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B KEGG Enrichment top 20
ko04975: Fat digestion and absorption - -
ko04932: Non-alcoholic fatty liver disease - .
ko04919: Thyroid hormone signaling pathway - *
ko04714: Thermogenesis - .
ko04361: Axon regeneration -
ko04260: Cardiac muscle contraction - . p_value
ko041486: Peroxisome - .
ko04111: Cell cycle - yeast - 0 i
ko04110: Cell cycle - 0.2
ko03440: Homologous recombination - . -0‘01
ko03320: PPAR signaling pathway - [}
ko03018: RNA degradation .« Number
Ko03013; RNA transport - » R
ko00970: Aminoacyl-tRNA biosynthesis - . ®30
ko00906: Carotencid biosynthesis - .
ko00900: Terpenoid backbone hiosynthesis - '
ko00790: Folate biosynthesis - .
ko00660: C5-Branched dibasic acid metabolism - U
ko00650: Butanoate metabolism - -
ko00640: Propanoate metabolism - C
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Figure S1: GO and KEGG analyses performed on the ARF13. A, GO analysis displaying the top 20
enriched pathways for the biological process, cellular component and the molecular function. B,
KEGG analysis displaying the top 20 enriched metabolic pathways based on the ARF13 gate.
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B KEGG Enrichment top 20
ko04977: Vitamin digestion and absorption - .
ko04972: Pancreatic secretion .
ko04961: Endocrine regulated-calcium reabsorption - .
ko041486: Peroxisome -
ko03450: Non-homologous end-joining -
ko03320: PPAR signaling pathway -
ko03040: Spliceosome -« Number
ko03022: Basal transcription factors - « 10
ko03018: RNA degradation . « ; gg
ko03008: Ribosome biogenesis in eukaryotes -
ko01523: Antifolate resistance - p_value
ko00370: Aminoacyi-{RNA biosynihesis - . I ggg
ko00950: Isoquinoline alkaloid biosynthesis - * 0.02
ko00910: Nitrogen metabolism - 5 [ 0.01
ko00680: Methane metabolism -
ko00531: Glycosaminoglycan degradation - U
ko00450: Selenocompound metabalism - .
ko00350: Tyrosine metabolism - .
ko00071: Fatty acid degradation -
ko00053: Ascorbate and aldarate metabolism - .
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Figure S2: GO and KEGG analyses performed on the ARF14. A, GO analysis displaying the top 20
enriched pathways for the biological process, cellular component and the molecular function. B,
KEGG analysis displaying the top 20 enriched metabolic pathways based on the ARF14 gate.
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B KEGG Enrichment top 20
ko04744; Phototransduction - :
ko04740; Olfactory transduction - .
ko04659: Th17 cell differentiation - 0
ko04630: JAK-STAT signaling pathway - .
ko04530: Tight junction -
ko04350: TGF-beta signaling pathway - .
ko04330: Notch signaling pathway - o p_value
koD4214: Apoptosis - fly - o 0.015
ko04138: Autophagy - yeast - 0.010
ko04115: p53 signaling pathway - . ] 0.005
ko04114: Oocyte meiosis - *
ko04113: Meiosis - yeast - . Number
ko04111: Cell cycle - yeast - . 2 150
ko04110: Cell cycle - . e 15
ko04013; MAPK signaling pathway = fly - * : %g
ko03410: Base excision repair - L
ko00970: Aminoacyl-tRNA biosynthesis - .
ko00500: Starch and sucrose metabolism -«
ko00450: Selenocompound metabolism - .
ko00071: Fatty acid degradation - *
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Figure S3: GO and KEGG analyses performed on the ARF18. A, GO analysis displaying the top 20
enriched pathways for the biological process, cellular component and the molecular function. B,
KEGG analysis displaying the top 20 enriched metabolic pathways based on the ARF18 gate.
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B KEGG Enrichment op 20
ko04979: Cholesterol metaholism - .
ko04975: Fat digestion and absorption -
ko04724: Glutamatergic synapse - v
ko04214: Apoptosis - fly - '
ko04146: Peroxisome - ¢
ko04142: Lysosome - 0 value
ko04140: Autophagy - animal - _
ko04113: Meiosis - yeast - 0.03
ko04111; Cell cycle - yeast - 0.02
ko04110: Cell cycle - | | 0.01
ko04068: FoxO signaling pathway - Numb
ko03013: RNA transport - « um5er
ko00970: Aminoacyl-tRNA biosynthesis - . 10
ko00810: Nitrogen metabolism - o 15
ko00906: Carotenoid biosynthesis - . : %g
ko00785: Lipoic acid metabolism - '
ko00280: Valine, leucine and isoleucine degradation -
ko00250: Alanine, aspartate and glutamate metabolism -
ko00130: Ubiquinone and other terpencid-quinone biosynthesis -
ko00O71: Fatty acid degradation -
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Figure S4: GO and KEGG analyses performed on the ARF35. A, GO analysis displaying the top 20
enriched pathways for the biological process, cellular component and the molecular function. B,
KEGG analysis displaying the top 20 enriched metabolic pathways based on the ARF35 gate.



