
IDENTIFICATION 

Species: Sorghum bicolor 

Locus: Sobic.001G516500 

Gene Model: Sobic.001G516500.1.p 

Description: SbEXLA-02 

Family: Expansin Like Alpha 

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 

>SbEXLA-02 

MAVLTAASTTLPLLLLVWLWLPLLASACDRCVRHSKAAYYTSSLTLAGGSCGYGTE

AASFSAGFLAAASPALYRAGVGCGACFQVRCKDKKLCAAAGARVVVTDRARTNRT

DLVLSSTAFAAMARPGVAKRLAALRTVDVEYKRVPCEYKHRNLSVRVEDKSRAPGD

LAIRFLYQGGQTDIVAVDVAQVGSSNWKFMTRDNGPAWSTSQAPPGPLQLRVVVTG

GYDGKWVWADREVLPRRWRAGEVYDTGVQITDIAQEGCFPCDTHEWE* 

CDS (coding sequence) 

>SbEXLA-02 

ATGGCCGTCCTCACCGCCGCCTCCACCACGCTCCCGCTGCTGCTCCTCGTCTGGCT

ATGGCTCCCGCTCCTCGCGTCCGCCTGCGACCGCTGCGTGCGCCACTCCAAGGCC

GCCTACTACACCTCCTCGCTCACCCTCGCCGGTGGCTCCTGCGGGTACGGCACCG

AGGCCGCCTCCTTCAGCGCCGGCTTCCTCGCCGCCGCCAGCCCCGCGCTGTACCG

CGCCGGCGTCGGCTGCGGCGCCTGCTTCCAGGTGCGGTGCAAGGACAAGAAGCT

CTGCGCCGCGGCGGGCGCCAGGGTGGTGGTCACGGACCGCGCCAGGACCAACCG

CACCGACCTCGTGCTCAGCAGCACCGCGTTCGCGGCCATGGCGCGCCCCGGCGTG

GCCAAACGTCTCGCCGCCCTCCGCACCGTCGACGTCGAGTACAAAAGGGTGCCGT

GCGAGTACAAGCACAGGAACCTGTCGGTGAGGGTGGAGGACAAGAGCCGCGCTC

CGGGCGACCTCGCCATCAGGTTCCTCTACCAGGGCGGCCAGACCGACATCGTCGC

CGTCGACGTCGCGCAGGTGGGTTCGTCCAACTGGAAGTTCATGACGCGCGACAAC

GGGCCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGGCCGCTCCAGCTCAGGGTG

GTGGTGACGGGCGGCTACGACGGCAAGTGGGTGTGGGCCGACCGCGAGGTGCTG

CCGCGGCGGTGGCGCGCCGGCGAGGTCTACGACACGGGCGTCCAGATCACTGAC

ATCGCCCAGGAGGGCTGCTTCCCCTGCGACACGCACGAGTGGGAGTGA 

Nucleotide 

>SbEXLA-02 

CACGCGAATGGCATGATGTACACCTCGCTCCTACTCGCGCCCGTCGACGTCACGT

AGTATCCCGTCCCTGTCGCTCTCATCTACTAGTGTGGCGGCAAAACGCTAGTCACT

TATACGGCCTGTTCATTCCGTCCGTTCGGGTACACCACACCACACCGGCTAGTTAC

GGTTACGGCGGCGAGGAGCGTGGGTAGCTGGAGCTGCGGCGAGCAAAGTGGAGC

GTGCTGTTCTAGTGACCGTGGCCGAACTATAGCTAATGTGAGGTTTGGTGTATAA



AAGCAGTCGTGAAACACAAGCTGCCCCGAGTCCCTCACTCGAGCCAAGAAGAAG

GCCAAAGCAAACCAACCATCAAGTCATCCATCGGCCAAGACGATGGCCGTCCTC

ACCGCCGCCTCCACCACGCTCCCGCTGCTGCTCCTCGTCTGGCTATGGCTCCCGCT

CCTCGCGTCCGCCTGCGACCGCTGCGTGCGCCACTCCAAGGCCGCCTACTACACC

TCCTCGCTCACCCTCGCCGGTACGTACACGACGGCTCCATCGCGTCCTCCTCCTTC

TCTAGCAACTCACCCGCCGTGGATTCGGATTGCTGCGGCATGGCACGATGCAGGT

GGCTCCTGCGGGTACGGCACCGAGGCCGCCTCCTTCAGCGCCGGCTTCCTCGCCG

CCGCCAGCCCCGCGCTGTACCGCGCCGGCGTCGGCTGCGGCGCCTGCTTCCAGGT

ACGGTACCTGCTACTGCTGCTGCTACTGCTACCTTCACCAATCAAATCACCAGCC

AGGCCGGCGCCGATCGCGCTCTCGATTCCCAATCAGTCGCCCCTGTGCTGTGCTG

TGCTGTGCTGTGCGTGTCCCCCTGATTCGTCTCGCCTCGGCGTGCCCCCACTGCGC

GCAGGTGCGGTGCAAGGACAAGAAGCTCTGCGCCGCGGCGGGCGCCAGGGTGGT

GGTCACGGACCGCGCCAGGACCAACCGCACCGACCTCGTGCTCAGCAGCACCGC

GTTCGCGGCCATGGCGCGCCCCGGCGTGGCCAAACGTCTCGCCGCCCTCCGCACC

GTCGACGTCGAGTACAAAAGGTAAAGAAAAACAACAACACCTGTGTTTTTTCACC

AACCGTGTCATGCTGCCTTTCATTCATATTCATCCTATACGGGGTACTAGTAGGAG

TAGCTAGCATAGAATAGGACAGGACAGGAGGAAGAACAGTTGGGCGGTTGGTTG

CCGCCATAAACTCTAGCTTGAATGAATGAATTGCATGCGAATGGAAACACATCGA

ACACCCAACCGAGACCAGACAGGACGATGATGGCTGAGTTTTGTCATCGCCACGC

ATGTGCAGGGTGCCGTGCGAGTACAAGCACAGGAACCTGTCGGTGAGGGTGGAG

GACAAGAGCCGCGCTCCGGGCGACCTCGCCATCAGGTTCCTCTACCAGGGCGGCC

AGACCGACATCGTCGCCGTCGACGTCGCGCAGGTACGGCCGTCGACGTCGTGCTT

GCAGACGAAATTCCGGATTTGGATTGGATTGGATTGGATTGGATTGAAATAAAGG

GAGTTTTACTCTTGGACTGCATGCAGGTGGGTTCGTCCAACTGGAAGTTCATGAC

GCGCGACAACGGGCCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGGCCGCTCCA

GCTCAGGGTGGTGGTGACGGGCGGCTACGACGGCAAGTGGGTGTGGGCCGACCG

CGAGGTGCTGCCGCGGCGGTGGCGCGCCGGCGAGGTCTACGACACGGGCGTCCA

GATCACTGACATCGCCCAGGAGGGCTGCTTCCCCTGCGACACGCACGAGTGGGA

GTGAACGGCACAAGCCAGAAGCAGAAGCTGGAACGGGAATTGGCCCGAGGTGGC

CCTGAATTCCACTGTAGAATTGCTCTAGCTCCTCTGTGTCGCTGCCTTTTTGGCTG

GGCCTTGGTCACCGGAGGACTTGAGAGAGAGACGACTAACAGATGCTGACAGAG

TGGCACACGAGAGGAGGAATCCCCTCTCTCTCCCCTGTACAGTAGTAGCAGTAGT

AGGGTCCCGGCGGACGCCAGAAAAAATAATGAAACGAAAGAACGGCCGCCTTGA

GCGAGCGTGAAGCAACGAGCAACTTCGCCGCCGGCCATGGCCGATTTTCAACCG

GATCACATGGCTCGTCTCGTCGTCGTTGCTTCTGCCAACGTACTTCTCGCATGTCT

GCCTTTCTGTTCCCTGCCTCGTTTGAGCTGTCTGTAATGTACAGAACAGAACGCTG

ACGTTGGTGGATAAGCTCTGTTAGGCTTGCTGATTTTTGGCATAATTTGTTACGAG

CTCGACTGTAGTAATAATTGATATCATAATACAGTTGGGAGGGACACACCGGTTG

TTTGCAGTTAGCTTTGTCTACGGTGCTTACATTGCTTGGCTAGCTTAAGGCCCTGT

TTAGATT 




