IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.004G238801

Gene Model: Sobic.004G238801.1.p
Description: SbEXPA-29

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
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DOMAIN ARCHITECTURE

Superfanilies PLNOOOS0
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PTARO0S aom 121535 expansin A: Provisions = ==
SEQUENCES

Peptide

>ShbEXPA-29

MAPRQAVLAAVVLAALFPLALSRGLGLVHGHVRPHAHGLGLGHHHPRPHPQQQPH
GHAPLGGGAWSSAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTALFNS
GLSCGACFEVRCDAAGGGSHSCLPGSVVVTATNFCPPNNALPSDDGGWCNPPRAHF
DMSQPVEQRIALYRAGIVPVSYRRVACNKKGGIRFTINGHSYFNLVLVTNVGGAGDV
HAVAVKGERSAGWQALSRNWGQNWQSNTLLDGQALSFRVTTSDGRSVVSNNAAPR
GWAFGQTFSGAQFN*

CDS (coding sequence)
>ShEXPA-29

ATGGCGCCTCGCCAAGCCGTCCTGGCGGCCGTGGTCCTCGCCGCGCTGTTCCCGC
TCGCCCTCTCTCGCGGGCTGGGCCTGGTGCACGGGCATGTGCGGCCGCACGCGCA
CGGGCTGGGGCTTGGCCACCACCACCCCAGGCCGCACCCCCAGCAGCAGCCGCA
CGGCCACGCACCGCTCGGAGGTGGCGCGTGGTCCTCGGCTCACGCCACCTTCTAC
GGCGGCGGCGACGCGTCCGGCACCATGGGCGGGGCGTGTGGGTACGGCAACCTC
TACAGCCAGGGGTACGGCACCAACACGGCGGCGCTGAGCACGGCGCTCTTCAAC
AGCGGCCTCAGCTGCGGCGCCTGCTTCGAGGTGCGCTGCGACGCGGCGGGLCGGL
GGGAGCCACTCGTGCCTGCCGGGCTCCGTCGTGGTGACGGCCACCAACTTCTGCC
CTCCCAACAACGCGCTCCCCTCCGACGACGGCGGCTGGTGCAACCCGLCCCCGLGL
CCACTTCGACATGTCGCAGCCCGTGTTCCAGCGCATCGCGCTCTACAGGGCCGGC
ATTGTCCCCGTCTCCTACCGCAGGGTCGCGTGCAACAAGAAGGGCGGCATCCGGT
TCACAATCAACGGCCATTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGGCGG
CGCCGGCGACGTGCACGCGGTGGCCGTGAAGGGCGAGCGCTCCGCGGGGTGGCA
GGCGCTGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACACGCTCCTGGACGG
GCAAGCGCTCTCGTTCCGCGTCACCACCAGCGACGGCCGCTCCGTGGTCTCCAAC
AACGCCGCCCCCCGCGGCTGGGCCTTCGGCCAGACCTTCAGCGGCGCCCAGTTCA
ACTGA

Nucleotide
>ShEXPA-29

CCCTCCCGCCCGCCACGCCTTCCAATGGTGCCCGCCAGAAATCCCGTGTCCCTAC
GCGGGTAGCTGGGCGACTTTTCCAGGGCATGGCCTGACCCCACGCCACTCCTCCG



TCCCGCAGGCCGCCGCGCGCCGCAGTGCCCCACACCCGCAACCACCGTCCATCCC
CCGTCCCGCCCACGCCCTGCGCGCCCCGGCACCATGCGCACCGCGLCGLCGGLGGTT
TGAAACCCTTCCGCCGCCTCCCCCTCTATTTATCCCCCGCACAGCCCCCCACCCCA
CATCACCTCACTACACTTCACTCCCTAGCCGCCCCTGCGCTGCGCCGCACCGTGCG
CCGCTCCGCACCTTCGTTCCCCCAGCCGGCCCCGCCCAAACCCAATGGCGCCTCG
CCAAGCCGTCCTGGCGGCCGTGGTCCTCGCCGCGCTGTTCCCGCTCGCCCTCTCTC
GCGGGCTGGGCCTGGTGCACGGGCATGTGCGGCCGCACGCGCACGGGCTGGGGL
TTGGCCACCACCACCCCAGGCCGCACCCCCAGCAGCAGCCGCACGGCCACGCAC
CGCTCGGAGGTGGCGCGTGGTCCTCGGCTCACGCCACCTTCTACGGCGGCGGCGA
CGCGTCCGGCACCATGGGTACGTGAGCGAACCCCAATCTCGAACATTGCGCAGTA
CTACTTGTAGATTTCCGTCCCGTGCTGAGATATTTGGGACTGAATTTTCACATCTG
AATGCAGGCGGGGCGTGTGGGTACGGCAACCTCTACAGCCAGGGGTACGGCACC
AACACGGCGGCGCTGAGCACGGCGCTCTTCAACAGCGGCCTCAGCTGCGGLCGCCT
GCTTCGAGGTGCGCTGCGACGCGGCGGGCGGLCGGGAGCCACTCGTGCCTGLLGG
GCTCCGTCGTGGTGACGGCCACCAACTTCTGCCCTCCCAACAACGLCGLCTCCCCTC
CGACGACGGCGGCTGGTGCAACCCGCCCCGCGCCCACTTCGACATGTCGCAGCCC
GTGTTCCAGCGCATCGCGCTCTACAGGGCCGGCATTGTCCCCGTCTCCTACCGCA
GGTCCGTGGTGAAATCAACCCGCTGGTTCTTGTTTGCAATTTCGATTTTTGGCATT
TTCTTTGAACAAAAGAAGAAAGGAAATCGAGCAGATCTGACGGAGTCGCGCTTG
TTTCTTTCCAATCCTACGTTGGCTGCTGCTGCAGGGTCGCGTGCAACAAGAAGGG
CGGCATCCGGTTCACAATCAACGGCCATTCCTACTTCAACCTGGTGCTGGTGACC
AACGTGGGCGGCGCCGGCGACGTGCACGCGGTGGCCGTGAAGGGCGAGCGCTCC
GCGGGGTGGCAGGCGCTGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACACG
CTCCTGGACGGGCAAGCGCTCTCGTTCCGCGTCACCACCAGCGACGGCCGCTCCG
TGGTCTCCAACAACGCCGCCCCCCGCGGCTGGGCCTTCGGCCAGACCTTCAGCGG
CGCCCAGTTCAACTGAACACCCGACACCCCGTTCGTTCCCGCAGCGTCGTCGTCTT
GTCGACGCAGTGGTGGTAGTACCAGTAGTTCGTCGGTCGTGGTAGAGTCGTCGGT
CCACCCCCAATTGGAGCTTGCCGAGAGAGGCGCCATGGTTTTATGAGTGGTGCAT
CTCGCATTGGCTCCTGGGAATTACCAGTAGTTTTAGGCCTAGTATTAGCGCAGGTT
TTATCGTGCTGGGCATGGTGTGTGTTGGCGTTCCTGGGTTGTTTCGGCTTGGGAAT
TGGAAGTGGTGGTAAAGGCTGGCTTGGAGATTAACGGAGGCAGGCCGCCTTGTA
TCACCCGCCAATTAAGCGTTTTGGGCCTCATGGTGATGGCCTCTTTTGAGAAGAG
ATGTTTTGTGGTTTGTGGGTTATCAAGTGCGGTTGTAATGAACCTATATCAAGTTA
CTGTTATCCTTT



