IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G227700

Gene Model: Brast04G227700.1.p
Description: BStEXPA-22
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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List of domain hits o
Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 10-261  4.49e-138
SEQUENCES

Peptide

>BstEXPA-22

MAPTPAQVTAVVLLTVGCTALAVVASSPQAPVVWQRAHATFYGGADASGTMGGAC
GYGNLYSEGYGTRTAALSTVLFNDGACGQCYKIACDRKVDPRWCKPGVTVTVTAT
NLCPPNNALPNDDGGWCNIPRPHFDMAQPAWEKIGVYRGGIIPVMYQRVPCVKKGG
VRFKINGHDYFNLVLVTNVAAIGSIKSMDVKSTDSKDWAPMARNWGANWHSLAY L
SGKRLSFRLTNTDGQTLEFNNIVPSGWKFGQTFASTVQFN*

CDS (coding sequence)
>BstEXPA-22

ATGGCACCGACTCCAGCTCAAGTTACTGCGGTGGTTCTGCTCACAGTGGGCTGTA
CTGCCTTGGCTGTAGTCGCATCGTCGCCCCAAGCACCGGTCGTCTGGCAGAGGGC
GCACGCGACCTTCTACGGTGGAGCTGATGCCTCCGGCACCATGGGCGGCGCGTGT
GGCTACGGCAACCTGTACTCTGAGGGGTACGGAACCCGGACGGCGGCGCTGAGC
ACGGTGCTCTTCAACGATGGCYCGGCATGCGGGCAATGTTACAAAATTGCATGCG
ACCGCAAGGTAGACCCAAGGTGGTGTAAACCGGGTGTGACGGTGACAGTCACGG
CCACAAACCTCTGCCCGCCCAACAATGCCCTTCCAAATGACGATGGTGGTTGGTG
CAACATACCACGCCCGCACTTCGACATGGCACAACCGGCCTGGGAGAAGATTGG
TGTCTATAGGGGTGGCATCATTCCGGTCATGTATCAGAGGGTTCCATGCGTGAAG
AAGGGTGGCGTGCGGTTTAAGATCAACGGGCACGACTATTTCAATCTTGTACTTG
TGACCAACGTTGCAGCCATCGGCTCGATAAAATCTATGGATGTCAAGAGCACCGA
TTCAAAAGATTGGGCGCCTATGGCACGCAACTGGGGTGCGAACTGGCACTCGTTG
GCTTATCTTAGCGGGAAAAGGCTCTCGTTCAGACTAACCAACACTGATGGGCAAA
CACTTGAGTTTAATAACATTGTGCCAAGTGGATGGAAGTTTGGGCAAACATTTGC
GAGCACGGTGCAGTTCAACTGA

Nucleotide
>BstEXPA-22

CACAAGATCACCAAAGCAGCAGAAGCAAATCCACATAGACAGAAGAACAAACA

CATTAGCGAGCTAGGACTTCTAGCTTTCGCATCATCTGGCAAATTCGTGAGAGTTT
TCAAGACCATCGATCTAGCATTCCAGCGCCAGATATGGCACCGACTCCAGCTCAA
GTTACTGCGGTGGTTCTGCTCACAGTGGGCTGTACTGCCTTGGCTGTAGTCGCATC



GTCGCCCCAAGCACCGGTCGTCTGGCAGAGGGCGCACGCGACCTTCTACGGTGGA
GCTGATGCCTCCGGCACCATGGGTAACTAGCTTATCGATTGTGAAGTCATGGTTA
ATTCAATTCTACCTCTGCGCTAAGAGCATGTTGCCAATTAACTAACTACAATATAT
ATATGCAGGCGGCGCGTGTGGCTACGGCAACCTGTACTCTGAGGGGTACGGAAC
CCGGACGGCGGCGCTGAGCACGGTGCTCTTCAACGATGGCYCGGCATGCGGGCA
ATGTTACAAAATTGCATGCGACCGCAAGGTAGACCCAAGGTGGTGTAAACCGGG
TGTGACGGTGACAGTCACGGCCACAAACCTCTGCCCGCCCAACAATGCCCTTCCA
AATGACGATGGTGGTTGGTGCAACATACCACGCCCGCACTTCGACATGGCACAAC
CGGCCTGGGAGAAGATTGGTGTCTATAGGGGTGGCATCATTCCGGTCATGTATCA
GAGGTACATCACAAATTTATCATAAATTTTGTGCCTTTTTAACTAACAATGGCTCA
GTTTCAATCTAAAACCAAATCGTTGTAGGGTTCCATGCGTGAAGAAGGGTGGCGT
GCGGTTTAAGATCAACGGGCACGACTATTTCAATCTTGTACTTGTGACCAACGTT
GCAGCCATCGGCTCGATAAAATCTATGGATGTCAAGAGCACCGATTCAAAAGATT
GGGCGCCTATGGCACGCAACTGGGGTGCGAACTGGCACTCGTTGGCTTATCTTAG
CGGGAAAAGGCTCTCGTTCAGACTAACCAACACTGATGGGCAAACACTTGAGTTT
AATAACATTGTGCCAAGTGGATGGAAGTTTGGGCAAACATTTGCGAGCACGGTGC
AGTTCAACTGATTGATTTGTCATAGATTGCATAATTTGTTGGAATATATTGATATG
GTCGTGCTTGACTACTTGTATATAGCAAACACAAGTTCTGGATTTGGTCACTGCTG
TAACTCCAATTGTGCGTGTTGTT



