IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy2G068000

Gene Model: Brasy2G068000.1.p
Description: BsyEXPA-07
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
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Legend:
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Query seq,
Superfanilies PLN#0193

. Name Accession Description Interval E-value
[+ PLN00193 super family cl33423 expansin-A; Provisional 17-191 1.23¢-88
SEQUENCES

Peptide

>BsyEXPA-07

MTAQRSMHLFAAVVAVVLCFAPAKSDWLPATATFYGEPDASGTMGGACGYGNLYD
QGYGVSNAALSTALFNDGASCGQCYLIICDTSKSGWCKPGTSATVSATNFCPPNWAL
PNDNGGWCNPPRVHFDMSQPSWETIAIYRAGIVPVLYQQVKCWRYGGVRFTIAGFN
YFELVLVTNVGGSGSVKSMAVKGLARGGSRCRGTGARTGSAWPGWRSSRSASRSPP
PAGSTSSSRTPCPPGGSSDRPSAPTASSTTRSRTRDLN*

CDS (coding sequence)
>BsyEXPA-07

ATGACGGCGCAACGTTCCATGCATCTGTTCGCCGCTGTTGTTGCAGTAGTACTGTG
CTTTGCGCCGGCCAAGTCCGACTGGCTGCCGGCCACCGCCACGTTCTACGGCGAA
CCCGACGCCTCCGGCACAATGGGTGGTGCGTGTGGGTACGGGAACCTGTACGACC
AGGGGTACGGGGTGAGCAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCG
CGTCGTGCGGGCAGTGCTACCTGATCATCTGCGACACGAGCAAGTCCGGGTGGTG
CAAGCCCGGCACGTCCGCCACGGTGTCCGCCACCAACTTCTGCCCGCCCAACTGG
GCGCTCCCCAACGACAACGGCGGCTGGTGCAACCCTCCCCGCGTCCACTTCGACA
TGTCCCAGCCTTCCTGGGAGACCATCGCCATCTACCGCGCCGGCATCGTCCCCGT
CCTCTACCAACAGGTGAAGTGCTGGAGGTACGGAGGGGTGAGGTTCACCATTGCC
GGGTTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTCGGGGGGAGCGGGTCCG
TGAAGAGCATGGCCGTGAAGGGACTGGCACGGGGTGGATCCAGATGTCGAGGAA
CTGGGGCGCGAACTGGCAGTGCTTGGCCGGGCTGGAGAAGCAGCCGCTCAGCTT
CGCGCTCACCTCCACCGGCGGGCAGTACCTCGTCTTCCAGGACGCCGTGCCLCGLC
GGGTGGCAGTTCGGACAGACCTTCAGCACCTACCGCCAGTTCGACTACTAGATCA
AGAACGAGAGATTTAAATTGA

Nucleotide
>BsyEXPA-07

TAAGAAGGCGCAAGTCAATCCGCGGACGTTGCAGAGCCATGTGCACTCATACGA
TCGTTGGAACAGCGGTTGCATTTGCAGCAATTATTCCTCTCGATCGACCGGAAAT
CCATGCCGGCCTTAATCCATCCTGTGTTCCTATTTAAGCAGCAGCAATGTCGCAAT
CATTCCTCACCTCCAAATCCAGTCGCCACAATATCCAAGCTAGCTGCGAGGCCGT



GCTATCTTGAGCAGAACACTGTCAGCTGAAGAGATTTCAGGAGAAGATGACGGC
GCAACGTTCCATGCATCTGTTCGCCGCTGTTGTTGCAGTAGTACTGTGCTTTGCGC
CGGCCAAGTCCGACTGGCTGCCGGCCACCGCCACGTTCTACGGCGAACCCGACGC
CTCCGGCACAATGGGTACGCTAAAATCAAACCCCCACACCTTCGACACGATCAAA
ATGCATGCATGTAAAATGTGAAAATTTTAAGATGTGATCTGATTTCTGAATAATG
TCCTATGATCTGCAGGTGGTGCGTGTGGGTACGGGAACCTGTACGACCAGGGGTA
CGGGGTGAGCAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGTCGTG
CGGGCAGTGCTACCTGATCATCTGCGACACGAGCAAGTCCGGGTGGTGCAAGCCC
GGCACGTCCGCCACGGTGTCCGCCACCAACTTCTGCCCGCCCAACTGGGCGCTCC
CCAACGACAACGGCGGCTGGTGCAACCCTCCCCGCGTCCACTTCGACATGTCCCA
GCCTTCCTGGGAGACCATCGCCATCTACCGCGCCGGCATCGTCCCCGTCCTCTACC
AACAGTACGCAAACTAAAGCTCGCGTCCATCAATCAAAATATGCAGTTCAGGACC
CGATGGATGAACTTACTAATGACGATATCTTGTGGATTTGCATTGTTCAGGGTGA
AGTGCTGGAGGTACGGAGGGGTGAGGTTCACCATTGCCGGGTTCAACTACTTCGA
GCTGGTGCTGGTGACCAACGTCGGGGGGAGCGGGTCCGTGAAGAGCATGGCCGT
GAAGGGACTGGCACGGGGTGGATCCAGATGTCGAGGAACTGGGGCGCGAACTGG
CAGTGCTTGGCCGGGCTGGAGAAGCAGCCGCTCAGCTTCGCGCTCACCTCCACCG
GCGGGCAGTACCTCGTCTTCCAGGACGCCGTGCCCGCCGGGTGGCAGTTCGGACA
GACCTTCAGCACCTACCGCCAGTTCGACTACTAGATCAAGAACGAGAGATTTAAA
TTGATGCGTTTCGGATCGATCCGTACGTGCATTTGAATTGTTCATTGCACACGTCC
TTCTCCTTCTCCTTCTTCTTCTTCTTCGATTCATTTGATTTCGAGCTAGCGATGGAG
CCCGTACGTCGGCACGGGCTTTGATTGATTGATTGTTCATTTTGCCTGTAGAATGA
ACCGTGTACGTAAGCCACTTATTCAAAATTCATCATTGATTATCTGAATGCGAAA
TGTTTAC





