IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G134500

Gene Model: Brast03G134500.1.p
Description: BStEXPA-14
Family: Alpha Expansin

3D structure:

GENOME DATABASES
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List of domain hits d
Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 25-252 1.19e-115
SEQUENCES

Peptide

>BstEXPA-14

MGNPTKQLMLFALLALCVTSAMADWSKGTATFYGGQDASGTMGGACGYQNLYDQ
GYGVNNAALSTALFNDGASCGQCYLIMCDAASTGWCRAGYSTVTITATNLCPPNWA
LPNNNGGWCNPPRPHFDMSQPAWLQIGIY KAGIIPILY QQVKCWRQGGIRFSIAGFNY
YELVLVTNVGGSGSIRAMSVKGSNTGWIPMTRNWGANWQCTSALVGQALSFMVTS
TGGQTLYLNNVVPYWWTFGATTYTSNNQFDY*

CDS (coding sequence)
>BstEXPA-14

ATGGGCAATCCGACGAAGCAGCTGATGCTCTTTGCTCTCTTGGCACTCTGCGTCA
CGTCCGCAATGGCGGACTGGAGCAAGGGGACGGCCACGTTCTACGGCGGCCAGG
ACGCCTCCGGCACGATGGGTGGCGCTTGCGGGTACCAGAACCTGTACGACCAAG
GGTACGGCGTGAACAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGT
CGTGCGGGCAGTGCTACCTGATCATGTGCGACGCCGCCAGCACCGGGTGGTGCAG
GGCCGGCTACAGCACGGTCACCATCACGGCCACAAACCTCTGCCCTCCCAACTGG
GCGCTCCCCAACAACAACGGCGGCTGGTGCAACCCGCCCCGCCCCCACTTCGACA
TGTCCCAGCCCGCCTGGCTCCAGATCGGCATCTACAAGGCCGGCATCATCCCCAT
CCTCTACCAGCAGGTCAAGTGCTGGAGGCAGGGAGGGATCAGGTTCAGCATCGC
CGGGTTCAACTACTACGAGCTGGTGCTCGTCACCAACGTCGGCGGCAGCGGCTCC
ATCAGGGCCATGTCGGTCAAGGGGTCCAACACCGGGTGGATCCCCATGACCAGG
AACTGGGGCGCAAACTGGCAGTGCACATCGGCGCTCGTCGGCCAGGCGCTCTCCT
TCATGGTCACCTCCACCGGCGGCCAGACGCTCTACCTCAACAACGTCGTGCCCTA
CTGGTGGACCTTCGGAGCCACCACCTATACCAGCAACAATCAGTTTGACTATTAA

Nucleotide
>BstEXPA-14

AGCTGCACTCTCTTCGTCTCTTAACATCGACCCTAGGAAGCTAGCTAGATCCTTCT
CGCTTCGGAGATGGGCAATCCGACGAAGCAGCTGATGCTCTTTGCTCTCTTGGCA
CTCTGCGTCACGTCCGCAATGGCGGACTGGAGCAAGGGGACGGCCACGTTCTACG
GCGGCCAGGACGCCTCCGGCACGATGGGTACGCGCTCCGGCCGGCCCGGTCGATT
TCTCTCGTCGTGTCTGACCGTTCTACCGCTAGCTGGCTAACGTTAATGTTGTTTGC



ACGCGTGCAACGCGTATGTTGTGTGTGTGTGTGTTCAGGTGGCGCTTGCGGGTAC
CAGAACCTGTACGACCAAGGGTACGGCGTGAACAACGCGGCGCTGAGCACGGCG
CTGTTCAACGACGGCGCGTCGTGCGGGCAGTGCTACCTGATCATGTGCGACGCCG
CCAGCACCGGGTGGTGCAGGGCCGGCTACAGCACGGTCACCATCACGGCCACAA
ACCTCTGCCCTCCCAACTGGGCGCTCCCCAACAACAACGGCGGCTGGTGCAACCC
GCCCCGCCCCCACTTCGACATGTCCCAGCCCGCCTGGCTCCAGATCGGCATCTAC
AAGGCCGGCATCATCCCCATCCTCTACCAGCAGGTCAAGTGCTGGAGGCAGGGA
GGGATCAGGTTCAGCATCGCCGGGTTCAACTACTACGAGCTGGTGCTCGTCACCA
ACGTCGGCGGCAGCGGCTCCATCAGGGCCATGTCGGTCAAGGGGTCCAACACCG
GGTGGATCCCCATGACCAGGAACTGGGGCGCAAACTGGCAGTGCACATCGGCGC
TCGTCGGCCAGGCGCTCTCCTTCATGGTCACCTCCACCGGCGGCCAGACGCTCTA
CCTCAACAACGTCGTGCCCTACTGGTGGACCTTCGGAGCCACCACCTATACCAGC
AACAATCAGTTTGACTATTAATTGATCCATATATATATATTCTTCCATGATCCATA
TATATTCTCCATCGTCGTGCAGCTATAGTGGTGCCATGGCGCACTGACAGATTAA
TGGTTTTGGTTGACTTAATGGCGCATGCAATGTGGGGTGACCTGGATTCTGGATTT
GATCTGTAATTCGAGTATTAAGTTAATAAATATTTGTAAATCCAGTTGTCGGTTCA
GTTGTTTTCACCGTGCTTAATTCTACATCTACTCC



