Supplementary 1. Analysis of biological processes using the Pantherdb tool.
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6361 |UniProtkB=0Q14CZ8 [HEPACAM Hepatocyte cell cell adhesion mo Homo
adhesion - ON immunoglobulin eptor superfamily sapiens
pr: kinase
signaling_m

Butyrophilin-like BUTYROPHILIN-LIKE protease inhibitor Homo
protein 3 PROTEIN 3 sapiens
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islet-denved sapiens
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RE -
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3010|UniProtKB=P42658 Dipeptidyl DIPEPTIDYL zyme modulator Homo

aminopeptidase- AMINOPEPTIDASE- serine protease sapiens

like protein 6
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HGNC=9951|UniProtKB=P05451 Lithostathine-1- LITHOSTATHINE-1- Homo
alpha ALPHA sapiens

REG1A (PTHR22803:SF105)

ortholog

10638 |UniProtkB=014 CXCL11 C-X-C motif X: chemok Homo

chemokine 11 M ( E sapiens

CXCL11

556|UniProtKB=0Q6EIG7 |CLEC6A N cell adhesion mo. Homo
domain family & IN FAMILY 6 immunoglobulin receptor superfamily sapiens
member A M ER A

CLECSA (PTHR22802:5F249)

ortholog

HGNC=4250|UniProtKkB=P15440 Glutathione - ON f Homo
hydrolase 1 (| sapiens
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N|HGNC=4250|UniProtKB=P15440 Glutathione GLUTATHIONE Y 5 Homo
hydrolase 1 HYDROLASE 1 sapiens
proenzyme PROENZYME-

GGT1 RELATED

ortholog (PTHR11686:SF56)

HGNC=7098|UniProtKB=0Q07325 C-X-C motif C-X-C MOTIF chemokine Homo
chemokine 9 CHEMOKINE sapiens
CXCLS (PTHR10179:5F44)

ortholog

N[HGNC=2389|UniProtKB=P02511 Alpha-crystallin - ALPHA-CRYSTALLIN Homo
B chain B CHAIN sapiens
CRYAB (PTHR45640:5F5)

ortholog

N|HGNC=26511|UniProtKkB=014558 Heat shock HEAT SHOCK Homo
protein beta-6  PROTEIN BETA-6 sapiens
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ortholeg
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recognition RECOGNITION sapiens
protein 3 PROTEIN 3
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L-alanine

amidase
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HMGB4 (PTHR13711:5F152) signaling molecule

ortholog

AN |HGNC=30040|UniProtKB=QSBZM PLA2G2F Group IIF GROUP IIF S i Homo
secretory SECRETORY sapiens
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Supplementary 2. Expression of Genes, protein classes related to the Immune System Results of

Pantherdb Analysis

Gene symbol

Gene name

Protein classes

HEPACAM

BTNL3
REG3A

REG1B
DPP6

REG1A
CXCL11
CLEC6A

GGT1

CXCL9
CRYAB
HSPB6
FAM43B
PGLYRP3
PGLYRP2
ALOX15
COLEC12

HMGB4

PLA2G2F
CXCL10

Hepatocyte cell adhesion molecule

Butyrophilin-like protein 3
Regenerating islet-derived protein 3-
alpha

Lithostathine-1-beta

Dipeptidyl aminopeptidase-like protein 6

Lithostathine-1-alpha
C-X-C motif chemokine 11
C-type lectin domain family 6 member A

Glutathione hydrolase 1 proenzyme

C-X-C motif chemokine 9
Alpha-crystallin B chain

Heat shock protein beta-6

Protein FAM43B

Peptidoglycan recognition protein 3
N-acetylmuramoyl-L-alanine amidase
Arachidonate 15-lipoxygenase
Collectin-12

High mobility group protein B4

Group IIF secretory phospholipase A2
C-X-C motif chemokine 10

cell adhesion molecule,
immunoglobulin receptor
superfamily,

protein kinase, the

signaling molecule
protease inhibitor

enzyme modulator,
the serine protease

Chemokine
cell adhesion molecule,
immunoglobulin

receptor superfamily
protease,
acyltransferase
Chemokine

signaling molecule

Oxygenase

extracellular matrix
structural protein
HMG box transcription

factor,
chromatin/chromatin-
binding protein, dan

signaling molecule
Phospholipase

Chemokine




Supplementary 3. Analysis hallmark of cancer using lionproject.net tool.
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Supplementary 4. Analysis of biological signaling pathway using the DAVID Bioinformatics tool.
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