IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.001G237900

Gene Model: Sobic.001G237900.1.p
Description: SbEXPA-04

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sbicolor v3 1 1
KEGG: https://www.genome.jp/entry/T01086

EXTERNAL RESOURCES

GENE STRUCTURE
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SEQUENCES

Peptide

>ShEXPA-04

MGTTVAQLKPLAVVVVVLALLVAAARADYWNWNSGTATFYGGADGSGTMGGAC
GYDNLYNAGYGVLNAALSQVLFNDGASCGQCYAIKCDATKSVWCKPGNTVTVTAT
NLCPPNYALPNGGWCGPPRPHFDMSQPAWENIGIYRGGIIPVVYQRVRCSRQGGVRF
RITGSQYFQLILITNVGGSGSIQSMSVKGTNTGWIGMTRNWGAQWQSNSALLKQALS
FMVTSTGGQTLYVNNVVPAWWVLGMTFATNAQFDY*

CDS (coding sequence)
>ShEXPA-04

ATGGGCACCACGGTGGCGCAGCTCAAGCCCTTGGCCGTGGTCGTCGTCGTCCTTG
CGCTGCTGGTCGCGGCGGCAAGGGCGGACTACTGGAACTGGAACAGTGGGACGG
CGACGTTCTACGGCGGCGCCGACGGCTCCGGCACCATGGGTGGCGCGTGCGGLTA
CGACAACCTGTACAACGCGGGCTATGGAGTGCTCAACGCCGCGCTGAGCCAGGT
GCTGTTCAACGACGGCGCCTCCTGTGGCCAGTGCTACGCCATCAAGTGTGACGCC
ACCAAGTCCGTGTGGTGCAAGCCCGGCAACACCGTCACCGTCACCGCCACCAACC
TGTGCCCACCCAACTACGCGCTCCCCAACGGCGGLCTGGTGLGGLLCGLLGLGLCe
CCACTTCGACATGTCCCAGCCAGCGTGGGAGAACATCGGCATCTACCGLCGGLGGL
ATCATCCCCGTCGTCTACCAACGGGTGCGATGCTCGAGGCAGGGAGGCGTGAGGT
TCAGAATCACCGGGTCCCAGTACTTCCAGCTGATTCTCATCACCAATGTCGGCGG
CAGTGGATCCATCCAGTCCATGTCCGTGAAGGGGACCAACACCGGGTGGATTGGC
ATGACGCGGAACTGGGGCGCGCAATGGCAGAGCAACTCGGCGCTCCTTAAGCAG
GCGCTCTCCTTCATGGTCACCTCCACCGGCGGCCAGACGCTGTACGTCAACAACG
TCGTGCCGGCGTGGTGGGTGCTGGGCATGACCTTCGCCACCAACGCGCAGTTTGA
CTATTAG

Nucleotide
>ShEXPA-04

CGGCGCGCGCCACCGTACCGTACCAGTTGTCAAAGGCGTTGACATGTTTGCGCTA
CTGTTGCATGCATGATGAACGCATGCATGTGAGCTTCGCTATAGCTAGCTAGCAG
CTAATACCGTAATAATATCACCCACCAAGCACCAAGAGAGGAACGTACGCGCCG
TGCAATCAATCATGCCCCTATATTCCCTGCCAACGACCATCATTCCGATGATCATC
CATGCAACCGGCTGCTGCTCTACTGATGTTATTTAAGCCCTACTGCATGCCATGGG
CGTCGTCGCAATCCATCCATCCATCCGCCATTGATCAATAATCCTGATCTATCTAC



TATATACTCTCGGTCATTCTCTCTTTCTCCCAACTCTAGCTATCGCAGCTGCTGTTC
AGTTCGTCGCTCTAGTGGTCGGCCGGCGATCGATTCAAGCGACCGATCGATCGAG
ATGGGCACCACGGTGGCGCAGCTCAAGCCCTTGGCCGTGGTCGTCGTCGTCCTTG
CGCTGCTGGTCGCGGCGGCAAGGGCGGACTACTGGAACTGGAACAGTGGGACGG
CGACGTTCTACGGCGGCGCCGACGGCTCCGGCACCATGGGTACGTACGTAGGGCC
CGATTTCCATGCAGCAAGAGCCAGCCTTGCGGCGGCAAGCTTAATTAGCTTGTTA
CTGATACTCACAGTTACGTTGGTTTTGCTTGAACTCATGGTACGCCATCGACGCAT
GCATATGCAGGTGGCGCGTGCGGCTACGACAACCTGTACAACGCGGGCTATGGA
GTGCTCAACGCCGCGCTGAGCCAGGTGCTGTTCAACGACGGCGCCTCCTGTGGCC
AGTGCTACGCCATCAAGTGTGACGCCACCAAGTCCGTGTGGTGCAAGCCCGGCAA
CACCGTCACCGTCACCGCCACCAACCTGTGCCCACCCAACTACGCGCTCCCCAAC
GGCGGCTGGTGCGGCCCGCCGCGCCCCCACTTCGACATGTCCCAGCCAGCGTGGG
AGAACATCGGCATCTACCGCGGCGGCATCATCCCCGTCGTCTACCAACGGTATGT
AGCTACAGCCGACATGAATTTGTTCATTTGTATTATAAATTATATTTTTCTGTCAG
CCAGCATTGTTTTTTTCTTATATTACATGAGAAAACAGTGCTTTTAGCTATATTAA
TATTGTCGATCGATATGATACGCATGCATGAATGACTCGCGATCTTAATTGTTGG
GTGGTTTAATTTGCATATGCAGGGTGCGATGCTCGAGGCAGGGAGGCGTGAGGTT
CAGAATCACCGGGTCCCAGTACTTCCAGCTGATTCTCATCACCAATGTCGGCGGC
AGTGGATCCATCCAGTCCATGTCCGTGAAGGGGACCAACACCGGGTGGATTGGC
ATGACGCGGAACTGGGGCGCGCAATGGCAGAGCAACTCGGCGCTCCTTAAGCAG
GCGCTCTCCTTCATGGTCACCTCCACCGGCGGCCAGACGCTGTACGTCAACAACG
TCGTGCCGGCGTGGTGGGTGCTGGGCATGACCTTCGCCACCAACGCGCAGTTTGA
CTATTAGCAGCTCAATGCATCATCGGAACCGGCCGCATAATTGCATGTGCGTGTG
CGTGTGCCTGGCCAGCCTCTGAAAATTTTAATTGATCAAGATCAGTTGACCTGAT
GGTGTAATTGATGTGGGTTGATCTAGATTTTGATCTGTGATATATCGCATTTGGTT
GAATTATTAGTTTCTACGATCTGAACATGCACATATGTATACATCAATGTATTGTC
GGTTGGTTCAATTGT





