMSD, FTCD, IDO2, TKT,
ACACB, DBH, CPS1,
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MANICI, PCKI, GBA3,
PHGDH, AGXT2, CYP4F2,
CYP8BI, RDHI16

Fll, C7, MBL2, C9, MASP2,
C6, F9, CIR, PLG, C84, C8B,
FGA, SERPINF2, KLKB1
ARGI, CTH, ASS1, SDS, OTC,
PHGDH, ENO3, TKT, CPS1,

TAT GPT2

SLCOIB3, SULT241,
SLC2247, KCNN2, CFIR,
CA2, SLC514, SLC2745,

SLC10A41, SLC2241
AADAT, GCDH, ASSI, OTC,
OGDHL, FBPI, TKT TAT

PCKI, ARGI, CTH, SDS,
SOLE, HAO2, PHGDH,
ENO3, OAT

STEAP3, CCNB1, CDKI,
TP5313, CDKN24, CCNB2,
IGFI, SFN, GADDA45B,
IGFBP3

GLS2, ARGI, ASS1, OIC,
CPS1, GPT2

C84, EGRI, C8B, C7, C9, Cb6,
CCL5

AADAT, GCDH, TDO?2,
OGDHL, IDO2, ACMSD,
KMO, INMT

ALDH6AI, TKFC, SDS,

HAO02, OGDHL, PHGDH,
FBPI, ENO3, TKT CPSI,
GPT2

ADH4, ADHIC, ADHeG,
GSTZ1, DBH, TAT, HPD
CTH, SDS, BHMT, PHGDH,
DMGDH, AGXT2, GNMT
GCDH, ACADSB, ACSLI,

ADH4, ADHIC, ADHEG,
ACADL

ACSLI, APOA5, CYPSBI,
ACADL, SLC27A42, SLC27A45,
FABPS5, PCK1

GLS2, ASSI, FOLHIB,




glutamate metabolism AGXT2, CPS1, GPT2

bta00830 Retinol metabolism 7 0.002098  CYP2CI18, ADH4, ADHIC,
ADHG6, HSD17B6, CYP26A1,
RDHI6

bta04110 Cell cycle 10 0.003013 CCNBI, CDKI, CDKN24,

CCNB2, (CDKN2C, SFN,
PTTGI, MCM3, GADD45B




