IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.001G155600

Gene Model: Sobic.001G155600.2.p
Description: SbEXPA-02

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
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Peptide

>ShEXPA-02

MARGYAYGYSHIQTAAAALLVGWALAAALPAAAFAPSAWSKGSATFYGGSDASGT

MGGACGYGNLYAQGYGTRTAALSTALFNDGASCGQCYRLVCDASTDPRWCRRGGR
GASVTVTATNFCPPNYALASNGGGWCNPPRQHFDMAQPAWERIGVYQGGIVPVLFR

RVPCRRRGGVRFTVSGRDYFELVLVTNVAGAGAVRAMDVRGTSSAGWMPMSRNW

GANWQSLAYLNGQGLSFRVTADDGQTVVFADVVPPSWTFGQTYASRLQFK*

CDS (coding sequence)
>ShEXPA-02

ATGGCGCGCGGTTACGCTTACGGTTACAGCCACATACAGACCGCCGCAGCCGCGC
TGCTGGTCGGCTGGGCGCTGGCCGCCGCCTTGCCGGCCGLCGGLCGTTCGCGLCLCGTC
CGCCTGGAGCAAGGGCAGCGCCACGTTCTACGGCGGCAGCGACGCGTCCGGCAC
CATGGGCGGCGCGTGCGGTTACGGGAACCTGTACGCGCAGGGGTACGGGACGCG
GACGGCGGCGCTAAGCACGGCGCTGTTCAACGATGGCGCGTCGTGCGGGCAGTG
CTACAGGCTGGTCTGCGACGCGTCCACGGACCCGCGGTGGTGLCLCGLCCGLGGTGGL
CGGGGCGCGTCGGTGACCGTCACGGCGACCAACTTCTGCCCGCCCAACTACGCGC
TCGCCTCCAACGGCGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGGC
GCAGCCGGCGTGGGAGCGGATCGGCGTCTACCAGGGCGGGATCGTGCCGGTGCT
GTTCCGCCGCGTGCCCTGCAGGCGCCGCGGCGGGGTCCGGTTCACGGTCAGCGGC
AGGGACTACTTCGAGCTCGTGCTCGTCACCAACGTGGCCGGCGCCGGCGCLCGTGL
GCGCCATGGACGTCAGGGGCACCAGCTCCGCTGGATGGATGCCCATGTCCAGGA
ACTGGGGCGCCAACTGGCAGTCCCTGGCGTACCTCAACGGGCAGGGGCTCTCGTT
CCGGGTCACCGCCGACGATGGGCAGACCGTCGTGTTCGCCGACGTCGTGCCGCCG
TCGTGGACGTTCGGGCAGACGTACGCGAGCAGGCTGCAGTTCAAGTAG

Nucleotide
>ShEXPA-02

ATGGCGCGCGGTTACGCTTACGGTTACAGCCACATACAGACCGCCGCAGCCGCGC
TGCTGGTCGGCTGGGCGCTGGCCGCCGCCTTGCCGGCCGLCGGLCGTTCGCGCLCGTC
CGCCTGGAGCAAGGGCAGCGCCACGTTCTACGGCGGCAGCGACGCGTCCGGCAC
CATGGGTACGTTTTTATAAATGTAATGTAAAAGGCAGGCTCCATCTCTTTGACGA
CTGACGCACACGCACCGCCGAATAATGCACGCAGGCGGCGCGTGCGGTTACGGG



AACCTGTACGCGCAGGGGTACGGGACGCGGACGGCGGCGCTAAGCACGGCGCTG
TTCAACGATGGCGCGTCGTGCGGGCAGTGCTACAGGCTGGTCTGCGACGCGTCCA
CGGACCCGCGGTGGTGCCGCCGCGGTGGCCGGGGCGCGTCGGTGACCGTCACGG
CGACCAACTTCTGCCCGCCCAACTACGCGCTCGCCTCCAACGGCGGCGGGTGGTG
CAACCCGCCGCGGCAGCACTTCGACATGGCGCAGCCGGCGTGGGAGCGGATCGG
CGTCTACCAGGGCGGGATCGTGCCGGTGCTGTTCCGCCGCGTGCCCTGCAGGCGC
CGCGGCGGGGTCCGGTTCACGGTCAGCGGCAGGGACTACTTCGAGCTCGTGCTCG
TCACCAACGTGGCCGGCGCCGGCGCCGTGCGCGCCATGGACGTCAGGGGCACCA
GCTCCGCTGGATGGATGCCCATGTCCAGGAACTGGGGCGCCAACTGGCAGTCCCT
GGCGTACCTCAACGGGCAGGGGCTCTCGTTCCGGGTCACCGCCGACGATGGGCA
GACCGTCGTGTTCGCCGACGTCGTGCCGCCGTCGTGGACGTTCGGGCAGACGTAC
GCGAGCAGGCTGCAGTTCAAGTAGACCACATGGGCATGGGCTGGGCCGAATTGA
TCGAAGTCGTCGGCCGTGGCGTGCTTTGCTGGTGGGTCTCTGTCACTGTCAGTTTA
GCTGCCCGCCTACGCGTGCTGAGCCCAACCCAGACACTATCTCTGCTTGTAAAGT
TGTAATGTCAGCGTTGTCGGCCATTTTTTTTTGGTCTTCCTTGTGTGTATTGATGAT
GATGATGCGTGTCAGTGTTAATGAACTTTTGGTAATCTATAATTAAGGATATAAG
TGTTTGTGGCATGGAACCATATCTGAAAACATTGGTTTTACAATTACAAGGAAGA
GAAGGCAGGAAATGAACCTACCCTAGTTGTTCAGAGTTCAGACCACCCAATGTCA
AGGACT



