
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.001G238400 

Gene Model: Sobic.001G238400.1.p 

Description: SbEXPA-09 

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-09 

MAPRTMMLALWGVLAASTVVAGVAGWSPGTATFYGGSDGSGTMGGACGYGNLYS

AGYGVNNAALSQTLFNDGASCGQCYTITCDGSRSGSQYCKPGNTVTVTATNLCPPN

YGLPNGGWCGPGRPHFDMSQPSWEKIGVVQGGIIPVLYQQVKCSRSGGVRFNIAGSS

YFLLVNIQNLGGSGSVGAAWVKGTNTGWIQMSRNWGANWQALSGLTGQALSFAVT

TTGGQYIQFLNVAPTWWQFGQTYSTNQQFYY* 

CDS (coding sequence) 

>SbEXPA-09 

ATGGCGCCGAGGACGATGATGTTGGCGCTGTGGGGTGTTCTTGCGGCGTCCACCG

TCGTGGCCGGTGTGGCGGGCTGGTCGCCGGGCACGGCGACCTTCTATGGCGGGTC

CGACGGGTCCGGGACCATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCGC

CGGGTACGGCGTTAACAACGCGGCGCTGAGCCAGACGCTGTTCAACGACGGCGC

GTCGTGCGGGCAGTGCTACACCATCACGTGCGACGGGTCACGATCGGGCAGCCA

GTACTGCAAGCCCGGCAACACCGTCACCGTCACGGCCACCAACCTGTGCCCACCC

AACTACGGGCTCCCCAACGGCGGGTGGTGCGGCCCGGGACGCCCGCACTTCGAC

ATGTCGCAGCCGTCATGGGAGAAGATCGGCGTCGTCCAGGGCGGCATCATCCCG

GTGCTGTACCAGCAGGTCAAGTGCTCGCGGAGCGGCGGCGTGCGCTTCAACATCG

CCGGCTCCAGCTACTTCCTGCTCGTCAACATCCAGAACCTGGGCGGCAGCGGCTC

AGTGGGAGCCGCTTGGGTCAAGGGCACCAACACCGGGTGGATCCAGATGTCTAG

GAACTGGGGCGCTAATTGGCAGGCCCTCTCGGGGCTCACCGGCCAGGCGCTCAGC

TTCGCCGTCACTACCACCGGCGGGCAGTACATACAGTTCCTGAACGTGGCGCCGA

CGTGGTGGCAGTTCGGACAGACCTACTCTACCAACCAGCAGTTTTACTACTGA 

Nucleotide 

>SbEXPA-09 

ATGCACGATCGACACCACGCCGACATTATCGCCGGTCATCTTCCCACTTCAGTTTC

AAGTTTCAGCTCCATCTCCCCTCAACCTCAATCTCCTTGCCTACTTGCTCCTCCTAT

TTAAGCACTGAACCTAGCAAAGGAGATCATCCACCACACCACCACAGTTGCAACT

CACAACTTCCAGATCACACGACAAGACAAATCTGCTCCTTTTTCTGATTATTCCGT

GCTCGTACTCGTAGCAAAGCTGGTCCCAGTCATGGCGCCGAGGACGATGATGTTG

GCGCTGTGGGGTGTTCTTGCGGCGTCCACCGTCGTGGCCGGTGTGGCGGGCTGGT

CGCCGGGCACGGCGACCTTCTATGGCGGGTCCGACGGGTCCGGGACCATGGGCG



GCGCGTGCGGGTACGGCAACCTGTACAGCGCCGGGTACGGCGTTAACAACGCGG

CGCTGAGCCAGACGCTGTTCAACGACGGCGCGTCGTGCGGGCAGTGCTACACCAT

CACGTGCGACGGGTCACGATCGGGCAGCCAGTACTGCAAGCCCGGCAACACCGT

CACCGTCACGGCCACCAACCTGTGCCCACCCAACTACGGGCTCCCCAACGGCGGG

TGGTGCGGCCCGGGACGCCCGCACTTCGACATGTCGCAGCCGTCATGGGAGAAG

ATCGGCGTCGTCCAGGGCGGCATCATCCCGGTGCTGTACCAGCAGGTCAAGTGCT

CGCGGAGCGGCGGCGTGCGCTTCAACATCGCCGGCTCCAGCTACTTCCTGCTCGT

CAACATCCAGAACCTGGGCGGCAGCGGCTCAGTGGGAGCCGCTTGGGTCAAGGG

CACCAACACCGGGTGGATCCAGATGTCTAGGAACTGGGGCGCTAATTGGCAGGC

CCTCTCGGGGCTCACCGGCCAGGCGCTCAGCTTCGCCGTCACTACCACCGGCGGG

CAGTACATACAGTTCCTGAACGTGGCGCCGACGTGGTGGCAGTTCGGACAGACCT

ACTCTACCAACCAGCAGTTTTACTACTGACGATGCGTCCATCGATCGGGACGAAG

CTTTCGAATTCTTATCTGTTTGTTGAGTTGATCTTCCTAGTTTTGTTCGTATATATG

GCGAGGGCCGACGTGCTGTCTCGTGGTTGTGGCGGAGTTTCAGCGCCCGACGAAC

CGTGGCCGTGGCATGCTTGCTGTTCATAGCGCTCATTGTCTGCGTCCTTCAGTCTT

TACCATATATTGGCATAATTACATCATTTACACATATAACAGAATTGTTAACACC

AGTTCAATCAATATGCAAGTTACATTACCCA 




