IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast02G046400

Gene Model: Brast02G046400.1.p
Description: BStEXPA-07
Family: Alpha Expansin

3D structure:

GENOME DATABASES
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List of domain hits o
Name Accession Description Interval E-value
[+] PLN00193 super family 423 expansin-A; Provisional 25-255 1.03e-119
SEQUENCES

Peptide

>BstEXPA-07

MEYYYKTLVALLLAVAAAGSAPELAQAGWSQGTATFYGGSDASGTMGGACGYGN
LYSTGYGTATAALSTALFNDGASCGQCYLVMCDGSKSNWCKGNGATVTITATNLCP
PNWALPNDNGGWCNPPRPHFDMSQPAWLNIGVYKAGIIPVLYQQVRCWKQGGIRFT
IGGFNSFELVLITNVGGPGSIRAVSIKGERTEWIQLTRNWGANWQCTAALAGQALSFA
VTSINGETLYMYNVAPYWWQFGTTFTSNNQFSY™*

CDS (coding sequence)
>BstEXPA-07

ATGGAGTACTACTACAAGACGCTCGTCGCGCTGCTTCTCGCAGTAGCGGCAGCAG
GCTCGGCGCCTGAGCTGGCGCAGGCGGGCTGGAGCCAGGGGACGGCGACGTTCT
ACGGCGGCTCCGACGCGTCGGGGACGATGGGCGGCGCTTGCGGGTACGGGAACC
TGTACAGCACGGGGTATGGCACGGCCACGGCGGCGCTGAGCACTGCGCTCTTCAA
CGACGGGGCGTCGTGCGGGCAGTGCTACCTGGTGATGTGCGACGGGTCCAAGTCC
AACTGGTGCAAGGGCAACGGCGCCACGGTGACCATCACGGCCACCAACCTCTGC
CCTCCCAACTGGGCTCTCCCCAACGACAACGGCGGCTGGTGCAACCCTCCCEG L
CCCACTTCGACATGTCCCAGCCCGCCTGGCTCAACATCGGCGTCTACAAGGCCGG
CATCATCCCCGTCCTCTACCAGCAGGTGAGGTGCTGGAAGCAGGGAGGGATCAG
GTTCACGATAGGAGGCTTCAACAGCTTCGAGCTGGTGCTGATCACCAACGTGGGA
GGGCCGGGGTCGATCCGGGCCGTGTCGATCAAGGGGGAGAGGACGGAGTGGATC
CAGCTGACGAGGAACTGGGGAGCAAACTGGCAGTGCACGGCGGCGCTGGCAGGG
CAGGCGCTCTCCTTCGCAGTCACCTCCATCAACGGCGAGACGCTCTACATGTACA
ACGTCGCGCCCTACTGGTGGCAGTTCGGCACCACCTTCACCAGCAACAACCAGTT
CAGCTACTAA

Nucleotide
>BstEXPA-07

TACACTCCAAACCCGAACTGAATCACTTCCAAGTTAGTCTGCAGAATCTTGACCA
TCTCTCCTTACCAAAGATGGAGTACTACTACAAGACGCTCGTCGCGCTGCTTCTCG
CAGTAGCGGCAGCAGGCTCGGCGCCTGAGCTGGCGCAGGCGGGCTGGAGCCAGG
GGACGGCGACGTTCTACGGCGGCTCCGACGCGTCGGGGACGATGGGLCGGLGLTT



GCGGGTACGGGAACCTGTACAGCACGGGGTATGGCACGGCCACGGCGGCGCTGA
GCACTGCGCTCTTCAACGACGGGGCGTCGTGCGGGCAGTGCTACCTGGTGATGTG
CGACGGGTCCAAGTCCAACTGGTGCAAGGGCAACGGCGCCACGGTGACCATCAC
GGCCACCAACCTCTGCCCTCCCAACTGGGCTCTCCCCAACGACAACGGCGGCTGG
TGCAACCCTCCCCGCCCCCACTTCGACATGTCCCAGCCCGCCTGGCTCAACATCG
GCGTCTACAAGGCCGGCATCATCCCCGTCCTCTACCAGCAGTAAGCCAAGCCCCC
GATCCACATATATATATAGTCCATGGTCGGTCTCCATTATATTGTTTTGAGCTTCA
ATTTGACCGATGATGATGTACGTGTGTGTGTGTGTGTGTGTGTGTGTAGGGTGAG
GTGCTGGAAGCAGGGAGGGATCAGGTTCACGATAGGAGGCTTCAACAGCTTCGA
GCTGGTGCTGATCACCAACGTGGGAGGGCCGGGGTCGATCCGGGCCGTGTCGATC
AAGGGGGAGAGGACGGAGTGGATCCAGCTGACGAGGAACTGGGGAGCAAACTG
GCAGTGCACGGCGGCGCTGGCAGGGCAGGCGCTCTCCTTCGCAGTCACCTCCATC
AACGGCGAGACGCTCTACATGTACAACGTCGCGCCCTACTGGTGGCAGTTCGGCA
CCACCTTCACCAGCAACAACCAGTTCAGCTACTAATTAACCAATTTAAGTGAGTA
ACTCATTAGCGATCGAATTAATTCGTCTGCGAGCAAGCAGAAGCAGTGCACGGAT
CGGTCGATCTCAACTCAAGTTGGAGTACGTAGTAGTACATCCTTATGTTTAGGTA
AAGAAATTATGTACGTAACATATACAGTGTTATTATTATATGAGCTCAGATGTTG
CTTGCTTTGCTG



