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Abstract: In this study, The whole sorghum genome data and bioinformatics software which BLAST,
MEGA and Pfam were used to carry out the genome-wide analysis of sorghum (Sorghum bicolor) cold-tolerance
genes, including gene number, phylogenetic analysis, of sorghum cold —tole —rance gene. The results show that
we have found 203 AP 2 genes, 252 ICEI genes, 15 EIN3 genes, 133 SNAC2 genes, 3 AMPI genes, 3
COLDI genes, 53 qLTG3 -1 genes, 90 cthl genes in sorghum genome; According to phylogenetic analysis,
these XP 00245701 -6.1, XP 021317625.1; XP 002463411.2, XP 002467935.1, XP 021317527.1; XP
002447111.1, XP 021315473.1, XP 002447110.1, XP 021318475.1,XP 021318476. 1; XP 002449576.1, XP
002459-022.1; XP002466328.1; XP021317902.1;XP002446618.1,XP002452340.1 and XP021314112.1 cold-
tolerance genes genetic relationship are closest to AP2 gene family, AtEIN3, Osctbl, OSqLTG3-1, AtAMPI,
OsCOLDI and OsSNAC2 in model crops, this are mainly distributed in chromosome 1, 2, 3, 4, 5 and 6 of
sorghum. Comprehensive analysis showed that there were cold tolerance transcription factor (AP2, EIN3, ICEI,
SNAC2) copy number is more in sorghum genome, which genetic relationship are closest to the model crop cold
tolerance genes are mainly distributed in chromosome 1, 3, 5, cold tolerance functional genes (COLDI .
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qLTG3 -1 .ctb1 AMPI) copy number is less, which genetic relationship are closest to the model crop cold

tolerance genes are mainly distributed in chrom —osome 1, 4, and 6.
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