
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.007G019900 

Gene Model: Sobic.007G019900.1.p 

Description: SbEXPA-32 

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-32 

MDPSSSSSRFPAAAAVVAAALLLLLPALSSAGDDDWQQWQAAHATFYGDESGADT

MQGACGYGDLLQQGYGLETTALSVALFNEGWSCGGCYEIRCQGSTFCPRGGAPVTV

TATNLCPANYSKPNENWCNPPLRHFDLSKPMFLRLVTDFHVGIIPVEYRRVACANKR

GGVRFEMKGNRWWVAVLVFNVAGAGDVKAVAAKGSRDGGQWVDLSRSWGQVW

TNGDGRSVGEGLSFRVVAGDGRAVVLDDAVPPGWAFGQSFEGRGQF* 

CDS (coding sequence) 

>SbEXPA-32 

ATGGACCCTAGTTCGTCGTCGTCTCGCTTTCCGGCGGCGGCCGCGGTGGTGGCGG

CAGCACTGCTGCTGCTTCTGCCGGCGTTGTCGTCGGCCGGCGACGACGACTGGCA

GCAGTGGCAAGCGGCGCACGCCACGTTCTACGGCGACGAAAGCGGCGCCGACAC

CATGCAGGGTGCGTGTGGCTACGGCGACCTGTTGCAGCAGGGGTACGGGCTGGA

GACGACGGCGCTGAGCGTGGCGCTCTTCAACGAGGGCTGGTCCTGCGGCGGCTGC

TACGAGATACGGTGCCAGGGGAGCACGTTCTGCCCCCGCGGCGGCGCGCCGGTG

ACGGTGACGGCGACGAACCTGTGCCCGGCGAACTACTCGAAGCCGAACGAGAAC

TGGTGCAACCCGCCGCTGCGGCACTTCGACCTGTCCAAGCCCATGTTCCTGCGCC

TCGTCACCGACTTCCACGTCGGGATCATCCCCGTGGAGTACCGCCGCGTGGCGTG

CGCCAACAAGCGCGGCGGCGTCCGGTTCGAGATGAAGGGCAACCGGTGGTGGGT

CGCCGTGCTCGTCTTCAACGTCGCCGGCGCTGGCGACGTCAAGGCCGTCGCCGCG

AAGGGGTCCCGCGACGGCGGGCAGTGGGTCGACTTGTCGCGCAGCTGGGGACAG

GTGTGGACGAACGGCGATGGACGGAGCGTCGGGGAGGGCCTCTCGTTCCGCGTC

GTCGCCGGCGATGGACGCGCCGTCGTGCTCGACGACGCCGTGCCGCCTGGGTGGG

CGTTCGGCCAGAGCTTCGAGGGCAGGGGCCAGTTCTGA 

Nucleotide 

>SbEXPA-32 

ATCTCCAGCAACAAATATATACTTCCAAACTGAAATTCATATACACAGTGATTAA

TGCAAAATCTTCCCCTGGGATTTCACCGCTGACTGTATATATGCAGGTTGTCAATT

AGCAAAATCCCAACAAATCTTGCTAATTTCGTCAACGCGCAAAAAAGAAAAAGA

CCATTTTTTTTAAAAAAAAAAAGACTGTCATTGGCTGCTCGCCAGCTCTATATATA

CCTGGCTTTTGCAATGATCTGAACCAGCACACGGCTGCACACTACACCAGTCCAA



AAGCCCGTTTCGTCAGTGGCTTACATGGACCCTAGTTCGTCGTCGTCTCGCTTTCC

GGCGGCGGCCGCGGTGGTGGCGGCAGCACTGCTGCTGCTTCTGCCGGCGTTGTCG

TCGGCCGGCGACGACGACTGGCAGCAGTGGCAAGCGGCGCACGCCACGTTCTAC

GGCGACGAAAGCGGCGCCGACACCATGCGTGAGTCTCTTGCATGCTCTGCTGTTC

GTCGTCACGCACGTTCTAACCTTTTTTTTTTCCCCAATCGGTGACGGTGCGTCCAT

GCATGCAGAGGGTGCGTGTGGCTACGGCGACCTGTTGCAGCAGGGGTACGGGCT

GGAGACGACGGCGCTGAGCGTGGCGCTCTTCAACGAGGGCTGGTCCTGCGGCGG

CTGCTACGAGATACGGTGCCAGGGGAGCACGTTCTGCCCCCGCGGCGGCGCGCC

GGTGACGGTGACGGCGACGAACCTGTGCCCGGCGAACTACTCGAAGCCGAACGA

GAACTGGTGCAACCCGCCGCTGCGGCACTTCGACCTGTCCAAGCCCATGTTCCTG

CGCCTCGTCACCGACTTCCACGTCGGGATCATCCCCGTGGAGTACCGCCGCGTGG

CGTGCGCCAACAAGCGCGGCGGCGTCCGGTTCGAGATGAAGGGCAACCGGTGGT

GGGTCGCCGTGCTCGTCTTCAACGTCGCCGGCGCTGGCGACGTCAAGGCCGTCGC

CGCGAAGGGGTCCCGCGACGGCGGGCAGTGGGTCGACTTGTCGCGCAGCTGGGG

ACAGGTGTGGACGAACGGCGATGGACGGAGCGTCGGGGAGGGCCTCTCGTTCCG

CGTCGTCGCCGGCGATGGACGCGCCGTCGTGCTCGACGACGCCGTGCCGCCTGGG

TGGGCGTTCGGCCAGAGCTTCGAGGGCAGGGGCCAGTTCTGACACACCTGTACGC

AAGGGATGTTTGCAATTGCTAGCGTCCGTCCATGCTTTGTATTCACCGGCGCCTGT

TCTTTAGTTTTCAAATTGCCAAGATGTCGTTTATGGAAAACCTGTGTTTTTTTTTAT

TATCAATCATCATCAAACTGAGAAATGCAAAAGGTTTTGATTA 


