IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy1G141400

Gene Model: Brasy1G141400.1.p
Description: BsyEXPA-01
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
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List of domain hits d

+ Name Accession Deseription Interval E.value
[+] PLN00193 super family 33423 expansin-A_ Provisional 16-251 165e-127
SEQUENCES

Peptide

>BsyEXPA-01

MASSNALLLLLSAAFCFLARRAAGDYGSWQSAHATFYGGDDASGTMGGACGYGNL
YSTGYGTNTAALSTALFNDGAACGSCYELKCDNAGPSYCRPGSITITATNLCPPNYAL
PNDDGGWCNPPRAHFDMAEPAYLQIGVYRAGIVPVSYRRVPCVKKGGIRFTINGHSY
FNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSDLDGQSLSFRVTLS
DGRTLTSDGVAPAGWQFGQTFEGGQF*

CDS (coding sequence)
>BsyEXPA-01

ATGGCCTCCTCCAATGCTCTGCTCCTGCTCTTGTCTGCCGCCTTCTGCTTCCTTGCC
CGGCGAGCCGCCGGCGACTACGGCTCCTGGCAGAGCGCCCACGCCACGTTCTACG
GCGGCGACGACGCGTCCGGCACAATGGGGGGCGCGTGCGGGTACGGGAACCTGT
ACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACG
ACGGCGCGGCGTGCGGGTCGTGCTACGAGCTCAAGTGCGACAACGCCGGLLCCGT
CCTACTGCCGTCCCGGCAGCATCACCATCACGGCCACCAACCTGTGCCCGCCAAA
CTACGCGCTGCCCAACGACGACGGCGGCTGGTGCAACCCGCCCCGCGLGLCACTTC
GACATGGCCGAGCCGGCATACCTCCAGATCGGCGTCTACCGCGCCGGCATCGTGC
CCGTCTCCTACAGGAGGGTGCCCTGTGTGAAGAAGGGCGGGATCAGGTTCACCAT
CAACGGCCACTCCTACTTCAACCTGGTGCTGGTCACCAACGTGGCCGGLCGLCCGGL
GACGTGCAGTCCGTGTCCATCAAGGGCTCCAGCACCGGCTGGCAGCCCATGTCGC
GAAACTGGGGCCAGAACTGGCAGAGCAACTCGGACCTCGACGGCCAGAGCCTCT
CCTTCAGGGTCACCCTCAGCGACGGCCGCACCCTCACCAGCGACGGLGTCGLGLC
CGCCGGATGGCAGTTCGGACAGACCTTCGAAGGAGGCCAGTTCTAG

Nucleotide
>BsyEXPA-01

GCTTCTCTTTACTCTTGTCCCCGGCCCTTTTCTTTCTCCTCAAAGTTATTAACGATT
CCAACGGCCAGGAGCACTGACGCTTCACCTATAAATACGTCGCCGGGAGCGCAC
ACTCCCTTCACAGCCAAGCAACCATCGGTTCCTCTTGAGTAAGTTGGCCGGTCGC
TTTAGAAAAGCCAGTGAAGTGCTCTGCTCTTCGATCGCAATGGCCTCCTCCAATG
CTCTGCTCCTGCTCTTGTCTGCCGCCTTCTGCTTCCTTGCCCGGCGAGCCGCCGGL
GACTACGGCTCCTGGCAGAGCGCCCACGCCACGTTCTACGGCGGCGACGACGCGT



CCGGCACAATGGGTAAATGAGCTGTTCACAGCACAGTTGAAAGTCACGGACATA
ATCTGCGATGCGATTGTATCTAACTGAAGTGTCTCTGCTTCGCAGGGGGCGCGTG
CGGGTACGGGAACCTGTACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAG
CACGGCGCTGTTCAACGACGGCGCGGCGTGCGGGTCGTGCTACGAGCTCAAGTGC
GACAACGCCGGCCCGTCCTACTGCCGTCCCGGCAGCATCACCATCACGGCCACCA
ACCTGTGCCCGCCAAACTACGCGCTGCCCAACGACGACGGCGGCTGGTGCAACCC
GCCCCGCGCGCACTTCGACATGGCCGAGCCGGCATACCTCCAGATCGGCGTCTAC
CGCGCCGGCATCGTGCCCGTCTCCTACAGGAGGTATGAGAGCCTGACAACATGTG
TACATGTGCAAAACTTTTGAGTTTTGACACCGTACGTGTCGGTGTCGGTTGGGGG
CCTTGAACTGAACCACCCCATGGTCTCGCTCCATGTTAGGTGGCCCAGTCTGCAG
ATTTGGTGTTTGTTCACGCTGTAGCAGAACCATGCCGAATGGTTATGGCTGACAG
CGACACGCCTTGCTCGTTTTAGAACAGTTTAGGCCGGCGCCACGTTACTGAACTT
GTAAACATGTGCAGTATTTTATACTGAACTTTTGCCGTTTCACTGACGGTGTTTAA
TTGCAGGGTGCCCTGTGTGAAGAAGGGCGGGATCAGGTTCACCATCAACGGCCA
CTCCTACTTCAACCTGGTGCTGGTCACCAACGTGGCCGGCGCCGGCGACGTGCAG
TCCGTGTCCATCAAGGGCTCCAGCACCGGCTGGCAGCCCATGTCGCGAAACTGGG
GCCAGAACTGGCAGAGCAACTCGGACCTCGACGGCCAGAGCCTCTCCTTCAGGGT
CACCCTCAGCGACGGCCGCACCCTCACCAGCGACGGLCGTCGLGCCCGLCGGATG
GCAGTTCGGACAGACCTTCGAAGGAGGCCAGTTCTAGCCTTCTGTTCCAGGGGGG
GTGATGATCGAGTTCTTGTCTGTGGATGGATGGATTGCGTTTGGAGCTTGAGCAA
GAGAAGGAAACCCTCTTCGTTATAGTAAAGAAGAGGCCTTCGGCCATTCCGAGGC
TGCTTAATTATTTAGCACCCGCTTAGGCCTTCCCTTCTCTCATACTAGGACAGTAG
CGATAAATAAGTTATATATGGATCAGCATTGTTTAGTGCCGTAGCCTTGCGTGAA
GCAAAAAAGGGCAAGGCGATTTATTAATTATGGATTTGTAGGGTGGTGTGTGTGT
GTGTCTTGTAACTTTTCTTGTTACGTTGTAACCCCCGAATCAGGCCACATGTGTGG
GAGATGTTTGTGGGGTATACACTTGGTATTTTTGGGACCATGAACAATACTAGTTT
ATGGTTTACTTATATCATATAGTGTCATCTGATTA





