IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: BrasylG378400

Gene Model: Brasy1G378400.1.p
Description: BsyEXPA-02
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1 1
KEGG:-

EXTERNAL RESOURCES
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy



https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1_1
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy

GENE STRUCTURE

BsyEXPA-02
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Query seq. i
Superfanilies PLNO0OS0

Name Accession Description Interval E-value
[+] PLN00O050 super family cl31535 expansin A; Provisional 17-246 4.56e-111
SEQUENCES
Peptide

>BsyEXPA-02

MEFLGLLALAVAAMLGVVAGNDSTWSSGRATFYGGTDASGTMGGACGYGNMFSA
GYGTNTAALSTALFNNGQSCGACFEIRCAGGGSCLSGSVVVTATNLCPPNYGLPNND
GGWCNPPQSHFDMAEPVFTKIAQFRAGVVPVQYRRVACVKQGGIRFTVTGHSYFNL
VLIANVAGAGDLKAVWVKSPRTGWLPMSHNWGANWQNGAMLDGQPLSFRVTTSD
DRTITSTNVAPAGWSFGQTYSGGQF*

CDS (coding sequence)
>BsyEXPA-02

ATGGAGTTTCTAGGCTTGCTAGCTCTTGCTGTTGCCGCCATGCTAGGAGTCGTCGC
CGGCAACGACTCAACCTGGAGCAGTGGCCGTGCCACGTTCTATGGCGGCACCGAC
GCCTCTGGGACAATGGGAGGAGCGTGTGGGTACGGCAACATGTTCAGCGCAGGG
TACGGGACGAACACGGCAGCACTGAGCACAGCGTTGTTCAACAATGGGCAAAGC
TGCGGTGCGTGCTTCGAGATCCGTTGTGCCGGTGGGGGCAGCTGCCTGTCGGGCT
CCGTGGTCGTAACGGCCACCAACCTCTGCCCGCCCAACTACGGGCTCCCCAACAA
TGACGGCGGGTGGTGCAACCCACCTCAGTCGCACTTCGACATGGCTGAGCCCGTG
TTCACAAAGATCGCCCAATTCCGTGCCGGCGTCGTGCCCGTCCAGTACAGAAGGG
TGGCGTGTGTCAAGCAGGGTGGCATCCGGTTCACCGTCACCGGCCACTCCTACTT
CAACCTGGTCCTCATAGCCAATGTTGCCGGCGCCGGTGACCTGAAGGCAGTGTGG
GTGAAGTCTCCCAGGACAGGCTGGCTGCCCATGAGCCACAACTGGGGTGCTAACT
GGCAGAACGGTGCCATGCTCGACGGCCAGCCACTGTCGTTCCGGGTCACCACGAG
CGACGACCGGACCATCACCTCGACCAACGTGGCGCCTGCCGGCTGGAGCTTCGGC
CAGACCTACTCCGGTGGCCAGTTCTAG

Nucleotide
>BsyEXPA-02

ACGCTTTCATATACAGAGCATCCCGACGTAAGCCTATATATACGTAGCAGCTTCC

TGTTAGGATCCTCCACCCCTCCCAACATCTCTGTACTTGCAAATCCAGGCGTTGAG
GTAGCAAAGCCTAGTTGCTTAGCACTGTAAGTACATGGATGAAATGATTAATCCC
TAGCTTGATCTATATATAACCTTGTACTTGATTTCTCCTGCAGTTTTTGTCTGTATG
CACTAATTAAACCACTGGTTGCTGATGTACAGAAGGATTCCATACATACATGGAG
TTTCTAGGCTTGCTAGCTCTTGCTGTTGCCGCCATGCTAGGAGTCGTCGCCGGCAA



CGACTCAACCTGGAGCAGTGGCCGTGCCACGTTCTATGGCGGCACCGACGCCTCT
GGGACAATGGGTAAGTGCATATGAAAGGAGGTCTTATTAGGCAACTCTTTACTTC
AACTGTTGAATGCTAGCACATGTTCAAACATGTTAGCTAATCCTTGTGATCGATGT
GGTGTGTGTGCAGGAGGAGCGTGTGGGTACGGCAACATGTTCAGCGCAGGGTAC
GGGACGAACACGGCAGCACTGAGCACAGCGTTGTTCAACAATGGGCAAAGCTGC
GGTGCGTGCTTCGAGATCCGTTGTGCCGGTGGGGGCAGCTGCCTGTCGGGCTCCG
TGGTCGTAACGGCCACCAACCTCTGCCCGCCCAACTACGGGCTCCCCAACAATGA
CGGCGGGTGGTGCAACCCACCTCAGTCGCACTTCGACATGGCTGAGCCCGTGTTC
ACAAAGATCGCCCAATTCCGTGCCGGCGTCGTGCCCGTCCAGTACAGAAGGTAAC
AATCGGCGACCAATCCGGCCTAGTGCGCTCGCTCACTTGCCTGTCTGTCTCAGATC
GAGCTAATGCATGTTTGCTTTACTGTGTAGGGTGGCGTGTGTCAAGCAGGGTGGC
ATCCGGTTCACCGTCACCGGCCACTCCTACTTCAACCTGGTCCTCATAGCCAATGT
TGCCGGCGCCGGTGACCTGAAGGCAGTGTGGGTGAAGTCTCCCAGGACAGGCTG
GCTGCCCATGAGCCACAACTGGGGTGCTAACTGGCAGAACGGTGCCATGCTCGAC
GGCCAGCCACTGTCGTTCCGGGTCACCACGAGCGACGACCGGACCATCACCTCGA
CCAACGTGGCGCCTGCCGGCTGGAGCTTCGGCCAGACCTACTCCGGTGGCCAGTT
CTAGCCGGTCCACCAGCGCTGCAGATTCCTTCTTTTAGTTTCTCAGTTTGTCGGTA
TCGCCGGAGGATGGCTCTGTTTTGAAGTGGCCGTCCTCTCAGTGGCAGAACCTGC
TTCGCTGGTTACCGTTTTTGCTCCCCACGAGGCGGGTTCACATTCTTCGCCGGTCA
GGCGTTTTTACCCTAAGTGGGCATATTATGCAGGGATGTTCTTATTCTTAGGTTTG
AACTCGGAAAATTAAGTAATTCCTGGCAGTGGAGACGAGTACAATGACTGGTCA
CCCGCCCATGGGATCAAACCGATGGTTATGTATTTTTGCATGCTAAAACTAATGG
AATGTGTTTGGGAGTTTGAAAG





