IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.004G120000

Gene Model: Sobic.004G120000.1.p
Description: SbEXPA-24

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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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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PLNO1SS
List of domain hits d

+ Name Accession Description Interval E-value
[+] PLND0193 super family ci33423 expansin-A; Provisional 44-245 162e-101

SEQUENCES
Peptide
>ShEXPA-24

MGMAPARVLGFVSLAVACMLAIMAAAGDAAATSTPSSPTPTTRWLKAHATFYGGA
DASDTMGGACGYGNLYSQGYGTRTAALSTTLFQDGASCGQCYRIACDRKRADSSAA
QRRQRPHFDMAQPAFEKTGVYTGGIIPVMYKRVPCVKRDGVRFTINGHDYFNLVLV
TNVAGAGSIKSMDVKTSNSNSWIPMARNWGANWHSLAHLTGQMLSFRVTDTDGQT
IEFTNVVPQGWKFGQTFASKLQFK*

CDS (coding sequence)
>ShEXPA-24

ATGGGTATGGCTCCAGCTAGAGTTCTTGGATTCGTGTCGCTCGCAGTAGCCTGCA
TGCTGGCTATCATGGCCGCCGCTGGTGACGCCGCCGCCACCAGCACTCCGTCGTC
TCCGACGCCGACCACCAGATGGCTGAAGGCGCATGCCACGTTCTACGGAGGCGC
CGATGCCTCTGACACCATGGGCGGCGCGTGCGGGTACGGCAACCTCTACTCCCAG
GGCTACGGCACGCGGACAGCGGCCCTGAGCACGACTCTATTTCAGGATGGGGCCT
CATGTGGCCAGTGCTATAGGATCGCGTGCGACCGCAAGAGAGCCGACTCCAGCG
CTGCCCAACGGCGGCAGCGCCCGCACTTCGACATGGCGCAGCCAGCATTTGAAA
AGACTGGCGTCTACACCGGCGGCATCATCCCCGTCATGTACAAGAGGGTTCCTTG
TGTGAAGCGAGATGGAGTGCGGTTCACAATCAACGGTCACGACTACTTCAATCTC
GTGCTTGTGACCAATGTTGCAGGTGCTGGCTCCATCAAGTCAATGGATGTCAAGA
CCTCCAACTCCAATAGTTGGATACCAATGGCACGCAACTGGGGTGCGAACTGGCA
CTCTCTTGCGCACCTTACTGGACAGATGCTCTCATTTAGAGTAACAGATACGGAT
GGACAAACTATTGAATTCACAAATGTTGTGCCACAAGGATGGAAGTTTGGCCAAA
CGTTTGCATCCAAGTTACAGTTCAAGTGA

Nucleotide
>ShEXPA-24

ATGGGTATGGCTCCAGCTAGAGTTCTTGGATTCGTGTCGCTCGCAGTAGCCTGCA
TGCTGGCTATCATGGCCGCCGCTGGTGACGCCGCCGCCACCAGCACTCCGTCGTC
TCCGACGCCGACCACCAGATGGCTGAAGGCGCATGCCACGTTCTACGGAGGCGC
CGATGCCTCTGACACCATGGGTAAGCTAAGTCGCTCTCTCTGTATTTTGCCTTGCA
TGGTTTGTTACCTAAAGCTAGCACAGGCAGAGCTAACTGCATCAAATTGTATTTC
TTGGCAGGCGGCGCGTGCGGGTACGGCAACCTCTACTCCCAGGGCTACGGCACGC



GGACAGCGGCCCTGAGCACGACTCTATTTCAGGATGGGGCCTCATGTGGCCAGTG
CTATAGGATCGCGTGCGACCGCAAGAGAGCCGACTCCAGGTTCTGCAAGCCCGG
CGTCACAGTCACCGTCACGGCCACCAACTTCTGCCCGCCCAACTCAGCGCTGCCC
AACGGCGGCAGCGCCCGCACTTCGACATGGCGCAGCCAGCATTTGAAAAGACTG
GCGTCTACACCGGCGGCATCATCCCCGTCATGTACAAGAGGTAGATTTGATGAGT
AATTGCCGATTAAGTGTGTAGTCTCTGCTGCTCTGATGACAAAATTAAGCATGAT
GCATGCAATATCTTATCTTGAGTAAAGTAAAAATATGCATGCTTTAATTTGCAGG
GTTCCTTGTGTGAAGCGAGATGGAGTGCGGTTCACAATCAACGGTCACGACTACT
TCAATCTCGTGCTTGTGACCAATGTTGCAGGTGCTGGCTCCATCAAGTCAATGGA
TGTCAAGACCTCCAACTCCAATAGTTGGATACCAATGGCACGCAACTGGGGTGCG
AACTGGCACTCTCTTGCGCACCTTACTGGACAGATGCTCTCATTTAGAGTAACAG
ATACGGATGGACAAACTATTGAATTCACAAATGTTGTGCCACAAGGATGGAAGTT
TGGCCAAACGTTTGCATCCAAGTTACAGTTCAAGTGA



