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Glycine max zinc finger protein mRNA,_complete cds Glycine max 1397 1357 100% 0.0  100.00% 940 MK045531.1
Glycine max zinc finger protein 4-like (LOC100815175)_mRNA Glycine max 1386 1386 100% 0.0 99.74% 1715 NM_001255233 3
PREDICTED: Glycine max zinc finger protein 4-ike (LOC100815175), transcript variant X5 _mRNA Glycine max 1386 1386 100% 0a 99.74% 1500 XM_006601778 4
PREDICTED: Glycine max zinc finger protein 4-ike (LOC100815175). transcript variant X4_mRNA Glycine max 1386 1336 100% 0o 99.74% 1936 XM_041011635.1
PREDICTED: Glycine max zinc finger protein 4-ike (LOC100815175), transcript variant X3. mRNA Glycine max 1386 1386 100% 0.0 99.74% 1494  XM_006601777.3
PREDICTED: Glycine max zinc finger protein 4-like (LOC100815175), transcript variant X2 mRNA Glycine max 1386 1386 100% 0.0 99.74% 19339  XM_006601779.4
PREDICTED: Glycine max zinc finger protein 4-like (LOC100815175),_transcript variant X1_mRNA Glycine max 1386 1386 100% 0.0 99.74% 1857  XM_006601775.3
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zinc finger protein [Glycine max] Glycine max 516 516 100% 0.0 100.00% 251 QGP720031
zinc finger protein 4-like [Glycine max] Glycine max 51 511 100% 0o 99.20% 251 NP_001242167.2
zine finger protein 4-like [Glycine soja] Glycine soja 508 508 100% 00 98.80% 251 XP_028215696.1
unknown [Glycine max] Glycine max 507 507 100% 0.0 98.41% 251 ACU21215.1
Zinc finger protein 4 [Spatholobus suberectus] Spatholobus suberectus 432 432 100% 1e-151 86.10% 258 TKY47376.1
zinc finger protein 4 [Cajanus cajan] Cajanus cajan 430 430 100% 1e-150 B3 40% 258 XP_020212769 1
hypothetical protein PHAVU_001G228400g [Phaseolus vulgaris] Phaseolus vulgaris 422 422 100% 9e-148 80.38% 256 XP_007163363 1
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Fig. S1: Systemic bioinformatics analyses of GmC2H24-like. (A) BLASTn results between GmC2H24-like and
other genes in NCBI (B) BLASTp results between GmC2H24-like and other proteins in NCBI (C) Secondary structure
and disorder prediction of GmC2H24-like protein. (D) Tertiary structure model of GmC2H24-like protein. Image was
coloured by rainbow N to C terminus. Model dimensions: X: 48.238, Y: 51.799, Z: 74.825.



