IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast01G299000

Gene Model: Brast01G299000.1.p
Description: BStEXPA-02
Family: Alpha Expansin

3D structure:
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List of domain hits d
Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 17-246 6.61e-111
SEQUENCES

Peptide

>BstEXPA-02

MEFLGLLALAVAAMLGVVTGNDSSWSSGRATFYGGMDASGTMGGACGYGNIFSAG
YGTNTAALSTALFNNGQSCGACFEVRCAGGSSCLSGSVVVTATNLCPPNYGLPNDDG
GWCNPPQSHFDMAEPVFTKIAQFRAGVVPVQYRRVACVKQGGIRFTVTGHSYFNLV
LIANVAGAGDLKAVWVKSPKTGWLPMSHNWGANWQNGAMLDGQPLSFRVTTSDD
RTITSTNVAPAGWNFGQTYSGGQF*

CDS (coding sequence)
>BstEXPA-02

ATGGAGTTTCTAGGCTTGCTAGCTCTTGCTGTTGCCGCCATGCTGGGAGTCGTCAC
TGGCAACGACTCATCCTGGAGCAGTGGCCGTGCCACGTTCTATGGCGGCATGGAT
GCATCCGGGACAATGGGAGGAGCGTGTGGGTACGGCAACATATTCAGCGCAGGG
TACGGGACGAACACGGCAGCGCTCAGCACGGCGTTGTTCAACAATGGGCAGAGC
TGCGGCGCTTGCTTTGAGGTCCGTTGCGCCGGTGGGAGCAGCTGTCTATCGGGCT
CCGTGGTCGTAACGGCCACCAATCTCTGCCCGCCCAACTACGGGCTCCCCAATGA
TGACGGCGGATGGTGCAACCCACCGCAGTCGCACTTCGACATGGCTGAGCCCGTG
TTCACAAAGATCGCCCAATTCCGTGCCGGCGTTGTGCCCGTCCAGTACAGAAGGG
TGGCTTGTGTCAAGCAGGGTGGCATCCGGTTCACCGTCACCGGCCACTCCTACTT
CAACCTGGTGCTCATAGCCAATGTCGCCGGCGCCGGTGACCTGAAGGCAGTGTGG
GTGAAGTCTCCCAAGACAGGGTGGCTGCCCATGAGCCACAACTGGGGTGCTAACT
GGCAGAATGGTGCCATGCTCGACGGCCAGCCACTGTCGTTCCGGGTCACCACGAG
CGACGACCGAACCATCACCTCGACCAACGTAGCGCCTGCCGGCTGGAACTTTGGC
CAGACCTACTCCGGTGGCCAGTTCTAG

Nucleotide
>BstEXPA-02

ATGGGGGGAGAAATAACTGCTGGGCGAAAACCTGAATGCCTGATGCAGAAAAAT
GGCAACTATCATGAAGGTACTACTGCTGACTGCTTTCACCTATTAATTTTTCTACT

GCAAGAAAATTGTCCAGCTTTGTTTTGTAGCAAAAGAATAGATTAAACAGGTGCT
TCCTGCTCTTTACTTATAGTCGTAAACATATTAATTCTTAGCTCATTTACTCCATCA
GATAGTGTGTGCTCGATCCTTTTCTTCTAGTTTTTAGGTTTAGCATCTTTGAGCATG




GTTGTACCATAACTACTAAAACTTCAAACCCCAGCATCTTTAAGCTAATTAGGAC
TATTTCTCTTTTGACACCTTTTTCTCTTTTGATAGTGTGGTCGTCTTTGTCATAGTT
GCATGCAGTCCAAATAGTACAATGCAACACATTATACATATATAGGTCTTACATA
CACTCAGCAAATTTCCAGCCTTCAGAGTGAAGCTACCATATGTTTACCTTGTAGA
CATGCCATTTTAACAGCAGCCGACATAACTAACCACATTTAAAATGGATAATGAC
CTCGTGGAAAGCAAAACTACCACATGAGACACTGGCTTAAATTTGAAGGGAGTT
AGAAGTCAAAATGAACTTGGTATTGGTGCCAGTGGCCAAAAGTAAAATGTATCC
AATCTTTTAATCTCTGCAGTGGATTGACTATTAACATATCTGTCACAATATCGCCT
CTCCTTGATAGATGAGAAGTCAAGGTCTTGTCACAGTTTCTTATTAGAGATGATA
GATTGATAGTACAGGTGCCCATTTGCCCATGTTTCCAGATAACTTTTTTACTGTCA
ACTATTCCATGCCAAAATACTCCCTCCGATCCATAAAAAGTGTCGCCCACTTGGT
ACAAAATAGGCGACGCTTTTTATGGATCGGAGGGAGTACCAGTTTTTTTAGACGG
AAAGACATCACTGCCCGGCTTTGTAGATAAATCCCCCGCCAAAATAATCATTTAC
TGACCATATATACAAACATATCTTTTCAGAAATGCTCCATTGTATCGCCGACAGG
TGGGCCTGACCATTCGAATTTACAGCACTGAACATGTAGTAATATACTATTATTA
GCATAGGCATCCGTAGTTAAAGGTTTCTTAACAGAAGTAAGATTGATTCGTACAA
CACTTTACTTCTCACGATTTCATATACAGAGCATCCTGACGTACGCCTATATATAG
GTAGCAGCTTCCTGTTAGGATCCTCCACCCTATCCAGCATCTCTGTACTTGCAAGT
CCAGGCGTTGAGGTAGCAAAGCCTAGTTGCTTAGCACTGTAAGTACATGGATGAA
ATGATTAATCCCTAGCTTGATCTATATATAACCTTGTACTTGATTTCTCCTGCAGT
TTTTGTCTGTATGCACTAGTTAAACTACTGTTTGCTGATTTACAGAAGTATTCCAT
ACATACATGGAGTTTCTAGGCTTGCTAGCTCTTGCTGTTGCCGCCATGCTGGGAGT
CGTCACTGGCAACGACTCATCCTGGAGCAGTGGCCGTGCCACGTTCTATGGCGGC
ATGGATGCATCCGGGACAATGGGTAAGCGGGAGGTTTTATAGGCAACTCTTACTT
CAACTGTTGAATGCTAGTACATGCAAACATGTTAGCTGATCCTTGTGATCGATGT
GGTGTGTGCAGGAGGAGCGTGTGGGTACGGCAACATATTCAGCGCAGGGTACGG
GACGAACACGGCAGCGCTCAGCACGGCGTTGTTCAACAATGGGCAGAGCTGCGG
CGCTTGCTTTGAGGTCCGTTGCGCCGGTGGGAGCAGCTGTCTATCGGGCTCCGTG
GTCGTAACGGCCACCAATCTCTGCCCGCCCAACTACGGGCTCCCCAATGATGACG
GCGGATGGTGCAACCCACCGCAGTCGCACTTCGACATGGCTGAGCCCGTGTTCAC
AAAGATCGCCCAATTCCGTGCCGGCGTTGTGCCCGTCCAGTACAGAAGGTAACAA
TCGGTGACCAATCTGGCCTAGTGCGCTCACTCACCTGCCTGTCTCTGTCTCAGATC
GAGCTAATACATGTTTGCTTTACTGTGTAGGGTGGCTTGTGTCAAGCAGGGTGGC
ATCCGGTTCACCGTCACCGGCCACTCCTACTTCAACCTGGTGCTCATAGCCAATGT
CGCCGGCGCCGGTGACCTGAAGGCAGTGTGGGTGAAGTCTCCCAAGACAGGGTG
GCTGCCCATGAGCCACAACTGGGGTGCTAACTGGCAGAATGGTGCCATGCTCGAC
GGCCAGCCACTGTCGTTCCGGGTCACCACGAGCGACGACCGAACCATCACCTCGA
CCAACGTAGCGCCTGCCGGCTGGAACTTTGGCCAGACCTACTCCGGTGGCCAGTT
CTAGCCGGTCAGCCAGCGGTGCAGATTCCTTATTTTAGTTTCTCAGTTTGTCAATG
TCGCCGGAGGATGGCTCTGTTTTGAAGTGGCCATCCTCTCAGTGGCATAACTGCTT
CGCTGGTTACCGTTTTTGCTCCCCGCGAGGCGTCACATTTTTCGCCGGTCTGGCGT
TTTTACCCTAAGTAGGCATATTATGCAGGGATGCTCTTAGTCTTAGGTTTGAACTC
AGAAAATTAAGTAATGGCTGGCAGTGGAGACGAGCACAATGACTGGTCACCCGC
CCATGGGATTAAACCGATGGTTGTATCTTTGCATGCTAAAACTAATGGAATGTGT
TTGGGA




