IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.001G499701

Gene Model: Sobic.001G499701.1.p
Description: SbEXPA-12

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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GENE STRUCTURE
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Name Accession Description Interval E-value
[+] PLNOO193 super family ci3342 expansin-A; Provisional 17-248 5.88e-117

SEQUENCES
Peptide
>ShEXPA-12

MDRPLALLAVLAATSFFAPAKGWNYGTATFYGGRDGSGTMGGACGYGNLYQAGY

GTNTAALSSVLFNDGAACGQCYLVMCDSNASPWCRRGAAVTVTATNFCPPNWAQP
SNSGGWCNPPRPHFDMAQPAWERIGVYRAGIIPVLYQQVTCWRQGGIRITIGGSSFFQ
LVQFSNVAGSGSIRSVSVKGTKTGWVALNRNWGANWQCNSALFGQSLSFSVTSTGG
QTLYMTDVVPSWWQIGMAFGSNYNFY*

CDS (coding sequence)
>ShEXPA-12

ATGGACAGACCCCTCGCATTGCTCGCCGTCCTGGCGGCGACGTCGTTCTTCGCGC
CGGCGAAGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCGCGACGGCT
CCGGCACAATGGGTGGCGCGTGCGGGTATGGCAACCTGTACCAGGCCGGGTACG
GGACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAACGACGGCGCGGLCGTGLG
GTCAGTGCTACCTGGTGATGTGCGACAGCAACGCGTCCCCCTGGTGCAGGCGCGG
CGCCGCGGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGLCGCAGCCC
AGCAACAGCGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCGCAG
CCCGCCTGGGAGCGCATCGGCGTCTACAGAGCCGGCATCATCCCCGTCCTGTACC
AGCAGGTGACGTGCTGGAGGCAGGGAGGGATCAGGATCACCATCGGAGGGTCCA
GCTTCTTCCAGCTGGTGCAGTTCTCCAACGTGGCCGGCAGCGGCTCCATCCGGTC
CGTGTCTGTGAAGGGGACCAAGACCGGGTGGGTCGCGCTGAACCGCAACTGGGG
CGCCAACTGGCAGTGCAACTCGGCGCTCTTCGGCCAGTCGCTCTCCTTCTCCGTCA
CCTCCACCGGCGGCCAGACGCTCTACATGACCGACGTCGTGCCGTCGTGGTGGCA
GATCGGCATGGCTTTCGGAAGCAACTATAATTTCTACTAA

Nucleotide
>ShEXPA-12

AGCATCCTACGCATTTGAGCTCCTGGTTTGGTTTACTGAAACCACTACATACTCCT
CCTCTGTATCTGTATTGTTCACTGAGAGATAGAGATAGACGATATATAGATGGAC
AGACCCCTCGCATTGCTCGCCGTCCTGGCGGCGACGTCGTTCTTCGCGCCGGCGA
AGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCGCGACGGCTCCGGCA
CAATGGGTAAGTGAAAAGAACAACTCCAAAGCCACCATAATATATATACATACG
TTTTCCATATACGTACATTTCCCGATCGAGCTAATATATCAACCAGCAATTAATGT
GTGAATAATAATAGGTGGCGCGTGCGGGTATGGCAACCTGTACCAGGCCGGGTA



CGGGACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAACGACGGCGCGGCLGTG
CGGTCAGTGCTACCTGGTGATGTGCGACAGCAACGCGTCCCCCTGGTGCAGGCGC
GGCGCCGCGGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCAGC
CCAGCAACAGCGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCGC
AGCCCGCCTGGGAGCGCATCGGCGTCTACAGAGCCGGCATCATCCCCGTCCTGTA
CCAGCAGTAAGAGTGCAGCGTTGCGTTGCGTTTCGTCTTGCCTTGCTTCTCCGGTC
GGTGAACTGACTGATCGACGGCGACGGCGGTGGTGCAGGGTGACGTGCTGGAGG
CAGGGAGGGATCAGGATCACCATCGGAGGGTCCAGCTTCTTCCAGCTGGTGCAGT
TCTCCAACGTGGCCGGCAGCGGCTCCATCCGGTCCGTGTCTGTGAAGGGGACCAA
GACCGGGTGGGTCGCGCTGAACCGCAACTGGGGCGCCAACTGGCAGTGCAACTC
GGCGCTCTTCGGCCAGTCGCTCTCCTTCTCCGTCACCTCCACCGGCGGCCAGACGC
TCTACATGACCGACGTCGTGCCGTCGTGGTGGCAGATCGGCATGGCTTTCGGAAG
CAACTATAATTTCTACTAAATGATACGGATCATTTGCCTAGCTCTAGCTCTAGCTC
GGCCACCACGTACGTTGGGGTTGGGCCAAGTGCAGCTACTCAGCTAGCTAGGGAT
GATGTTTGTCCGCGAACCCGTAAATAGGTTGTAAAAATTAAACATGTTTACGGGT
CTGTGGACAGCAGGTGTATATTTATTCTGATCGCGTGAATTGGGAAATTTTTGTTC
GTTATTTTTTGGACTGCTCTGTACATTTGTTGTCAGAAAAAAAGAAAAATATATTA
ATCATCATTTTCGGACTTAAATGGGTCCA





