
IDENTIFICATION 

Species: Sorghum bicolor Rio 

Locus: SbRio.01G333700 

Gene Model: SbRio.01G333700.1.p 

Description: SbrEXLA-01 

Family: Expansin Like Alpha 

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/SbicolorRio_v2_1  

KEGG:- 

EXTERNAL RESOURCES 

https://www.sorghumbase.org/post/sorghum-bicolor-rio 

https://phytozome-next.jgi.doe.gov/info/SbicolorRio_v2_1
https://www.sorghumbase.org/post/sorghum-bicolor-rio


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SbrEXLA-01 

MAVVTRGAASLPLVLLLPVLVVVFFFAAPSPANGCDRCVRRSKATYQASSLALNAGS

CGYGSLAASFNGGFLAAASPELYRGGVACGACYQVRCRDSELCSAAGAKVVVTDQ

ARTSSNRTGLVLSAAAYAAMATAGAGKAARLRDRRVVDVEYKRIPCEYAKDRNLSI

RVEEKSRPPSDLSIRFLYQGGQTDIVAVDVATVGSSNWRFMTRGHGPAWSTAQAPA

GPLQLRLVVTGGYDGKWVWAESEVLPRRWEAGRVYDTGVQVSDVAQEGCYPCDT

HQWQ* 

CDS (coding sequence) 

>SbrEXLA-01 

ATGGCTGTCGTCACCAGAGGCGCCGCGTCCCTGCCCCTCGTCTTGCTGCTCCCAGT

CCTAGTCGTCGTCTTCTTCTTCGCGGCGCCGTCGCCGGCCAACGGCTGCGACCGCT

GCGTGCGCCGGTCCAAGGCCACCTACCAGGCTTCGTCGCTAGCCCTCAACGCCGG

TTCGTGCGGGTACGGCTCCCTCGCCGCGTCCTTCAACGGCGGCTTCCTCGCCGCCG

CCAGCCCCGAGCTCTACAGGGGCGGCGTCGCCTGCGGTGCCTGCTACCAGGTGCG

GTGCAGGGACAGCGAGCTGTGCAGCGCGGCGGGCGCGAAGGTGGTGGTGACGGA

CCAGGCGCGGACGTCGTCGAACCGCACGGGCCTGGTGCTGAGCGCCGCGGCGTA

CGCGGCCATGGCCACCGCCGGCGCCGGCAAGGCCGCGCGCCTCAGGGACCGCCG

CGTCGTCGACGTCGAGTACAAGAGGATACCCTGCGAGTACGCCAAGGACCGCAA

CCTGTCGATACGCGTGGAGGAGAAGAGCCGGCCGCCGAGCGACCTCTCCATCAG

GTTCCTGTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTCGCCACCGTC

GGGTCGTCCAACTGGCGGTTCATGACGCGGGGCCACGGGCCGGCGTGGAGCACG

GCGCAGGCGCCGGCGGGGCCGCTGCAGCTGCGGCTGGTGGTGACCGGCGGGTAC

GACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGACGGTGGGAGGCC

GGCCGCGTCTACGACACCGGGGTGCAGGTATCCGACGTCGCGCAGGAAGGGTGC

TACCCCTGCGACACGCACCAGTGGCAGTAA 

Nucleotide 

>SbrEXLA-01 

AATTCCAGCAAGCGCCGTCAGCTGCCATATATTCAATCATTTCCATATAAAAATG

CAGTGCTACTCCAATCTGGCTACCCAGGAAATCGAATGCTACCAAAAAAGCAGC



AGGATTACATCGATAATGAACGGCATTTAGTTACTATCCATCAGCACCACCAGGC

TGGAGTACGTCCTTACCAACGAACGGCCACGTGCCAGGCTGCCGGGAACCGCCAT

GTACTACGAGTAGTACCAGGACGAGGAGTTTCTCCGACGACTCGCTGACGCGCCC

CCGCGCTGCGGCACGCGTGTCCCGGAGGTCGGTGGCCGCCCCCCTCCCGCTGGCC

CCTGTGTCCCAGAAGCCTCTCTCGCTATATCCGTCCCACGGCGCCGTGCTTCGCTG

CCAAAGTCCCAACCGCGTCCTCGTGTCCAAAACATTCTGCGGCCTGTTGGAGGGC

AGGGCAGCACCAAGTATCAGTCTAGCCCCGACCTGGCACCAGCAAGCTTCTTTTC

TGCCCCGCGGTGGCCAGAATCGGAAACCACAGCGGCAGGCAAAACCTTGCGGCG

TCCGCGTGGAAGTGGAGTCGGCCGTCGCCGCATAAAGCCAGAGCCGGCGATCCT

GCTGTGCCCAGCAATCCCCTCTTCTGTTCTCCCAACTAGGAAACAAAACTGCTTTC

GTCCAGCCTTCTTCGACCTCGGCCGGGCTCGATCGGTCCCGTCCATGGCTGTCGTC

ACCAGAGGCGCCGCGTCCCTGCCCCTCGTCTTGCTGCTCCCAGTCCTAGTCGTCGT

CTTCTTCTTCGCGGCGCCGTCGCCGGCCAACGGCTGCGACCGCTGCGTGCGCCGG

TCCAAGGCCACCTACCAGGCTTCGTCGCTAGCCCTCAACGGTACGCACGCACGCT

GCCCGCAGCTGCCTTTCTCGTGCGTTTCGGATCATCTCGTCGTCTGTTTCTTCCTGT

GGCGTGCACGATTAATTAATTTGATCGGATCTTTTGGTTGCTGGATGAATTGGCGC

AGCCGGTTCGTGCGGGTACGGCTCCCTCGCCGCGTCCTTCAACGGCGGCTTCCTC

GCCGCCGCCAGCCCCGAGCTCTACAGGGGCGGCGTCGCCTGCGGTGCCTGCTACC

AGGTAGTACCTTCTTTTACTTCGCCGGAGCTGTCGGCAGCAATTCCTCTGTTTTTT

TTTCTTGGTGAGCAAATCTGTTGGATTTGTCTGTAGTAATAAAGCAACGAAGTAA

CGAACGGCTGGCATTTGCCAGGTGCGGTGCAGGGACAGCGAGCTGTGCAGCGCG

GCGGGCGCGAAGGTGGTGGTGACGGACCAGGCGCGGACGTCGTCGAACCGCACG

GGCCTGGTGCTGAGCGCCGCGGCGTACGCGGCCATGGCCACCGCCGGCGCCGGC

AAGGCCGCGCGCCTCAGGGACCGCCGCGTCGTCGACGTCGAGTACAAGAGGTAC

CTACTAGTAGTTTGCTCTGCCAGCACGGTGTCCGTCCGTCCGTCCGTGCGTAGGGT

CATCATCTCAGCTTTCGGTCCCCACGACACGAGCCGACGAGGAAAATGAGATGG

ATTTTTTGTACGCCCGCGCAGGATACCCTGCGAGTACGCCAAGGACCGCAACCTG

TCGATACGCGTGGAGGAGAAGAGCCGGCCGCCGAGCGACCTCTCCATCAGGTTC

CTGTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTCGCCACCGTAAGCC

AATTTCTTCCTAGTAGTACTGTACTACCAAACAGGGACATTTCACCCCTGTTTGGC

TGTTTGTTTGTTGTGTTTCCCAACGGGTTTTGAAAGGGGAGGTCGTCAGCAAGCA

ACGGTTCGAACGAACGCACCGGCGCGACGTGACGTGGTGTGGTTTGTTTTTTTGG

GGGGGCAGGTCGGGTCGTCCAACTGGCGGTTCATGACGCGGGGCCACGGGCCGG

CGTGGAGCACGGCGCAGGCGCCGGCGGGGCCGCTGCAGCTGCGGCTGGTGGTGA

CCGGCGGGTACGACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGAC

GGTGGGAGGCCGGCCGCGTCTACGACACCGGGGTGCAGGTATCCGACGTCGCGC

AGGAAGGGTGCTACCCCTGCGACACGCACCAGTGGCAGTAAGACGCCGCACGGG

CTCACTGTGGATTGTATACATTGTTTGTACAGCTCTTTTTTCTTTTCCTTTGGTTTG

TTTTTGGTTTCCGTCGATTTTCGGATGGATGGACGAAAGATATGAAAATGATGAG

CGGAATCGGAGAGTGAAATCAAATCCCAAACAAACGTGCCGTTGCGACTTGGTTC

GGTTCGGCCGTGTTGCTGCTCCCCCACTCACTTTTGTTGGGTGAGCAGCGGAGTTG

GAGCGCACGATGCGTGTGCTGTGTGCATGATGGATGAATGGCTTTTGGTCGTCCC

TCGTCAACGACGTGGAGTGTTTTGCAGTTGAGCTCCGCGCCCGCTCCCTCAGGCT

CAGGACCACTCGTTCCGAACTGAACGGGCAGAGCAGATGCCGTCGTCATGACGA

GGAAGTGAGGTCAAGAGTTATCGGACCTCACACGGACGGTGTCGAATCGGAAAG

GAAGGAATGTTCGGCAGATTCAGCAAACCGCGCCGTTACATTTCCATGCCAAGCA

AGCACGAGCAACGGCTCCGAAAGCGCTTGTGTAAGCACGGCACACATATATTGA



TCTTGTGACGTTGTCTGTGTCTGGGTGCTGCCGTCGATTTATACATTGTAATTTAT

AAAACAATTCTTTTAAGTCTAGTTAGATTTTATTAAATACAGTGAGACGAGTGGA

ATGTAGTGATGTTGCGTTTCGGGAGCCTGTCGTGCCTGCTACCCTCCACTCAAAA

GAAACATGCCCTCAGTGGTTTTCACGACAAAAAGAAGTCTATTTTTCATTCTCTAA

GAAAGTCTATTTTTTCTTATGAACTTCAAAATCAGATAAATTATCTCTCTTAACTT

TTAAAA 




