
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.007G166500 

Gene Model: Sobic.007G166500.1.p 

Description: SbEXPA-35 

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


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SbEXPA-35 

MGKRFLHQLLAVVLALFVSPARSGDWLPATATFYGGADGSDTMGGACGYSDLYEQ

GYGINNAALSTALFNDGASCGQCYVIICDSSKTQWCKPGNNWVVVSATNFCPPNWD

LPAVGDLPAGGWCAPPRPHFDMSQPAWENIGIYSAGVINVLYQRVKCWKSGGVRFTI

AGFNGFYMVLITNVAGSGSIQSMAVKGNSTDWIPMYRNWGANWHCLSGGLVGQGL

SFALVSTGGQNLVFKDVVPAWWQFGQTYTTYQNFDY* 

CDS (coding sequence) 

>SbEXPA-35 

ATGGGCAAACGTTTCCTCCACCAACTGCTCGCTGTCGTCCTTGCACTCTTCGTCTC

GCCGGCGAGATCGGGCGACTGGCTTCCGGCCACCGCCACGTTCTATGGTGGCGCT

GACGGCTCCGACACAATGGGTGGCGCGTGTGGGTACAGCGACCTGTACGAGCAG

GGCTACGGCATCAACAACGCAGCGCTGAGCACGGCGCTCTTCAACGACGGCGCG

TCGTGCGGGCAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCCAGTGGTGCA

AGCCCGGCAACAACTGGGTTGTCGTCTCTGCCACCAACTTCTGCCCGCCTAACTG

GGACCTCCCCGCCGTCGGAGACCTCCCCGCCGGCGGCTGGTGCGCCCCGCCGCGG

CCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTACAGCGCCG

GCGTCATCAACGTCCTCTACCAGCGAGTCAAGTGCTGGAAGAGCGGCGGCGTGC

GCTTCACCATCGCCGGCTTCAACGGCTTCTACATGGTGCTCATCACCAACGTCGCC

GGCAGCGGCTCCATTCAGAGCATGGCGGTGAAGGGCAACAGCACGGATTGGATC

CCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCG

GACAGGGCCTTAGCTTCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTTCAA

GGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACTTACACCACCTACCAGAAT

TTCGACTACTAA 

Nucleotide 

>SbEXPA-35 

AAACCTGTCTACTGTCTCTCTAGTACCTAGCCGCAGCATCTGGGAGATCGGGACG

GGGATCGATTGCCGGCCATTTCTGAGCGAGCAAGATGGGCAAACGTTTCCTCCAC

CAACTGCTCGCTGTCGTCCTTGCACTCTTCGTCTCGCCGGCGAGATCGGGCGACTG

GCTTCCGGCCACCGCCACGTTCTATGGTGGCGCTGACGGCTCCGACACAATGGGT

AATAACCTAGCTATATATACCGTTGTCTTTGCGTTGTTCAGTATAGATTTCCATCT



GACACGCACTAACATGATTGACCGGTCCGAGCACGACACTAAAAAGCATGGTTC

AAGCACGGTATAGCCCGGTGGTAGTATCATACCTGGGCCATAACTTCGGCCCGCA

GTGCCGGCACGGACACAACACATCTAATAGGCTGGCACCACGTCGGCCTGATTAT

TTCCACCGTTTAGATGCTTTGAGGATACATCATGACCATTAGATGTATTCTGAGTC

ACATATATAAACATCACGCAACCTTTTCAAACTCTAACTCCCTAGCCAGCGGAGC

AGACACATCCTTGCTCCTTCTCCGACATTTGAACAGCCGAACACCTCTGTCTCTCG

CTCGCTTGACCAGTGGCCATGCAGATCCTAAGCCACTCCCTTCATTGCTCCCTACG

TCTTGTACTACCCTTGAGACATGGCTGCGACGACACGGTGGCCTAGCGCAAGGCA

TAGCTGCTGCGGTGGTGGCTCGGTGGCCTAGCGCAAGGCATAGCTGCAAGATGTG

GCTGCTGCTACGGCCACTCTCTCTCTCTCCCGCATGGCTATACGACAGCGGTGAC

GCCTGTCTTCTCCTTGAGACAGGGCGCAACGAGCTTCTCGACTCCTCCTGAAGCC

ATGGGCCAGCACAGGGCACGATGGGCCACCGTGCTTATCTACACGGCACGACAC

AACTAAGGAGTCATAATGTCGTGCCTGAGTCGATAGGTTGGCACGATGGTCCGAG

ACGACACGGCACAGTAGAACATAGTGTCGCATAATGCCAGAACCGGCCATCCGT

TTGGCCAAGTATATAATGTTCAGGGTCCGCATGCATGCATGCATGCATTGCAACA

CATACTGATCTGATGGATGAGCACGCATACACATGCAGGTGGCGCGTGTGGGTAC

AGCGACCTGTACGAGCAGGGCTACGGCATCAACAACGCAGCGCTGAGCACGGCG

CTCTTCAACGACGGCGCGTCGTGCGGGCAGTGCTACGTCATCATCTGCGACAGCA

GCAAGACCCAGTGGTGCAAGCCCGGCAACAACTGGGTTGTCGTCTCTGCCACCAA

CTTCTGCCCGCCTAACTGGGACCTCCCCGCCGTCGGAGACCTCCCCGCCGGCGGC

TGGTGCGCCCCGCCGCGGCCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACA

TCGGCATCTACAGCGCCGGCGTCATCAACGTCCTCTACCAGCGAGTCAAGTGCTG

GAAGAGCGGCGGCGTGCGCTTCACCATCGCCGGCTTCAACGGCTTCTACATGGTG

CTCATCACCAACGTCGCCGGCAGCGGCTCCATTCAGAGCATGGCGGTGAAGGGC

AACAGCACGGATTGGATCCCCATGTACAGGAACTGGGGCGCCAACTGGCACTGC

CTCTCCGGCGGGCTCGTCGGACAGGGCCTTAGCTTCGCGCTCGTCTCCACCGGCG

GCCAGAACCTCGTCTTCAAGGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAAC

TTACACCACCTACCAGAATTTCGACTACTAAGAATCTATATACAATGCTTCATTCA

TTCATTCCACAATTTGTAGCTAGTTTGGAAATCACTTTATATTATTATACAACCGT

GCGCCAACTGATCATTGAGAGGATATATATGTTGTAACTTGTAAGTAAAGTACTT

GGTTATTTCCTCTAAAAAAGTACACTCTCTTGGTTAT 


