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(High-throughput proteomic profiling and hazard assessment in the liver of red seabreams (Pagrus

major) following antibiotics exposure)
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S OIS BB ENEAL LTe & X7 B ORSEER 72 8% & & 2 D721 Gene ontology (GO)
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(Table 1), ZDORER. LMW A - B HLIZHIER (60:0006412) X2V AR Y — 2L (dre03010)
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Table 1 FELA(LH L /X7 BHOBEREMNT

Term PValue Genes
&5 HEAREA
Biological process
G0:0006412~translation <0.01 RPL17,RPL31, RPL6, RPL5A, RPS6
G0:0000027~ribosomal large subunit assembly 0.03 RPL6, RPL5A
G0:0008152~metabolic process 0.03 ACLYA, FASN, SLC27A6, AACS
G0:0002181~cytoplasmic translation 0.04 RPL31, RPL6
Cellular component
G0:0005840~ribosome <0.01 RPL17,RPL31, RPL6, RPL5A, RPS6
G0:0030529~intracellular ribonucleoprotein complex  <0.01 RPL17, RPL6, RPL5A, RPS6
G0:0022625~cytosolic large ribosomal subunit <0.01 RPL31, RPL6, RPL5A
G0:0005737~cytoplasm 0.04 DPP3, ACLYA, CPTP, ANXASB, ALDOB, PPA1B, AACS
G0:0005622~intracellular 0.04 RPL17,RPL31, RPL6, RPL5A, RPS6
Molecular function
G0:0003735~structural constituent of ribosome <0.01 RPL17, RPL31, RPL6, RPL5A, RPS6
G0:0003824~catalytic activity <0.01 ACLYA, PKLR, ALDOB, FASN, SLC27A6, AACS
G0:0005544~calcium-dependent phospholipid binding <0.01 ANXA6, ANXA5B, ANXA11B
G0:0016491~oxidoreductase activity 0.01 ME1, CYP4V8, PGD, FASN, DHRS9
KEGG pathway
dre01200:Carbon metabolism <0.01 ME1, PGD, PKLR, ALDOB, OGDHL
dre03010:Ribosome <0.01 RPL17,RPL31, RPL6, RPL5A, RPS6
dre01130:Biosynthesis of antibiotics 0.01 ACLYA, PGD, PKLR, ALDOB, OGDHL
® 5 HIRB
Biological process
G0:0006412~translation <0.01 ZGC:171772, EIFAA2, RPL5A, RPL27A, RPS20, RPS6, EIF3S6IP, RPS7
G0:0055114~oxidation-reduction process <0.01 GDI2, ADH5, ZGC:172341, PRDX2, MDH2, TDO2B, MDH1AB
G0:0006413~translational initiation 0.01 EIF4BA, EIF4A2, EIF3S6IP
G0:0042274~ribosomal small subunit biogenesis 0.02 RPS6, RPS7
G0:0006108~malate metabolic process 0.02 MDH2, MDH1AB
G0:0043009~chordate embryonic development 0.04 VCP, RPL5A, RPS7
G0:0019752~carboxylic acid metabolic process 0.04 MDH2, MDH1AB
Cellular component
G0:0005840~ribosome <0.01 RPS25,ZGC:171772, RPL5A, RPL27A, RPS10, RPS20, RPS6, RPS7
G0:0030529~intracellular ribonucleoprotein complex ~ <0.01 RPS25, RPL5A, RPL27A, RPS10, RPS20, RPS6, RPS7
G0:0022627~cytosolic small ribosomal subunit <0.01 RPS10, RPS6, RPS7
G0:0000502~proteasome complex 0.01 PSMD3, PSMD6, PSMAGA
G0:0005622~intracellular 0.01 ZGC:171772, GDI2, RPL5A, RPL27A, RPS20, RPS6, SSR3, RPS7
Molecular function
G0:0003735~structural constituent of ribosome <0.01 ZGC:171772, RPL5A, RPL27A, RPS10, RPS20, RPS6, RPS7
G0:0016491~oxidoreductase activity <0.01 GDI2, ADH5, ZGC:172341, PRDX2, MDH2, TDO2B, MDH1AB
G0:0030060~L-malate dehydrogenase activity 0.01 MDH2, MDH1AB
G0:0016615~malate dehydrogenase activity 0.01 MDH2, MDH1AB
KEGG pathway
dre03010:Ribosome <0.01 RPS25,ZGC:171772, RPL5A, RPL27A, RPS10, RPS20, RPS6, RPS7
dre03050:Proteasome 0.03 PSMD3, PSMD6, PSMA6A
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5. T U M ALEDRBIEF T
BRI, ZNDDOX X EORRBEERNED X ) IRE & BET 5 D)y, Comparative
Toxicogenomics Database (CTD) Z W TFHA L7= (Table 2), Z dfEH., i A - B 3Liz
HILEREIZB T 2849 (MESH:D004067;Digestive System Neoplasms, MESH:D005770;
Gastrointestinal Neoplasms) (ZRHi0 D X L /R ENRELEE L TWAZ ENHAL N E
ofc, SHIT, M A TIESREE L RER ORI (MESH:D009750;Nutritional and
Metabolic Diseases) (ZBH 2% # /N7 ENL L FHHLH L Tz, &EHIH C TiTE
0TC KOBAR THRERDNPEIEE Z STy, BGHIM A TOHRE L ARHR ORI
HLTWD X NI BEORREGOZETHDH LRSI,

Table 1 B Y L /30 B OMERERFAT

Disease Name Disease ID Corrected Annotated Genes
P-value
REHREA
Chemical and Drug Induced Liver Injury MESH:D056486  3.8E-05SALDOB|ANXA6|DDB1|FASN|HSPAS|ME1
Digestive System Diseases MESH:D004066  1.0E-04 ALDOB|ANXAG6 | DDB1|FASN | HSPAS | HSPAS| ME1 | PGD | PKLR | RPS6 | UPB1
Drug-Related Side Effects and Adverse Reactions MESH:D064420  2.0E-04ALDOB|ANXA6|DDB1|FASN|HSPAS|ME1
Poisoning MESH:D011041 2.3E-04 ALDOB|ANXA6 | DDB1|FASN|HSPAS | ME1
Liver Diseases MESH:D008107 4.2E-04 ALDOB|ANXA6 | DDB1 | FASN |HSPAS | ME1|PGD | PKLR|RPS6
Digestive System Neoplasms MESH:D004067  4.3E-04ALDOB|DDB1|FASN|HSPAS|HSPA8|ME1|PGD|RPS6
Gastrointestinal Diseases MESH:D005767 6.9E-04ALDOB|DDB1|FASN|HSPAS|HSPA8|RPS6 | UPB1
Neoplasms by Site MESH:D009371  1.5E-03ALDOB|DDB1|FASN|HSPAS|HSPAS|ME1|PGD|RPL31|RPL6|RPS6
Neoplasms MESH:D009369  1.7E-03 ALDOB|ANXA6 | DDB1|FASN | HSPAS | HSPAS | ME1|PGD|RPL31|RPL6 | RPS6
Gastrointestinal Neoplasms MESH:D005770 2.0E-03ALDOB|DDB1|FASN|HSPAS5|HSPA8|RPS6
Spinocerebellar Ataxia 17 MESH:C564616  2.7E-03HSPA5|HSPA8
Carcinoma MESH:D002277 2.9E-03 FASN |HSPAS5|HSPA8|ME1|PGD|RPL6 | RPS6
Carcinoma, Hepatocellular MESH:D006528 3.0E-03 FASN |HSPA5 | ME1|PGD|RPS6
Chemically-Induced Disorders MESH:D064419 5.8E-03ALDOB|ANXA6 | DDB1|FASN|HSPAS | ME1
Adenocarcinoma MESH:D000230 6.9E-03 FASN |HSPAS | HSPA8 | ME1|PGD|RPS6
Stomach Neoplasms MESH:D013274  7.8E-03ALDOB|DDB1|HSPA8|RPS6
Neoplasms, Glandular and Epithelial MESH:D009375 8.5E-03 FASN |HSPAS5|HSPA8|ME1|PGD|RPL6 | RPS6
Neoplasms by Histologic Type MESH:D009370  8.9E-03 ANXAG6 | FASN | HSPAS | HSPA8| ME1 | PGD | RPL6 | RPS6
Stomach Diseases MESH:D013272 1.0E-02ALDOB|DDB1|HSPA8|RPS6
Nutritional and Metabolic Diseases MESH:D009750 1.2E-02 ALDOB | FASN |HSPA5 | ME1 | PKLR|STT3A|UPB1
Liver Neoplasms MESH:D008113 1.4E-02FASN |HSPAS | ME1|PGD|RPS6
Carbohydrate Metabolism, Inborn Errors MESH:D002239  1.6E-02ALDOB|PKLR|STT3A
Myocardial Ischemia MESH:D017202 2.5E-02 FASN |HSPAS |HSPA8|RPL17
Pathological Conditions, Signs and Symptoms ~ MESH:D013568  3.4E-02 ALDOB|DDB1 | FASN | HSPAS | HSPAS | ME1 | PKLR | RPS6 | SLC27A6
Acute Coronary Syndrome MESH:D054058  3.9E-02 FASN |HSPA8
&5 1B
Neoplasms by Site MESH:D009371  1.2E-04FGG | FKBP2|GDI2|GNMT|HABP2 | MDH2 | P4HB| POLE | PRDX2 | RPL27A| RPS6 | RPS7 | SNX5 | VCP
Neoplasms MESH:D009369  3.3E-04EIF4A2|FGG | FKBP2 | GDI2| GNMT|HABP2 | MDH2 | P4HB | POLE | PRDX2 | RPL27A| RPS6 | RPS7 | SNX5 | VCP
Gastrointestinal Neoplasms MESH:D005770 3.4E-03FGG|FKBP2 |GDI2 | POLE | PRDX2 | RPS6 | SNX5
Disease Progression MESH:D018450 7.4E-03 FKBP2 |RPS6 | SNX5 | VCP
Collagen Diseases MESH:D003095  1.3E-02FGG|P4HB|PRDX2
Digestive System Neoplasms MESH:D004067  1.7E-02FGG|FKBP2|GDI2|GNMT|POLE | PRDX2 | RPS6 | SNX5
Gastrointestinal Diseases MESH:D005767 1.9E-02FGG|FKBP2|GDI2|POLE|PRDX2 | RPS6 | SNX5
Anemia, Diamond-Blackfan MESH:D029503  2.9E-02RPS10|RPS7
Red-Cell Aplasia, Pure MESH:D012010 2.9E-02RPS10|RPS7
Hematologic Diseases MESH:D006402 3.5E-02 FGG|HABP2|RPL27A|RPS10|RPS7
Skin and Connective Tissue Diseases MESH:D017437  4.2E-02 FGG|P4HB|POLE|PRDX2 |RPL27A|RPS6|RPS7|VCP
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