IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.007G020200

Gene Model: Sobic.007G020200.1.p
Description: SbEXPA-34

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



https://phytozome-next.jgi.doe.gov/info/Sbicolor_v3_1_1
https://www.genome.jp/entry/T01086
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Peptide

>ShEXPA-34

MGKRFLHQLVLAVAVALFVSPVRSGDWLPATATFYGGADGSDTMGGACGYSDLYE
QGYGINNAALSTALFNDGASCGQCYVIICDSSKTQWCKPGNNWVVVSATNFCPPNW
DLPAVGDLPAGGWCAPPRPHFDMSQPAWENIGIYSAGVINVLYQRVKCWKSGGVRF
TMAGFNGFYMVLVTNVAGSGSIQSMAVKGNNTDWIPMYRNWGANWHCLSGGLVG
QGLSFALVSTGGQNLVFKDVVPAWWQFGQTYTTYQNFDY*

CDS (coding sequence)
>ShEXPA-34

ATGGGGAAACGTTTCCTCCACCAGCTGGTACTCGCCGTCGCCGTTGCGCTCTTCGT
CTCTCCGGTGAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTACGGCGGT
GCTGACGGCTCCGACACAATGGGTGGCGCGTGTGGGTACAGCGACCTGTACGAG
CAGGGCTACGGCATCAACAACGCCGCGCTGAGCACGGCGCTCTTCAACGACGGC
GCGTCGTGCGGGCAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCCAGTGGT
GCAAGCCCGGCAACAACTGGGTCGTCGTCTCCGCCACCAACTTCTGCCCGCCCAA
CTGGGACCTCCCCGCCGTCGGAGACCTCCCCGCCGGLCGGCTGGTGCGLCCCCGCCA
CGGCCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTACAGCG
CCGGCGTCATCAACGTCCTCTACCAGCGAGTGAAGTGCTGGAAGAGCGGCGGCG
TGCGCTTCACCATGGCCGGCTTCAACGGCTTCTACATGGTGCTCGTCACCAACGTC
GCCGGCAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCAACAACACGGATTGG
ATCCCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGLTCG
TCGGACAGGGCCTCAGCTTCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTT
CAAGGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACTTACACCACCTACCAG
AATTTCGACTACTAA

Nucleotide
>ShEXPA-34

CCAGCTGGACCCTAACCCTAGAAGCTATATAAGCGCCACCATTGCTGCGGACATT
CCTCACCTCCAAGCTCCAGACCTGTCTACTGTCTCTACTCTCTAGCTAGCTAGTAG
CAGCTGCCGCAGGGATCGATCGATCGCCAGCCGTTTCCGAGCAAGATGGGGAAA
CGTTTCCTCCACCAGCTGGTACTCGCCGTCGCCGTTGCGCTCTTCGTCTCTCCGGT
GAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTACGGCGGTGCTGACGGC



TCCGACACAATGGGTAATAACCTAGCTATACTATACCTTTGTCTTTGTGTTGTTCA
GGGTACGCATGCATGCATTGCCACACATACTGATCTGATCGATGAGCACGCATCA
TGGTTTTAAATCTCCCGCTATAGCTGCCGCTATAGCCTTTTGAAGTAGGGTACCGC
TATTTGTATTCATGTACAATTTAGCCGTTATATCTCGCTATAGCCCGATTTAGCTC
CGCTATTAGCTGTTTTAGACATAAACCGCTAAACACCTTAGCCCGCTATTTAAAA
CCTTGGCACGCATACATGCAGGTGGCGCGTGTGGGTACAGCGACCTGTACGAGCA
GGGCTACGGCATCAACAACGCCGCGCTGAGCACGGCGCTCTTCAACGACGGCGC
GTCGTGCGGGCAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCCAGTGGTGC
AAGCCCGGCAACAACTGGGTCGTCGTCTCCGCCACCAACTTCTGCCCGCCCAACT
GGGACCTCCCCGCCGTCGGAGACCTCCCCGCCGGLGGLCTGGTGCGCCCCGCCACG
GCCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTACAGCGCC
GGCGTCATCAACGTCCTCTACCAGCGAGTGAAGTGCTGGAAGAGCGGCGGCGTG
CGCTTCACCATGGCCGGCTTCAACGGCTTCTACATGGTGCTCGTCACCAACGTCG
CCGGCAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCAACAACACGGATTGGA
TCCCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGT
CGGACAGGGCCTCAGCTTCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTTC
AAGGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACTTACACCACCTACCAG
AATTTCGACTACTAATAAGCGTGTGCACAAGTTATTAATTTATTGGGTCGATCCTC
CAATACCAGAGAATTCAGCGTGTGCTGATTAAGTGATTATATATTGCTTCATATC
ATTTATAGTTTGGGAAATCTCTTTATATTATTTTATATAACCGCCAACGAATCATT
GTAAGTAAAGTACTAAGTTG



