
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.010G268700 

Gene Model: Sobic.010G268700.1.p 

Description: SbEXPA-39 

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-39 

MVSSLPLFLLLLLSAASFGDGVRLGNGGYEDWRLGTATYVKESQSHPLNDGGGACG

YGDLDIFRYGRYTAGLSAALFGRGSACGGCYELRCVNHIQWCLRGSPTVVVTATDFC

PANMGVADEVAGGWCNFPREHLELSEAAFLRVAKAKADIVPVQFRRVSCDRAGGM

RFTITGSAHFLQVLITNVAADGEVTAVKVKGSRTGWIPMGRNWGQNWQCDADLRG

QPLSFEVTGGRGRTVTAYSVAPADWMFAQTFEGKQFAE* 

CDS (coding sequence) 

>SbEXPA-39 

ATGGTGAGCTCGCTGCCTCTGTTCTTGCTGCTGCTGCTATCTGCAGCCAGCTTCGG

CGACGGCGTGAGGCTCGGCAATGGCGGCTACGAGGACTGGAGGCTCGGCACCGC

CACCTACGTCAAGGAGTCCCAGTCGCACCCTCTCAACGACGGTGGTGGCGCCTGC

GGTTACGGCGACCTGGACATCTTCAGGTACGGCCGGTACACGGCGGGGCTGAGC

GCGGCGCTGTTCGGCCGCGGCAGCGCCTGCGGCGGCTGCTACGAGCTCCGGTGCG

TCAACCACATCCAGTGGTGCCTCCGGGGCAGCCCCACGGTGGTGGTGACGGCCAC

GGACTTCTGCCCCGCCAACATGGGCGTCGCCGACGAGGTGGCCGGCGGCTGGTGC

AACTTCCCGCGGGAGCACCTCGAGCTGTCGGAGGCCGCCTTCCTCCGCGTCGCCA

AGGCCAAGGCCGACATCGTGCCCGTGCAGTTCCGGAGGGTGAGCTGCGACAGGG

CGGGCGGCATGCGGTTCACCATCACCGGCAGTGCTCACTTCCTGCAGGTGCTGAT

CACCAACGTGGCGGCGGACGGCGAGGTGACGGCCGTGAAGGTGAAAGGGTCGAG

GACGGGGTGGATCCCGATGGGACGGAACTGGGGCCAGAACTGGCAGTGCGACGC

CGACCTCCGCGGCCAGCCACTGTCGTTCGAGGTCACCGGCGGGAGGGGCAGGAC

GGTCACCGCCTACAGTGTCGCGCCAGCGGACTGGATGTTCGCGCAGACGTTTGAG

GGAAAGCAGTTCGCCGAGTAG 

Nucleotide 

>SbEXPA-39 

ACTTGTGAGGCAATCCCGATCTGTTGATGAACTGGATTGGGATCAGCCAGCCAGC

CAGCCCTGGTGCCGATTTGGTAAAATGGCACGTTTGAGAGGGCGCCAGTGCAAA

AGACATTCTCTCGTCTCGAGTCCTCTGCGGCTCTGCTCCCCGTCTTCTCCCTCCCG

GGCCAGGCCAGCCATGTCCTCAAAAGGGCAGCCCCCGCGGCGGCTGCTGCCTGC

AAATCCCAATAAAGCCACTGCAGAAAGGAAGCGGGCAAAAGCCGCCTCGCCTTC



CCTTCTACTCCTACACAACCCGCCGGTCCTCCCTCTGCCCCGCTCTGTCACCTTTG

ACTCCCCCCATCCCGGTCTCCTCCTCTCCATTCCGCTCCCATCACCACCACCGGCC

AAGCAAACACACTGCACATTTCAGTTCAGACAGTCCAAGAACAGCGCCACCAAA

GAAACGAAAGGCCGCTGTTCTTGCTGCTGCCGTTCTTGCTCGGGTAGGATAGGAG

AGCTCCCTGCCGCTGGTTGATCAACAGAGGCGCGGCTGCGACTGCGAGCAGACG

GGCGGGCGGCATGGTGAGCTCGCTGCCTCTGTTCTTGCTGCTGCTGCTATCTGCAG

CCAGCTTCGGCGACGGCGTGAGGCTCGGCAATGGCGGCTACGAGGACTGGAGGC

TCGGCACCGCCACCTACGTCAAGGAGTCCCAGTCGCACCCTCTCAACGACGGTAT

GTGTCTCAGTGCCTGCGTTTGTTCCAGCCTGCCTCGCAGTCGTAGCACAATCTCGA

CCAACATCGGCGATGCTCAGTCGTCAGTCAGAGTCGGTTTTCTTTCCCTCCTCTTC

TACCCCGGCCGGCCTTTCTGCATTTTTGGTGGATGAAAGGTAGTCAATGCTTCTTC

CCTCTCTTCCACCAGAGATTGCGAATGTCGTCTGCAGAAACGATTCCATTCCATG

GGCGAGAAGATAGTGTGGTGTTGTTTAGATCCGAGCGTAGCTGCTTACTGCAAAG

TCGCCAAAAATCACACACACGCGAAGAGAGATTCACCAATGGAACTTCTTCCCCC

TTTTTCCTTCCTGGCTTCTTCAGATTGAGTGATTCTTGGGACTGAACATTCCAAGC

ATGAATTCATTTGAAGCACTATCTTGATTTGACAAAGGTACTGCAGAAAAACCAT

TTTTTTTTTCTGGAGGGTTGATGGTAGTCTTGTAGAGCACTAATGCTATTGCTATC

CTTTAACGGCCAAAAGGAAAGGGGTTATGGAGTACCCCTTTTATTTATTTATTTTT

AAGGACAAGTTATGGAGTACATTTTCGGCGCTAAATGGGCTTTCAAGTTTTGTGG

CCTTTGCCTTTTGAGAAAGTTGTAGTTGACGCACATTGAATGGGTGCATTGACAA

ATTCATGTGAGGCAAGCTAGTACTACCAGTACAGTGAGAGGTTTCCTTACTGCTG

CCCTGTTACTGTTTTTGACAACTCATGGAGGAGCGAGGTTGCAGTTGCATACAGT

GATTTTCTGTGCGATGTTAGAAATAACATAATTGACATACTACACTTCATTCATTG

CGAGTGTACTTCAGGTCCTAAAACATCCAGTCCAGACTATTTGGAATGTAGTAAT

TTCACTACAATTTCGTTTGAAACAGTTAAATTCTCGCAAGATTGAGAAAATTCTA

ACGAGGACTAAAGTTCTAACTTCATGGATTCAAGAATTTCCATCTTCCCATCGCTC

CATGTTTTCTGACATTGCATACTGCTTGTTGGTGCCGTGCCTGATGCAATGGCGGT

TGGTTCCTGCAGGTGGTGGCGCCTGCGGTTACGGCGACCTGGACATCTTCAGGTA

CGGCCGGTACACGGCGGGGCTGAGCGCGGCGCTGTTCGGCCGCGGCAGCGCCTG

CGGCGGCTGCTACGAGCTCCGGTGCGTCAACCACATCCAGTGGTGCCTCCGGGGC

AGCCCCACGGTGGTGGTGACGGCCACGGACTTCTGCCCCGCCAACATGGGCGTCG

CCGACGAGGTGGCCGGCGGCTGGTGCAACTTCCCGCGGGAGCACCTCGAGCTGTC

GGAGGCCGCCTTCCTCCGCGTCGCCAAGGCCAAGGCCGACATCGTGCCCGTGCAG

TTCCGGAGGTACGTTTGCTTTACGTTTATACATGCCTCACGCCGCCTTGAACTGCT

CCATGTTTTGTTTTTCTTTTTCCTCTTTTTTCAAGGCTTACAAAATTTGAGTCAAAG

AACAGGCAGAACAACTGTGCTGCATTGGAATTGTTTTTTTTTTTGAAAGGAAGCT

GCATTGGAATTGTGTTAGCAATACTTTATAGGAGAAAACAAACAGATTAGGAGG

GGGCGTTGAGCTGCTTGCTGCTCGCTCTGTCAACTTGGCTGAGCCTGAATATGCA

AAGCCATGGGACATGGCGCGCTATCATTCTTGAGCTGCGCAATCGGTGTGGTTTT

TTTTAAGCCTGACACTGCACTGCCTTTTGCGAAAGCCCAGAATGATGTTGGATGA

TTAGAATTGGATCGTAGAATATCGGATGAATGTCTGAAGCCACTTTGGAATGCAT

CAGGCTCTCGGAAGCACAGAGAAAAGAAAACATCAGCTTTTCAGTCAGTGGTCCT

CCTTTTTGTTTTCAAATCTGTCACTTGCGTTTTCAATTATGAGCACTTGCCCGTTTT

CAGACAAGTGTTATGAGTGTGTTCCGACTACTGCAAGAGTGCACAGCAAGTATCC

TTTATTTGAGTTTATTATGTCAGAATACCAAATTAACTTATCCTGCCATTTGCGCC

TACTGAACACCTTTTCGATCTGAAAAAAACAACACCACCTGTTCGTCTTTTTCAGA

AGAGAAGAGGCCATTCCACTATGATCACCACCATCAGCAAATGGAGCTTTTCTTT



TTCTTTTTCTTTTTTTATTTCGGGATATGATCATTATGATGCAGCTGAACTTTTTTG

GCGATATGGTGGTGGTGCAGGGTGAGCTGCGACAGGGCGGGCGGCATGCGGTTC

ACCATCACCGGCAGTGCTCACTTCCTGCAGGTGCTGATCACCAACGTGGCGGCGG

ACGGCGAGGTGACGGCCGTGAAGGTGAAAGGGTCGAGGACGGGGTGGATCCCGA

TGGGACGGAACTGGGGCCAGAACTGGCAGTGCGACGCCGACCTCCGCGGCCAGC

CACTGTCGTTCGAGGTCACCGGCGGGAGGGGCAGGACGGTCACCGCCTACAGTG

TCGCGCCAGCGGACTGGATGTTCGCGCAGACGTTTGAGGGAAAGCAGTTCGCCG

AGTAGACGTCGAAAAACCAGTCTCCGGTCGACGGTGGTGAATGTAAAGTAGAAT

TATAAGAATTATACAGGTGGGTAATTCTTGCTGGGTTCAGGTCGCGAGTCGTTAT

TATAAGAATTATAAGAAAGTGACAGTCCAAATACGTGCATTATGGCATCTCACCG

TACAACAAGCACTGGAGCTCAGCATTGTAAAACACAGAAGAATGACAACTCA 


