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Supplementary table 1 Primers used in the study
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Type of experiment Gene name Forward primer (5'-3") Reverse primer (5'-3")
kB ttggagagaacacgggggacGAATTCATGGACA  GCCTGCAGGTCGACTCTAGAGGATCCAGAAGA
P4 RE oL ARz TAGCAGCACAAACAAC AGAAGAAGAACCATTAGCACC
RT-GPCR Actin2 TTGTGCTGGATTCTGGTGATGG CCGCTCTGCTGTTGTGGTG
-q

AhZHD9Y AATTCATGCCCGCACCCA TAAGCGGGTCCTCTGGCT
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A: Secondary structure prediction;B: Transmembrane structure prediction;C: Signal peptide prediction;D: Intrinsically disordered region

prediction
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Supplementary Fig. 1 Prediction of structural features of the AhZHD9 protein
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ZF-HD_dimer M Very high (pLDDT>90) Low (70>pLDDT>50)
M homeo ZF HD High (90>pLDDT>70) M Very low (pLDDT<50)
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A: The yellow region indicates the ZF (ZF-HD_dimer) conserved domain, the orange-red region indicates the HD (homeo ZF_HD)
conserved domain, and the remaining regions mainly consist of disordered coils.B: Different colors represent the predicted confidence
metric pLDDT (per-residue confidence score ranging from 0 to 100, with higher values indicating higher confidence), where blue indicates
the highest confidence and red indicates the lowest confidence
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Supplementary Fig. 2 Predicted three-dimensional structure of the AhZHD9 protein



