
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.001G238200 

Gene Model: Sobic.001G238200.1.p 

Description: SbEXPA-07 

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 

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


 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SbEXPA-07 

MHQTGLKHLHPHIPCLGTPNTHPRSSILFSICIQLSISNDEMANSFMLCTVVVASCLAV

AAAGWSQGTATFYGGVDASGTMGGACGYDNLYNAGYGVNNAALGPTLFNDGASC

GQCYLITCDTSRSGGQWCKPGNSITVSATNLCPSNYALPNGGWCGPGRPHFDMSQPA

WEHIGIYSAGVVPVLYQQVKCSRTGGVRFSLAGSQYFLLVNIQNLGGSGSVGAAWV

KGDKTGWIQMSRNWGANWQALAGLVGQGLSFAVTTTGGQYIQFWNVVPGWWQF

GQTYSTTQNFYY* 

CDS (coding sequence) 

>SbEXPA-07 

ATGCATCAAACCGGCCTGAAACATCTTCATCCTCATATTCCCTGCTTAGGAACAC

CGAACACACACCCTCGATCGTCAATCTTGTTCTCTATCTGCATCCAGCTCTCCATT

TCGAACGACGAAATGGCCAATTCCTTTATGCTGTGCACGGTGGTTGTTGCGTCGT

GCCTCGCCGTCGCCGCCGCCGGCTGGTCTCAAGGCACTGCCACTTTCTACGGCGG

AGTCGACGCGTCCGGCACGATGGGCGGCGCATGCGGGTACGACAACCTGTACAA

CGCGGGGTACGGCGTGAACAACGCGGCGCTGGGCCCGACCTTGTTCAACGACGG

CGCGTCGTGTGGGCAGTGCTACCTCATCACCTGCGACACGTCACGGAGCGGCGGG

CAGTGGTGCAAGCCGGGCAACTCCATCACGGTGTCCGCCACCAACCTGTGCCCGT

CCAACTACGCGCTGCCCAACGGCGGGTGGTGCGGCCCGGGGCGCCCCCACTTCGA

CATGTCGCAGCCGGCGTGGGAGCACATCGGCATCTACAGCGCCGGCGTCGTCCCG

GTCCTGTACCAGCAGGTCAAGTGCTCGCGCACCGGCGGCGTGCGCTTCAGCCTCG

CCGGCTCCCAGTATTTCCTGCTCGTCAACATCCAGAACCTCGGCGGCAGTGGCTC

TGTGGGCGCTGCGTGGGTGAAGGGTGACAAGACGGGGTGGATCCAGATGTCCAG

GAACTGGGGCGCCAACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAG

CTTCGCCGTTACCACTACCGGCGGGCAGTACATTCAGTTCTGGAACGTGGTGCCT

GGGTGGTGGCAGTTCGGACAGACCTACTCCACAACCCAGAATTTCTACTACTAA 

Nucleotide 

>SbEXPA-07 

ATGCATCAAACCGGCCTGAAACATCTTCATCCTCATATTCCCTGCTTAGGAACAC

CGAACACACACCCTCGATCGTCAATCTTGTTCTCTATCTGCATCCAGCTCTCCATT

TCGAACGACGAAATGGCCAATTCCTTTATGCTGTGCACGGTGGTTGTTGCGTCGT

GCCTCGCCGTCGCCGCCGCCGGCTGGTCTCAAGGCACTGCCACTTTCTACGGCGG



AGTCGACGCGTCCGGCACGATGGGTAAGAATGCATGCATTCATTTCTGTACAGAG

GTCAAGAACTATATTGTATAGACGGTACATTCGCGTACGCATACTAAAGAATCAC

TTCGTCACACTGATGCATGCATGTTTTTATATATGATATGATACACGTACAGGCGG

CGCATGCGGGTACGACAACCTGTACAACGCGGGGTACGGCGTGAACAACGCGGC

GCTGGGCCCGACCTTGTTCAACGACGGCGCGTCGTGTGGGCAGTGCTACCTCATC

ACCTGCGACACGTCACGGAGCGGCGGGCAGTGGTGCAAGCCGGGCAACTCCATC

ACGGTGTCCGCCACCAACCTGTGCCCGTCCAACTACGCGCTGCCCAACGGCGGGT

GGTGCGGCCCGGGGCGCCCCCACTTCGACATGTCGCAGCCGGCGTGGGAGCACA

TCGGCATCTACAGCGCCGGCGTCGTCCCGGTCCTGTACCAGCAGGTCAAGTGCTC

GCGCACCGGCGGCGTGCGCTTCAGCCTCGCCGGCTCCCAGTATTTCCTGCTCGTC

AACATCCAGAACCTCGGCGGCAGTGGCTCTGTGGGCGCTGCGTGGGTGAAGGGT

GACAAGACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAACTGGCAGGCG

CTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTTACCACTACCGGCGGGC

AGTACATTCAGTTCTGGAACGTGGTGCCTGGGTGGTGGCAGTTCGGACAGACCTA

CTCCACAACCCAGAATTTCTACTACTAATAAGACCCTACTGCCGACGACGCCGAG

GAAGCTCGATGGATGTCCTCCTTATTTGCCCCATTTCTTGAGGTTTAGTCGAGTGG

CGAGTGCATTCTCTTGATTCTGACGCAGAGCTAAATGCACTTGTTGCTGTTGTATC

ATATTATATTGCTTCTTTGGCGACCCCCGGATTGACGTCCATCCTACGTGATGCTC

CAGCTCTGCTGGAGGAAATAATGGAAGGGTAGGATGAACAAGAGAAGGGGATCG

ATCGGTGACATCTCTCATACACCTGAATGTTTTTTACAGCTTTATTTGTAGATAAG

ACACATTTTTTCTTAGTATGCATCGTATGGGTACATACACCGAATTATATATAAGT

TCTATATGTCAAAAATACTTTGGATACATTTTGGCTCCATCTTGCAATGATTTCTA

GTTAT 




