IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy2G047200

Gene Model: Brasy2G047200.1.p
Description: BsyEXLA-02
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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PLN#2023
List of domain hits d
+ Name Accession Description Interval E-value
[+ PLN03023 super family €l13362 Expansin-like B1; Provisional 33-253 4 40e-68
Peptide

>BsyEXLA-02

MAVSISSSSTLLLVFLFSFLVSLCAACDRCVRSSRAAYYTSSLTLAAGSCGYGTAAAS
FNGGLLAAASPALYRDGVGCGACFQVRCKDKKLCGAAGARVVVTDRARTNRTDLV
LSSPAFAAMARPGMAARLAKLGAVKVEYKRVPCEYKGKNLSVRVEERSRAPSELAI
RFLFQGGQTDIVAVDVAQVGSSNWKFMARDNGPAWSTSQAPPGPLQFRVVVTGGY
DGKWVWAEKEVLPRRWRAGEVYDTGVQITDVAQEGCFPCDTQEWR*

CDS (coding sequence)
>BsyEXLA-02

ATGGCCGTCTCCATCTCGTCCTCATCCACTCTGCTCCTCGTCTTCCTCTTCTCCTTC
CTCGTCTCGCTCTGCGCCGCCTGCGACCGCTGCGTGCGCAGCTCCAGGGCCGCCT
ACTACACCTCCTCGCTCACCCTCGCCGCCGGTTCTTGCGGGTACGGCACGGCGGC
CGCGTCCTTCAACGGCGGCCTCCTCGCCGCGGCCAGCCCGGCCCTGTACAGAGAC
GGCGTCGGCTGCGGCGCGTGCTTCCAGGTGAGGTGCAAGGACAAGAAGCTGTGC
GGCGCGGCGGGCGCCAGGGTCGTCGTCACGGACCGCGCCAGGACGAACCGCACG
GACCTCGTGCTCAGCAGCCCGGCGTTCGCCGCCATGGCCAGGCCCGGCATGGCCG
CGCGGCTCGCCAAGCTCGGCGCTGTCAAAGTCGAGTACAAGCGGGTTCCGTGCGA
GTACAAGGGGAAGAACCTCTCTGTGCGTGTCGAAGAGAGGAGCCGCGCGCCCAG
CGAGCTGGCCATCAGGTTCCTCTTCCAGGGCGGCCAGACAGACATCGTCGCCGTC
GACGTCGCACAGGTGGGATCGTCGAACTGGAAGTTCATGGCGCGGGACAACGGG
CCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGGCCGCTGCAGTTCAGGGTGGTG
GTGACCGGCGGGTACGACGGCAAGTGGGTGTGGGCAGAAAAGGAAGTGCTGCCG
CGCCGGTGGCGCGCCGGCGAGGTCTACGACACGGGCGTCCAGATCACCGACGTG
GCGCAAGAAGGCTGCTTCCCCTGCGACACGCAGGAGTGGAGGTGA

Nucleotide
>BsyEXLA-02

ACCTGTCCTGTAGCTTGATTATTAGATTAGCCTCCTTTTTCTGGAGTAACAAAGGT
AAAAAGTTAGTCTACACTCTTACTTCTACCTGTAAACCTTTACAAAATTAGAGCA
CTGAGGCGTGCGAGTGTGAAATCTGTTTCTCTGTGACTCTGTGTGTGCTCAATTGT
GATTGTGATGGGTCCGTGGTGAAGAACAGGTGTATAAAAGCAGTCGTCAGGCAC
AAGAATCCTCCTCCCCTCCTCTCCTCTTTGAGCTTCTCTCTGCTTCAAGCAATCAC



ACAAACCCACTACCACTATACTACTACTCGGAAGGAAAGAAAAGGATGGCCGTC
TCCATCTCGTCCTCATCCACTCTGCTCCTCGTCTTCCTCTTCTCCTTCCTCGTCTCG
CTCTGCGCCGCCTGCGACCGCTGCGTGCGCAGCTCCAGGGCCGCCTACTACACCT
CCTCGCTCACCCTCGCCGGTAAGCACGCGCGGCCGCCCGCCGCCTATTCGTAGCA
CATGATCTGTTCCTATCTGTATGTGATTCTGATTGTTCGAATTCTCGTGTCGCAGC
CGGTTCTTGCGGGTACGGCACGGCGGCCGCGTCCTTCAACGGCGGCCTCCTCGCC
GCGGCCAGCCCGGCCCTGTACAGAGACGGCGTCGGCTGCGGCGCGTGCTTCCAG
GTACCGATAGAACTAGTACTAGTATAAGTGTTCCTTCGTGATCGGCCCTGAAGGT
GTTTGTTACTTGGTTATATCTGTGGTTGAATCCGATTCGGGCGATGCAGGTGAGGT
GCAAGGACAAGAAGCTGTGCGGCGCGGCGGGCGCCAGGGTCGTCGTCACGGACC
GCGCCAGGACGAACCGCACGGACCTCGTGCTCAGCAGCCCGGCGTTCGCCGCCAT
GGCCAGGCCCGGCATGGCCGCGCGGCTCGCCAAGCTCGGCGCTGTCAAAGTCGA
GTACAAGCGGTAATTAAACGCCCCCCTTTTATTCATTTTTCAACACCAACCAACCG
CGAGTCCCGCGCCATGTGCCTTCACCGCCGTAGAAGAAAGAAAAACAGAGCCCG
GCCGACCTTGCCGCCATAAATACATACAGGACTCGATTTGTCTCGGAGCCGGTAG
AGTTTCCTAGACCGAATTTACAGCCTGGAAGGCTCAAGATTGTTCACCACGTGCA
GGGTTCCGTGCGAGTACAAGGGGAAGAACCTCTCTGTGCGTGTCGAAGAGAGGA
GCCGCGCGCCCAGCGAGCTGGCCATCAGGTTCCTCTTCCAGGGCGGCCAGACAGA
CATCGTCGCCGTCGACGTCGCACAGGTACAGAAAAACAGCAAATCTTCCATTTCA
TCCCCAAAAACGATCCATTTCTGTAGCCACTCTCTGACAGAGGAGCTGCTTCTGA
ATCTAATTCTGCTTGAATTTTGGGGCGGATGCAGGTGGGATCGTCGAACTGGAAG
TTCATGGCGCGGGACAACGGGCCGGCGTGGAGCACGAGCCAGGLCGLLCGLCGGGE
CCGCTGCAGTTCAGGGTGGTGGTGACCGGCGGGTACGACGGCAAGTGGGTGTGG
GCAGAAAAGGAAGTGCTGCCGCGCCGGTGGCGCGCCGGCGAGGTCTACGACACG
GGCGTCCAGATCACCGACGTGGCGCAAGAAGGCTGCTTCCCCTGCGACACGCAG
GAGTGGAGGTGAATGCCACGGCGAGCGAGAGGTGCAAAGCAAAAATGACATCTG
GCCATGTGCTAGTACGAGCCAAGGGAGGAAGGAGGACACGACGAAGAAGAAGG
AAGCTCCTCGTTACTGCCGTTTTGGCCGTGCTGGCTTTGAACTTTGAAGGAGCAG
AGTCCAGAAACAACACTAGATTAGAGACTGACACTGTGACGCAAGTAGAGTTCTT
GATGCAGGGGCAACTTTTGTTGTTCCTTCTCCTCTTCTCCAACTCTGATCCTTCGCT
GTGTACATGATTGAGCTGCTGCTGACGTGTAAGATAAGTTGCAGTTGTAGTAGTA
ATGATGAAGTGATAAATACATGACGGCGGAGGCTCTGGCCTTAGCTTGAACCGAT
CCGATAACCTTCTTTTCGTGGATGGCCGTGCCGTTGCCGTGCCACTGGATTCAACG
GGATCACAAGCTGCTGTCTTTTCTGATCCGTTGCTTTCGGCGACGTTATTCTTTGA
GACATGGGCGCCATTGCGGCAAGGTCGGCTGCTCATTACGGCCAGTGTGGCCGCT
CCATCGTTTGAATGGGTTGGTGGTGGTCAAATAAACGAAACTAGTCGTTAATCTT
TCCAGGATTCACTGAACAAGGTGGTCGTCACGGCTCACAGAACGAGTTAAAAGC
ACGATTCCGACATGTATATGCACTGAGGAGCCACGGTTGGTGGCTGGCCTTGGTG
CGCCATACACGGCAGCCTTGTAGTACCACTCACTGTATGATGATGCCCGGAGAGG
CCAGTGGTCAGTGGAGCTAGTGCACTGGCCAATACTGTAATGGTGGCCGTTAAAG
CCGGAGTGTACTGTGACGGCGGCGTCGCCACCTCCGTGTAACAATCGATCCATTT
GTGTGTGTCGGGCCTTGCAATAAGTACCAAAATCTCCTCCAGCG





