
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.001G499900 

Gene Model: Sobic.001G499900.1.p 

Description: SbEXPA-14 

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-14 

MARKVDLCRLLVAAVAACLAATTVRAGWQRGSATFYGGANAAGTMGGACGYGN

LYSAGYGTDTAALSLAMFNGGAACGECYQVKCDQQNSRWCKPGVTVTVTATNLCP

ADYSQPSNDGGWCNPPRQHFDMSQPSWEKIGVYSGGIVPVFYQRVSCSRTGGVRFTI

NGNRYFKLVLIFNVAGPGSISAVQIKGSSTGWITMSRNWGANWQANSDLTRQSISFR

VTATNGRFLEFYNVAGSNWQLGQTFTNGQNFY* 

CDS (coding sequence) 

>SbEXPA-14 

ATGGCGCGCAAGGTCGACCTGTGCCGCCTGCTCGTGGCTGCCGTAGCAGCCTGCC

TCGCCGCGACGACGGTCCGGGCCGGGTGGCAGAGAGGCTCGGCGACGTTCTACG

GCGGGGCCAACGCCGCCGGCACAATGGGTGGCGCGTGCGGGTATGGCAACCTGT

ACTCGGCGGGGTACGGCACGGACACGGCGGCGCTGAGCTTGGCGATGTTCAACG

GCGGCGCGGCGTGCGGGGAGTGCTACCAGGTGAAGTGCGACCAGCAGAACAGCC

GGTGGTGCAAGCCGGGCGTGACGGTGACCGTCACCGCCACCAACCTGTGCCCGG

CCGACTACTCCCAGCCCAGCAACGACGGCGGGTGGTGCAACCCGCCGCGGCAGC

ACTTCGACATGTCCCAGCCGTCGTGGGAGAAGATCGGCGTCTACAGCGGCGGCAT

CGTCCCGGTCTTCTACCAGAGGGTGTCCTGCTCCAGGACCGGCGGCGTGCGCTTC

ACCATCAACGGCAACAGGTACTTCAAGCTCGTGCTCATCTTCAACGTCGCCGGGC

CGGGGTCCATCAGCGCGGTGCAGATCAAGGGCTCGTCCACGGGGTGGATCACCA

TGTCCCGGAACTGGGGCGCCAACTGGCAGGCCAACAGCGACCTCACCAGGCAGA

GCATCTCCTTCCGTGTCACCGCCACCAACGGCAGGTTCCTCGAGTTCTACAACGTC

GCCGGATCCAACTGGCAGCTGGGCCAGACCTTCACCAACGGCCAAAATTTCTACT

AG 

Nucleotide 

>SbEXPA-14 

CGCACGGCGCTGCGTCTGGGTGCGGCATGCATGATGAGCATGTGAGTGAGCCCGC

GCGCGCGTCGGGGTTCGCGCGCGTGGTGTGATGAGCTCCGCCTCCGCCTCCCCCG

TCGGCCGCCGCGCTCCTATTTAAGCACCGCCGCGATCACCGCCCTCTCTCCCTCAC

TCATCACTCATCACCTCCACTGCGGGCACGTTGCATCGTCCAGCTCGCTCACTCCC

CCACTATCCATTGTCAACTGATCGACATGGCGCGCAAGGTCGACCTGTGCCGCCT



GCTCGTGGCTGCCGTAGCAGCCTGCCTCGCCGCGACGACGGTCCGGGCCGGGTGG

CAGAGAGGCTCGGCGACGTTCTACGGCGGGGCCAACGCCGCCGGCACAATGGGT

GAGTGATCGATCAATGCAAGACCCTTAGCTTTTCGGTTGCAGTGCGTATATATAT

ATATAGTGAATGCACAGCTGAACAGCTAGCATTGCGACGTACAGGTGGCGCGTG

CGGGTATGGCAACCTGTACTCGGCGGGGTACGGCACGGACACGGCGGCGCTGAG

CTTGGCGATGTTCAACGGCGGCGCGGCGTGCGGGGAGTGCTACCAGGTGAAGTG

CGACCAGCAGAACAGCCGGTGGTGCAAGCCGGGCGTGACGGTGACCGTCACCGC

CACCAACCTGTGCCCGGCCGACTACTCCCAGCCCAGCAACGACGGCGGGTGGTGC

AACCCGCCGCGGCAGCACTTCGACATGTCCCAGCCGTCGTGGGAGAAGATCGGC

GTCTACAGCGGCGGCATCGTCCCGGTCTTCTACCAGAGGGTGTCCTGCTCCAGGA

CCGGCGGCGTGCGCTTCACCATCAACGGCAACAGGTACTTCAAGCTCGTGCTCAT

CTTCAACGTCGCCGGGCCGGGGTCCATCAGCGCGGTGCAGATCAAGGGCTCGTCC

ACGGGGTGGATCACCATGTCCCGGAACTGGGGCGCCAACTGGCAGGCCAACAGC

GACCTCACCAGGCAGAGCATCTCCTTCCGTGTCACCGCCACCAACGGCAGGTTCC

TCGAGTTCTACAACGTCGCCGGATCCAACTGGCAGCTGGGCCAGACCTTCACCAA

CGGCCAAAATTTCTACTAGCGGCGGCGCCATGCCGGTGGCAGCGCCATGCATGCC

GGCCGGCTTTCTGCTCGTCGCGCGATGATTTTCACTTCATTTTTGCATCATCTGGA

AACTTGTCAAAAAAGAAAAAAAGAAGGCCTGATCTTGTTTAGCGTCATTATATTG

CTATGCAAATGTTAGTGACTCAATGCTTTAGCAGCTAGGCGTAGTAGTAATGCGG

TTGGCATGGCTGAGGTAGGTTTTCATGGGTCTCCGGCCGGCCTGATCGAGCTCCT

AGTGCCCGCCATGCCGGCCGCTTTTACGATGAATGATTGTTGCTGGAAAAAGAAA

CCAAGAAAAAAAAAGAGATAATTCTGTCGTGACTGCCTTTGCTTGGACACGAGGT

TAATTAGCGTGGACCTGATCGATGGATGTGCCAAAATGGCGCTTGTTTATTGCGA

GAAGAAACAGACCACATGTGAGTTTAGTGTCGGCA 


