IDENTIFICATION

Species: Sorghum bicolor

Locus: Sobic.007G018000

Gene Model: Sobic.007G018000.1.p
Description: SbEXPA-31

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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Peptide

>ShEXPA-31

MAPPLLLFLFLLPALAAGHQHPSSYGSSALSEWRPAKASYYAADPEDAIGGACGFGD
LGKHGYGMATVGLSTALFERGAACGGCYEVKCVEDLKYCLPGTSIVVTATNFCAPN
YGLPADAGGHCNPPNHHFLLPIQSFEKIALWKAGIMPIQYRRVKCLREGGVRFSVNG

RHFFFTVLISNVGGAGDVRSVKIKGTELGWLSMGRNWGQVWHINCDMRGQPLSFEL
SSSDGKTLTSFNVVPKDWEYGKTYTGKQFLL*

CDS (coding sequence)
>ShEXPA-31

ATGGCTCCGCCGCTCCTGCTCTTCCTCTTCCTCCTCCCGGCCCTCGCCGCCGGACA
CCAGCACCCGTCCTCCTATGGTTCGTCCGCGCTCTCCGAGTGGCGCCCCGCCAAG
GCATCCTACTACGCCGCCGACCCCGAAGACGCCATCGGTGGGGCGTGCGGGTTCG
GGGATCTGGGGAAGCACGGGTACGGGATGGCGACGGTGGGGCTGAGCACGGCGC
TGTTCGAGCGCGGCGCGGCGTGCGGCGGCTGCTACGAGGTCAAGTGCGTCGAGG
ATCTCAAGTACTGCCTCCCCGGCACCTCAATCGTCGTCACGGCCACCAACTTCTGC
GCCCCAAACTACGGCCTCCCCGCCGACGCCGGCGGCCACTGCAACCCGLCCCAACC
ACCATTTCCTCCTCCCCATCCAGTCGTTTGAGAAGATTGCGCTCTGGAAGGCCGG
CATCATGCCCATCCAGTACCGCCGTGTTAAGTGCCTCCGAGAAGGTGGTGTCAGG
TTCTCTGTCAATGGTCGGCACTTCTTCTTTACAGTCCTAATCAGCAATGTTGGTGG
CGCGGGTGATGTTAGATCTGTGAAGATCAAAGGAACAGAGTTAGGATGGCTCTC
GATGGGCCGCAATTGGGGCCAGGTGTGGCACATCAACTGTGACATGAGGGGACA
ACCCCTGTCGTTTGAGCTCAGCTCAAGCGATGGCAAGACACTCACCAGTTTCAAC
GTTGTGCCCAAGGATTGGGAGTATGGCAAGACATACACGGGGAAGCAGTTTCTTC
TGTAG

Nucleotide
>ShEXPA-31

CTGAAAGCACCACACTTGCAGCTCCTCAGTCCACACTCCACACTCACTCCTTCCTC
CCCCACTCCCCAGCTTCACACCGAGGCAGACCATACCGGCACCGGCAGCGAGCA
GTCGGGAGCCATGGCTCCGCCGCTCCTGCTCTTCCTCTTCCTCCTCCCGGCCCTCG
CCGCCGGACACCAGCACCCGTCCTCCTATGGTTCGTCCGCGCTCTCCGAGTGGCG
CCCCGCCAAGGCATCCTACTACGCCGCCGACCCCGAAGACGCCATCGGTACGCTT



CCAAACTTGCCTGCCTCATTCATTGTTCACCCCCATCAACCGCAATTCTGCCAGCC
GTCCTTGGGCATCTTTAATTCGTCGTATCAATGCTGCAAGCACGCATAAAGATTTC
TCCTTCAGGGTGACCCTGGAACGAAATTTCCCCCGAACCGCACGCTCGGTTACCG
GAATTGTGCGTCCGTACGGTTCTTGATTGATTCCGGCCGCATGGTGCTACCCGTAG
AAGCTTTTGTTCCTACCTAATTCTTTGCTCTGCTATGCGGTGTGCAGGTGGGGCGT
GCGGGTTCGGGGATCTGGGGAAGCACGGGTACGGGATGGCGACGGTGGGGCTGA
GCACGGCGCTGTTCGAGCGCGGCGCGGCGTGCGGCGGCTGCTACGAGGTCAAGT
GCGTCGAGGATCTCAAGTACTGCCTCCCCGGCACCTCAATCGTCGTCACGGCCAC
CAACTTCTGCGCCCCAAACTACGGCCTCCCCGCCGACGCCGGCGGCCACTGCAAC
CCGCCCAACCACCATTTCCTCCTCCCCATCCAGTCGTTTGAGAAGATTGCGCTCTG
GAAGGCCGGCATCATGCCCATCCAGTACCGCCGGTACGTGCCACTGCTTATTTTG
CTGCTGCTGGATCTGAGATTTTTTTTCCTCCGTAATCCACTTTGTGTGAAACTGTG
AAAGCACTTGCTGACCTAGAATTGTGTTGGTTAGCGCAATGTGGAACCCAAGAAA
AGCTGAATTGCTAGTGTCCGTTGGTGAGGAAAGTGTAGAGGAGGTGGGAGTGGA
AGTGGACCCTCTGTGTTGTCAACTTGTGTGAGCGTTTCAACCAGAGCCGATAGTA
GTTTCATCAGTTAGCATGACCCTTTGGGTTTTGGCTATCAACAAAAAATTACATGG
TCCCTCAAAACAAAAGTTTACTCAGTACATGGTAGTGTGCATGAGTATTAGAGAT
CTATCTAATTGCTCTACTTCTGTTTCAGGGCTGTGAAATTTCTAGGCTGGGTTAAA
ATAGAGCTTACTTATATGTCACCAGTGATAACAAAATTTGTGGTGCCCAGTGGTT
GCCATCCCAAATCCTTCTTCGTTCTTTCATGCTATGTTTCTTGACCAGTTGAGTGGT
CATTAGAACGTAGAATCAGTAGGATGAGTTGCACCAACACACCAAATTCAAAAA
CGTAAAACAAATGCTCATAGCTGAGCTAGTCTCTGGGTTTCGCCAAATCTAAGTC
AAAACTTCAGAATTTTGATAATCCTGGGCATCATTATGAGTGGCATAACTATCAT
GCTAGCCAGAAAGAAATGTGTCAGCAACATCTGCACCTTTGCACAGGCTTTTCAC
AACCCACAGATTTATTATAAAAAAGCGACGCACAGTTCATTTGCTTCCTTGGGAA
TATGGCTACATGAGATGTCCCTTTAGTGCTAACTGCTAAGTAATTCCAAAGCCAG
CCTGTGAATTAGTATTACTGCTGTTCTACTTGTTGCCCTTAACCTTGCTTTATGTGT
TTGTAGTAACATTTTATGATGATTGGCACTTGGTACGTCTTTTTCAGTCCTACAAA
CACTGCTATCTGTCTGAAAGATGACTGTTCGTATTAGACAACTTCAGGTAGCGAC
TAATCTGGCATTTCCAGTGCCAAAGCCAAACAGATTACAAATATACTTGGCACAT
GCATTCATAAATTAGTGAAGTACCAATTTACTTATATGTGCTGCCCAATACCTTTA
CAAATATTCTATTAATGTTCAGTCAACATTATGTGAATCTAAGTTGACACTCTGCA
GTGCTGCTATCAAATTTATTTCCTGAATGATCTATATTTCAGAGGACAATAGGCCT
GAGGATATTTGGCTCAAATCATACACACTGTTGTGTCTTTAAGTTGTTTCAGATTT
TTATTCCCAAAACTTGTTACATACTAGCTCATCAGTCACTAACAGTGTTTCCATAT
ACAAATATATACTTATATCTAACTGTTCTTTAACCCTGCAACATATTTTAATATAG
GGTACAGCTAACCAAAGCTGTATACTCATGTTAAAAAGAAAGCAATAGTGACTA
ATGTCACATGTTTCCTTGCTTGTTTGCAGTGTTAAGTGCCTCCGAGAAGGTGGTGT
CAGGTTCTCTGTCAATGGTCGGCACTTCTTCTTTACAGTCCTAATCAGCAATGTTG
GTGGCGCGGGTGATGTTAGATCTGTGAAGATCAAAGGAACAGAGTTAGGATGGC
TCTCGATGGGCCGCAATTGGGGCCAGGTGTGGCACATCAACTGTGACATGAGGG
GACAACCCCTGTCGTTTGAGCTCAGCTCAAGCGATGGCAAGACACTCACCAGTTT
CAACGTTGTGCCCAAGGATTGGGAGTATGGCAAGACATACACGGGGAAGCAGTT
TCTTCTGTAGAGAATGAGTGCCACAAGATCAGCTTACAGTTTCTCATTTTTGTTCT
GATCCTACGAGTTGGGCTGTGGTGTATATTCCTCTGCAGAACAAGCAATATCATT
ATTAGGAGAAAATTACTTAGTGCAGGGCCTAAGATAGTTACTCTGGCTCATAAAT
GCTTTTTCATGTACCCTTCATAGTTGCTCTAAAGAGGCTTGATGTATCATTGAAAA




TAGAAGGCCGAATTTGGATGTCTCCGTTGTATTACAATATTTTACCTGGCAAGTA
ATGACAGAGTGTTTCTGCATTTCTGTATGTGCAATATGTCACAAGGGCAGGC



