IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.004G121600

Gene Model: Sobic.004G121600.1.p
Description: SbEXPA-25

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
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+ Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A_ Provisional 10-261 2.05e-127
SEQUENCES

Peptide

>ShEXPA-25

MAVPARVFTLLVLASAAGWVSAMAANAPAPPPTGWLKAHATFYGGADASDTMGG
ACGYGNLYSQGYGTRTAALSTVLFQDGASCGQCYKIACDRKRADPRFCKPGVTVTV
TATNFCPPNLALPEGGWCNQQRPHFDMAQPAFEKIGVYNGGIIPVMYKRVPCVKRG
GVRFTINGHDYFNLVLVTNVAAAGSIKSMEVKTSNSSNWSPLARNWGANWHSLAY L
TGQMLSFRLTNTDGQTIEFTDVMPQEWKFGQTFASKLQFK*

CDS (coding sequence)
>ShEXPA-25

ATGGCGGTTCCAGCTCGAGTCTTCACGCTCTTGGTGCTCGCATCAGCTGCCGGTTG
GGTGTCGGCCATGGCAGCTAATGCTCCGGCACCACCACCAACAGGGTGGCTGAA
GGCGCATGCCACCTTCTACGGAGGCGCAGATGCCTCCGACACCATGGGLGGLGL
GTGCGGGTACGGCAACCTCTACTCCCAGGGCTATGGCACGCGGACAGCGGCCTTG
AGCACGGTGCTCTTTCAGGATGGGGCCTCATGCGGTCAGTGCTACAAGATCGCGT
GCGACCGCAAGAGAGCCGACCCCAGGTTCTGCAAGCCCGGCGTCACGGTGACCG
TCACGGCCACCAACTTCTGCCCGCCCAACTTGGCGCTGCCCGAGGGCGGCTGGTG
TAATCAGCAGCGCCCGCACTTTGACATGGCGCAGCCGGCATTTGAGAAGATCGGC
GTCTACAACGGTGGTATCATCCCTGTCATGTACAAGAGAGTTCCTTGCGTGAAGC
GAGGTGGGGTACGCTTCACCATCAATGGGCATGACTACTTCAATCTTGTGCTTGT
GACCAATGTTGCGGCTGCCGGCTCCATCAAATCCATGGAAGTCAAGACCTCGAAT
TCGAGTAACTGGTCTCCATTGGCACGCAACTGGGGTGCAAACTGGCACTCTCTTG
CATATCTTACAGGGCAGATGCTCTCGTTTAGGCTCACCAACACGGATGGACAAAC
TATTGAATTCACAGATGTGATGCCACAAGAATGGAAGTTTGGCCAAACATTTGCA
TCCAAGTTGCAGTTCAAGTGA

Nucleotide
>ShEXPA-25

CAAACTCTATATCCATACCCATACATTACATACACACACCACCAAATTGTTCAGG
CAACAGGGCAGCAGGTCCACTTTCTGAGCTACATATATCTCCAGCTTCTTCTCGTA
CGGTTCTTAGAGGTATGGCGGTTCCAGCTCGAGTCTTCACGCTCTTGGTGCTCGCA
TCAGCTGCCGGTTGGGTGTCGGCCATGGCAGCTAATGCTCCGGCACCACCACCAA
CAGGGTGGCTGAAGGCGCATGCCACCTTCTACGGAGGCGCAGATGCCTCCGACA



CCATGGGTAAGCTAGCTAGCTAGCCACTCAAGAACCATGCATGGGATAGCTTTCA
GATTTCTATCTCTATATATGCCATGAACATGATGCACATCTGTCATCTTGGTCTGA
TCTATCAAATAATATACGTCTACGGTGGTGGTGGCAGGCGGCGCGTGCGGGTACG
GCAACCTCTACTCCCAGGGCTATGGCACGCGGACAGCGGCCTTGAGCACGGTGCT
CTTTCAGGATGGGGCCTCATGCGGTCAGTGCTACAAGATCGCGTGCGACCGCAAG
AGAGCCGACCCCAGGTTCTGCAAGCCCGGCGTCACGGTGACCGTCACGGCCACC
AACTTCTGCCCGCCCAACTTGGCGCTGCCCGAGGGCGGCTGGTGTAATCAGCAGC
GCCCGCACTTTGACATGGCGCAGCCGGCATTTGAGAAGATCGGCGTCTACAACGG
TGGTATCATCCCTGTCATGTACAAGAGGTATTCTTTTATGTCATTTCCTACCTCTTC
CTAGCTAGCCTGGATCTATTAGAAAAAATCAAAACCTTACTAGGATGCAATGCAA
TATCCTAATACTACAACTAATTAATTTCTTGCTTGCATATAGAGTTCCTTGCGTGA
AGCGAGGTGGGGTACGCTTCACCATCAATGGGCATGACTACTTCAATCTTGTGCT
TGTGACCAATGTTGCGGCTGCCGGCTCCATCAAATCCATGGAAGTCAAGACCTCG
AATTCGAGTAACTGGTCTCCATTGGCACGCAACTGGGGTGCAAACTGGCACTCTC
TTGCATATCTTACAGGGCAGATGCTCTCGTTTAGGCTCACCAACACGGATGGACA
AACTATTGAATTCACAGATGTGATGCCACAAGAATGGAAGTTTGGCCAAACATTT
GCATCCAAGTTGCAGTTCAAGTGATGATGAGAGCTCCATCATGCATCTAGGATTA
TTATTTCTGGTGACTCATTTAGTTACAGAAGTTTGATTTAAAGATGTATAGCTGGT
CAAAATGCATGAATAATGGACTTGCTTGTCTTGTACACTTGTACTCATCAGCCACC
GCTATGTATGGCTTTGTATCTCTCATTCTTTCTATTGTACAGTCCTATGTTTAAATT
TATTTTTTATGGTGTATATAAATATGTTCAG



