IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy2G047200

Gene Model: Brasy2G047200.2.p
Description: BsyEXLA-03
Family: Expansin Like Alpha

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
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Legend:
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Query seq. MEVROKDKKLCGAFGARYYYTDRAR THRTDL YL SSPAFARMARFGMARRL AKL GAVKY E YKRYPCEYKGKNLSYRYEERSPAPSEL AT RFLFOGGATD IVAVDYAQVGSSMIKFTRRONGPAWS T SOAPPGFLOFR YW TGGY DGKIVWAEKE YLPRRURAGEYYOTGW) 1 TDVAQEGCFPCOTOEWRY
Superfanilies e

+ Name Accession Description Interval E-value
[+] PLN03023 super family ¢133621 Expansin-like B1; Provisional 2172 3.67e-53
SEQUENCES

Peptide

>BsyEXLA-03

MQVRCKDKKLCGAAGARVVVTDRARTNRTDLVLSSPAFAAMARPGMAARLAKLG
AVKVEYKRVPCEYKGKNLSVRVEERSRAPSELAIRFLFQGGQTDIVAVDVAQVGSSN
WKFMARDNGPAWSTSQAPPGPLQFRVVVTGGYDGKWVWAEKEVLPRRWRAGEVY
DTGVQITDVAQEGCFPCDTQEWR*

CDS (coding sequence)
>BsyEXLA-03

ATGCAGGTGAGGTGCAAGGACAAGAAGCTGTGCGGCGCGGCGGGCGCCAGGGTC
GTCGTCACGGACCGCGCCAGGACGAACCGCACGGACCTCGTGCTCAGCAGCCCG
GCGTTCGCCGCCATGGCCAGGCCCGGCATGGCCGCGCGGCTCGCCAAGCTCGGCG
CTGTCAAAGTCGAGTACAAGCGGGTTCCGTGCGAGTACAAGGGGAAGAACCTCT
CTGTGCGTGTCGAAGAGAGGAGCCGCGCGCCCAGCGAGCTGGCCATCAGGTTCCT
CTTCCAGGGCGGCCAGACAGACATCGTCGCCGTCGACGTCGCACAGGTGGGATC
GTCGAACTGGAAGTTCATGGCGCGGGACAACGGGCCGGCGTGGAGCACGAGCCA
GGCGCCGCCGGGGCCGCTGCAGTTCAGGGTGGTGGTGACCGGCGGGTACGACGG
CAAGTGGGTGTGGGCAGAAAAGGAAGTGCTGCCGCGCCGGTGGCGCGCCGGCGA
GGTCTACGACACGGGCGTCCAGATCACCGACGTGGCGCAAGAAGGCTGCTTCCCC
TGCGACACGCAGGAGTGGAGGTGA

Nucleotide
>BsyEXLA-03

CTAGTACTAGTATAAGTGTTCCTTCGTGATCGGCCCTGAAGGTGTTTGTTACTTGG
TTATATCTGTGGTTGAATCCGATTCGGGCGATGCAGGTGAGGTGCAAGGACAAGA
AGCTGTGCGGCGCGGCGGGCGCCAGGGTCGTCGTCACGGACCGCGCCAGGACGA
ACCGCACGGACCTCGTGCTCAGCAGCCCGGCGTTCGCCGCCATGGCCAGGLCCLGG
CATGGCCGCGCGGCTCGCCAAGCTCGGCGCTGTCAAAGTCGAGTACAAGCGGTA
ATTAAACGCCCCCCTTTTATTCATTTTTCAACACCAACCAACCGCGAGTCCCGCGC
CATGTGCCTTCACCGCCGTAGAAGAAAGAAAAACAGAGCCCGGCCGACCTTGCC
GCCATAAATACATACAGGACTCGATTTGTCTCGGAGCCGGTAGAGTTTCCTAGAC
CGAATTTACAGCCTGGAAGGCTCAAGATTGTTCACCACGTGCAGGGTTCCGTGCG
AGTACAAGGGGAAGAACCTCTCTGTGCGTGTCGAAGAGAGGAGCCGCGCGCCCA



GCGAGCTGGCCATCAGGTTCCTCTTCCAGGGCGGCCAGACAGACATCGTCGCCGT
CGACGTCGCACAGGTACAGAAAAACAGCAAATCTTCCATTTCATCCCCAAAAACG
ATCCATTTCTGTAGCCACTCTCTGACAGAGGAGCTGCTTCTGAATCTAATTCTGCT
TGAATTTTGGGGCGGATGCAGGTGGGATCGTCGAACTGGAAGTTCATGGCGCGG
GACAACGGGCCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGGCCGCTGCAGTTC
AGGGTGGTGGTGACCGGCGGGTACGACGGCAAGTGGGTGTGGGCAGAAAAGGA
AGTGCTGCCGCGCCGGTGGCGCGCCGGCGAGGTCTACGACACGGGCGTCCAGAT
CACCGACGTGGCGCAAGAAGGCTGCTTCCCCTGCGACACGCAGGAGTGGAGGTG
AATGCCACGGCGAGCGAGAGGTGCAAAGCAAAAATGACATCTGGCCATGTGCTA
GTACGAGCCAAGGGAGGAAGGAGGACACGACGAAGAAGAAGGAAGCTCCTCGT
TACTGCCGTTTTGGCCGTGCTGGCTTTGAACTTTGAAGGAGCAGAGTCCAGAAAC
AACACTAGATTAGAGACTGACACTGTGACGCAAGTAGAGTTCTTGATGCAGGGG
CAACTTTTGTTGTTCCTTCTCCTCTTCTCCAACTCTGATCCTTCGCTGTGTACATGA
TTGAGCTGCTGCTGACGTGTAAGATAAGTTGCAGTTGTAGTAGTAATGATGAAGT
GATAAATACATGACGGCGGAGGCTCTGGCCTTAGCTTGAACCGATCCGATAACCT
TCTTTTCGTGGATGGCCGTGCCGTTGCCGTGCCACTGGATTCAACGGGATCACAA
GCTGCTGTCTTTTCTGATCCGTTGCTTTCGGCGACGTTATTCTTTGAGACATGGGC
GCCATTGCGGCAAGGTCGGCTGCTCATTACGGCCAGTGTGGCCGCTCCATCGTTT
GAATGGGTTGGTGGTGGTCAAATAAACGAAACTAGTCGTTAATCTTTCCAGGATT
CACTGAACAAGGTGGTCGTCACGGCTCACAGAACGAGTTAAAAGCACGATTCCG
ACATGTATATGCACTGAGGAGCCACGGTTGGTGGCTGGCCTTGGTGCGCCATACA
CGGCAGCCTTGTAGTACCACTCACTGTATGATGATGCCCGGAGAGGCCAGTGGTC
AGTGGAGCTAGTGCACTGGCCAATACTGTAATGGTGGCCGTTAAAGCCGGAGTGT
ACTGTGACGGCGGCGTCGCCACCTCCGTGTAACAATCGATCCATTTGTGTGTGTC
GGGCCTTGCAATAAGTACCAAAATCTCCTCCAGCG





