IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast01G318000

Gene Model: Brast01G318000.1.p
Description: BStEXPA-04
Family: Alpha Expansin

3D structure:
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List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 20-251 1.84e-118
SEQUENCES

Peptide

>BstEXPA-04

MALINMLELLMLLAFLLRASAAQWTPATATFYGGADASGTMGGACGYGNLYGAGY
GTRTTALSTALFNNGASCGACFTIACDSRKSRWCKPGAAPITVTATNFCPPNYALPND
NGGWCNPPRRHFDMSQPAWESIGVYRGGIVPVNYRRVRCGRTGGIRFTVNGHSYFE
LVLVTNVGGSGVVAQMWVKGSGGTGWMAMTRNWGANWQSNAY LDGKSLSFRLR
SDDGRVVTAENVAPAGWWFGGTYTSGAQFY™*

CDS (coding sequence)
>BstEXPA-04

ATGGCGCTCATCAATATGCTCGAGCTCCTGATGCTGTTGGCCTTCCTGCTCAGAGC
ATCGGCGGCTCAATGGACACCCGCCACGGCAACGTTCTACGGCGGCGCCGACGC
CTCGGGCACCATGGGCGGGGCATGCGGGTACGGCAACCTGTACGGCGCAGGGTA
CGGCACGCGGACGACGGCGCTGAGCACGGCGCTCTTCAACAACGGCGCGTCGTG
CGGCGCGTGCTTCACCATAGCCTGCGACTCCAGAAAGTCGCGGTGGTGCAAGCCG
GGCGCGGCGCCCATCACGGTGACGGCCACCAACTTCTGCCCGCCCAACTACGCGC
TCCCCAACGACAACGGCGGGTGGTGCAACCCGCCCCGGCGGCACTTCGACATGTC
GCAGCCGGCGTGGGAGTCCATCGGCGTGTACCGGGGCGGCATCGTGCCCGTGAA
CTACCGGAGGGTGCGGTGCGGCCGGACCGGGGGCATCCGGTTCACCGTCAACGG
GCACAGCTACTTCGAGCTCGTGCTGGTGACCAACGTTGGGGGCAGCGGCGTGGTG
GCGCAGATGTGGGTCAAGGGGTCCGGCGGCACGGGGTGGATGGCGATGACGAGG
AACTGGGGCGCGAACTGGCAGAGCAACGCGTACCTCGACGGGAAGAGCCTCTCG
TTCCGCCTTAGGTCCGATGACGGACGTGTGGTTACGGCGGAGAACGTCGCGCCCG
CCGGGTGGTGGTTCGGCGGCACGTACACGTCCGGGGCACAGTTCTACTGA

Nucleotide
>BstEXPA-04

CAGTTAAGTCAGCAGCGACATTCCGGTTAGCAGTAGCAGAGTACATTCTTCTACT
AGCTTAGCTAGTAGTACTGTGTCTCCTGATCAGGATCGAGAGCACCGATATGGCG
CTCATCAATATGCTCGAGCTCCTGATGCTGTTGGCCTTCCTGCTCAGAGCATCGGC
GGCTCAATGGACACCCGCCACGGCAACGTTCTACGGCGGCGCCGACGCCTCGGEG
CACCATGGGTCAGTCAACTTAACTAGCTTCCCAGATTGTACACATCCTGTTTGTTT



TGCCAGCCTACTCTGGGTACGTACGTAGCTGATGCTAACATGGACACGCACTAAC
GGTGTTTGTGGATCTCACCAGGCGGGGCATGCGGGTACGGCAACCTGTACGGCGC
AGGGTACGGCACGCGGACGACGGCGCTGAGCACGGCGCTCTTCAACAACGGCGC
GTCGTGCGGCGCGTGCTTCACCATAGCCTGCGACTCCAGAAAGTCGCGGTGGTGC
AAGCCGGGCGCGGCGCCCATCACGGTGACGGCCACCAACTTCTGCCCGCCCAACT
ACGCGCTCCCCAACGACAACGGCGGGTGGTGCAACCCGCCCCGGLCGGCACTTCG
ACATGTCGCAGCCGGCGTGGGAGTCCATCGGCGTGTACCGGGGCGGCATCGTGCC
CGTGAACTACCGGAGGGTGCGGTGCGGCCGGACCGGGGGCATCCGGTTCACCGT
CAACGGGCACAGCTACTTCGAGCTCGTGCTGGTGACCAACGTTGGGGGCAGCGG
CGTGGTGGCGCAGATGTGGGTCAAGGGGTCCGGCGGCACGGGGTGGATGGCGAT
GACGAGGAACTGGGGCGCGAACTGGCAGAGCAACGCGTACCTCGACGGGAAGA
GCCTCTCGTTCCGCCTTAGGTCCGATGACGGACGTGTGGTTACGGCGGAGAACGT
CGCGCCCGCCGGGTGGTGGTTCGGCGGCACGTACACGTCCGGGGCACAGTTCTAC
TGAAGTGCTTACCGATCCGTGACACGGAAAGTTAATGGCATGGATTACGCATTTT
CCGCCGTCGTGGTCTCCTCGTGTGGCTATTTACGCGCGTTCGGACTGTTTCTGTAT
GTACCGTGTTCTGCATTCGACGATGTGAGGTCGTGAACTGTCTATTTTGCATAGGG
CCGAACTGAAGGCCGCCACGAGGCAGGCAAGCACGCCACTCTTTGTCGATGTAGT
GCTTGCTTGCTTCAAAATACAAAAATTTCTGTGCAGATTAAATGAAAAAAAGTGT
AGTATGCCTGTGTTC



