IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.004G119900

Gene Model: Sobic.004G119900.1.p
Description: SbEXPA-23

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
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Query seq.
Superfanilies

+ Name Accession Description Interval E-value
[+] PLNDO193 super family 4 expansin-A; Provisional 42-253 1.64e-95
SEQUENCES

Peptide

>ShEXPA-23

MGMAPARVLGFVSLAVACMLAIMAAAGDAATSTPSSPTPTTGWLKAHATFYGGAD
ASDTMGLGPYSARALGRRTSCPSLRAGTGDRKRANPRFCKPGVTVTITATNFCPPNS
ALPDGGWCNQQRPHFDMAQPAFEKIGVYTGGIIPVMYKRVPCVKRGGVRFTINGHD
YENLVLVTNVAGAGSIKSMDVKTSNSNSWIPMARNWGANWHSLTHLTGQMLSFRV
TDTDGQTIEFTNVVPQGWKFGQTFASKLQFK*

CDS (coding sequence)
>ShEXPA-23

ATGGGTATGGCTCCAGCTCGAGTTCTTGGATTCGTGTCGCTCGCAGTCGCCTGCAT
GCTGGCCATCATGGCCGCCGCTGGTGACGCCGCCACCAGCACTCCGTCGTCTCCG
ACGCCGACCACCGGATGGCTGAAGGCGCATGCCACGTTCTACGGCGGCGCCGAT
GCCTCTGACACCATGGGATTGGGCCCCTATTCCGCGAGGGCCCTCGGCCGTCGCA
CCTCCTGCCCTTCCCTTAGGGCCGGCACTGGCGACCGCAAAAGAGCCAACCCCAG
GTTCTGCAAGCCTGGCGTCACAGTCACCATCACGGCCACCAACTTCTGLCCCGCCC
AACTCGGCGCTGCCCGACGGCGGCTGGTGCAATCAGCAGCGCCCGCACTTCGACA
TGGCGCAGCCGGCGTTCGAGAAGATCGGCGTCTACACCGGCGGCATCATCCCCGT
CATGTACAAGAGGGTTCCTTGTGTGAAGCGAGGTGGGGTGCGGTTCACAATCAAT
GGTCACGACTACTTCAATCTCGTACTCGTGACCAATGTTGCAGGAGCTGGCTCCA
TCAAGTCAATGGACGTCAAGACCTCCAACTCCAATAGTTGGATACCAATGGCACG
CAACTGGGGTGCGAATTGGCACTCTCTTACGCACCTTACTGGACAGATGCTCTCA
TTTAGAGTAACGGACACGGATGGACAAACTATTGAATTCACAAACGTTGTGCCAC
AAGGATGGAAGTTTGGCCAAACGTTTGCATCCAAGTTACAATTCAAGTGA

Nucleotide
>ShEXPA-23

AACACAAACAATCTCTAGCTAGACACTAGCAGAACAAATAAACCAGTCCGTGCA
CTCAGCATCCCAGCTCCACGTTCTGTGCAGTTTCAAGGCCGGCATACAAACCCCC
GAGCAGTATGGGTATGGCTCCAGCTCGAGTTCTTGGATTCGTGTCGCTCGCAGTC
GCCTGCATGCTGGCCATCATGGCCGCCGCTGGTGACGCCGCCACCAGCACTCCGT
CGTCTCCGACGCCGACCACCGGATGGCTGAAGGCGCATGCCACGTTCTACGGCGG
CGCCGATGCCTCTGACACCATGGGTAAGCAGCAAGCTAAGTCGCTCTCTCTATGT



TTTGCCATGCATGGTTTATTACCTAAAGCTAGCACAGGCAGAGCTAATAACTGTA
TCAAATTGTATTTATTCGCACGAGGGGCGTGCGGGTACGGGAACCTCTACTCCCA
GGGCTACGGCACGCGGACGGCGGCGCTGAGCACGGTGCTCTTTTAGGATGGGGC
CTCATGCGGCCAGTGCTACAAGATCGCGTGCGACCGCCAGTGTCGGTCCTATAAT
TTTGGGCCCTCTGGCGAATTTATCGTGACGACCTCTCTATAAACTATAAAAATCTT
ATAATAATATAAGTTAATTTTATTCATAAGAAGAAAGTAAATTGAATCATATATA
GATAAACTGCACTTCTTGTCTTTTCATTTTTTCAAAGCCCCTGACAAATGTTTCTTA
GGTAACACTCTAAAATTCTAACATATGACTTTATGAGTACAAAGTACTAGAGAAA
AATTAGATAAGAAAAAAAACCTAGTTCCTAAACATTTGGGACATGAACTAATTCA
GAATCAGAATCATGATTCACAAATCACAAAAAATAAAAGGGTAGAAGGAAAGAA
CCAGATCACATGTCATAGCCCTCGTCGAGCCTTGCCAGCTGGTCATCACCGTTGTC
ATTTGGATTTTGGAATAGCCCTCGTCGAGCCCTGCCAGCTGGTCATCGCCGTTGTC
GTTTGGATTTTGGAAGACTAGAACTCAAACGCAAAGGTTTCAGTATTATCCACTG
CAGCTGGTGATCACGTTGTGAACTAGTGATCGTGTTGCTGATGTCGTTGTGTCTCT
CCTCGCGGTCTCGCCGTCTCACGAGAAGTCTAAAAGTCGTGACTCGTGATGGCTA
TGTGTGGTAGCATGTGTACGGGCATTGGCGGCTTAGCTCCTTGGCTCACGACTTTT
TTTTAGTGATAGACCTGCTGCATCGTATATATGTATGTACTAATAAATAAGGACT
ATAGTTAAAAAATATGTGGTATTATATATTTAGGATTGGGCCCCTATTCCGCGAG
GGCCCTCGGCCGTCGCACCTCCTGCCCTTCCCTTAGGGCCGGCACTGGCGACCGC
AAAAGAGCCAACCCCAGGTTCTGCAAGCCTGGCGTCACAGTCACCATCACGGCC
ACCAACTTCTGCCCGCCCAACTCGGCGCTGCCCGACGGCGGCTGGTGCAATCAGC
AGCGCCCGCACTTCGACATGGCGCAGCCGGCGTTCGAGAAGATCGGCGTCTACAC
CGGCGGCATCATCCCCGTCATGTACAAGAGGTACATTTTATGAGTTTAATTGCCG
ATTAAGTGTGTAGTCTCTACTGATAACAAATTTATGCATGATGGATGCAATATCCT
GTCTTGAGTAAAGTAAAAATGCATGCTTTAATTTGCAGGGTTCCTTGTGTGAAGC
GAGGTGGGGTGCGGTTCACAATCAATGGTCACGACTACTTCAATCTCGTACTCGT
GACCAATGTTGCAGGAGCTGGCTCCATCAAGTCAATGGACGTCAAGACCTCCAAC
TCCAATAGTTGGATACCAATGGCACGCAACTGGGGTGCGAATTGGCACTCTCTTA
CGCACCTTACTGGACAGATGCTCTCATTTAGAGTAACGGACACGGATGGACAAAC
TATTGAATTCACAAACGTTGTGCCACAAGGATGGAAGTTTGGCCAAACGTTTGCA
TCCAAGTTACAATTCAAGTGAGCTCCGTACGTGCAGGATTTCGAGTGACCCAAAT
AGTTGCGCACTTGTGGGAGTATATATGATTCGAAGACGCTCAAAATGTATGCATG
CATGTATGGAGTTGCTGGAGTCGTACACTATATATATATAGACATGCATTACTTGT
ATATATAAATACGGATTCTTAGCATCTATTTCTAATTGTGTATATTCATGTTTAAA
TTAAATTTATGTTGTGTGTATAAAGATACGAGAGCGTGCATATCCTCTCAAGCCA
CATTTATTCTG




