IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy9G282600

Gene Model: Brasy9G282600.1.p
Description: BsyEXPA-24
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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+ Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 120-352 2.82e-121
SEQUENCES

Peptide

>BsyEXPA-24

MPLLLQAMPCAPPACAVRPSLPSSVRFLRPATPPPSIYPRPNPKSQTPHTTFPLLSAAAL
FHARRPVAMAPVLRAVLLAFLVAALFPSALSRGHHLPGHGLVHRHGNVHGQAHAH
APLGGGAWSSAHATFYGGGDASGTMGGACGYGNLYSTGYGANTAALSTALYNDGL
SCGACFEVRCDPAGTEAGAAHACLGTSVVITATNLCPPNNALPSDDGGWCNPPRAHF
DMSQPVFQRIALYKAGIVPVSYRRVACQKKGGIRFTINGHSYFNLVLVSNVGGPGDV
HAVAVKSERSPSWQALSRNWGQNWQSNALLDRQSLSFRVTAGGGRSVVSSNAVPR
GWAFGQTFSGAQFT*

CDS (coding sequence)
>BsyEXPA-24

ATGCCGCTGCTTTTGCAGGCCATGCCGTGCGCCCCACCCGCGTGLCGLCGGTGLGLC
CTTCCTTGCCTTCGTCCGTTCGGTTCCTCCGCCCGGCCACGCCGCCTCCCTCTATTT
ATCCCCGGCCCAACCCCAAATCTCAAACCCCTCACACCACATTTCCGCTTCTCTCC
GCAGCCGCTCTGTTTCACGCCCGCCGTCCCGTGGCAATGGCGCCCGTCCTCCGAG
CCGTCCTTCTCGCCTTCCTCGTGGCCGCGCTGTTCCCTTCCGCACTGTCACGAGGG
CACCATCTGCCGGGGCACGGCCTGGTCCACCGCCACGGGAACGTCCACGGCCAA
GCGCACGCCCACGCCCCGCTCGGLCGGCGGLCGCCTGGTCCTCGGCCCACGCCACCT
TCTACGGCGGCGGCGACGCCTCCGGCACCATGGGCGGGGCGTGCGGGTACGGGA
ACCTGTACAGCACGGGCTACGGGGCCAACACGGCGGCGCTGAGCACGGCGCTCT
ACAACGACGGGCTGAGCTGCGGCGCCTGCTTCGAGGTCCGCTGCGACCCGGCGG
GGACGGAAGCCGGCGCGGCCCACGCCTGCCTGGGAACCTCCGTCGTCATCACGG
CCACCAACCTCTGCCCGCCCAACAACGCGCTCCCTTCCGACGACGGCGGCTGGTG
CAACCCTCCCCGCGCCCACTTCGACATGTCCCAGCCCGTCTTCCAGCGCATCGCG
CTCTACAAGGCCGGCATCGTCCCCGTCTCCTACCGCAGGGTGGCGTGCCAGAAGA
AGGGGGGAATTAGGTTCACGATCAACGGCCACTCCTACTTCAACCTGGTCCTCGT
CTCCAACGTCGGCGGGCCCGGCGACGTGCACGCGGTGGCCGTGAAATCCGAGCG
CTCGCCTTCCTGGCAGGCCCTGTCGCGGAACTGGGGACAGAACTGGCAGAGCAA
CGCGCTGCTCGACCGCCAGAGCCTCTCCTTCCGCGTCACCGLCLCGGLGGLGGLLGL
TCCGTCGTCTCCAGCAACGCCGTTCCCCGCGGCTGGGCCTTCGGCCAGACCTTCA
GCGGCGCCCAATTCACCTGA



Nucleotide
>BsyEXPA-24

GCTTTTACCGCTCCCGCCACGCCTCCCAACGAAACGCCCCAGAAAACCCGTGTCT
CTGCCTGCATGCCGCTGCTTTTGCAGGCCATGCCGTGCGCCCCACCCGCGTGLGL
GGTGCGCCCTTCCTTGCCTTCGTCCGTTCGGTTCCTCCGCCCGGCCACGCCGCCTC
CCTCTATTTATCCCCGGCCCAACCCCAAATCTCAAACCCCTCACACCACATTTCCG
CTTCTCTCCGCAGCCGCTCTGTTTCACGCCCGCCGTCCCGTGGCAATGGCGCCCGT
CCTCCGAGCCGTCCTTCTCGCCTTCCTCGTGGCCGCGCTGTTCCCTTCCGCACTGT
CACGAGGGCACCATCTGCCGGGGCACGGCCTGGTCCACCGCCACGGGAACGTCC
ACGGCCAAGCGCACGCCCACGCCCCGLCTCGGCGGLCGGCGCCTGGTCCTCGGCCCA
CGCCACCTTCTACGGCGGCGGCGACGCCTCCGGCACCATGGGCGGGGLGTGCGEG
GTACGGGAACCTGTACAGCACGGGCTACGGGGCCAACACGGCGGCGCTGAGCAC
GGCGCTCTACAACGACGGGCTGAGCTGCGGCGCCTGCTTCGAGGTCCGCTGCGAC
CCGGCGGGGACGGAAGCCGGCGCGGCCCACGCCTGCCTGGGAACCTCCGTCGTC
ATCACGGCCACCAACCTCTGCCCGCCCAACAACGCGCTCCCTTCCGACGACGGCG
GCTGGTGCAACCCTCCCCGCGCCCACTTCGACATGTCCCAGCCCGTCTTCCAGCG
CATCGCGCTCTACAAGGCCGGCATCGTCCCCGTCTCCTACCGCAGGTACCTAAGA
ATTCTCTTGTTCCTTGTTACATCTGAAATCTGAATCTGCAGTGAAAATGAGTGGCT
TTCTTCTTCTTGTTACCTCTGAAATCTGAATCTGGAGTAACACTGACTGACAGTGG
CTTTGTTCTTCTTCGTCTTGTGTCTTCAGGGTGGCGTGCCAGAAGAAGGGGGGAAT
TAGGTTCACGATCAACGGCCACTCCTACTTCAACCTGGTCCTCGTCTCCAACGTCG
GCGGGCCCGGCGACGTGCACGCGGTGGCCGTGAAATCCGAGCGCTCGCCTTCCTG
GCAGGCCCTGTCGCGGAACTGGGGACAGAACTGGCAGAGCAACGCGCTGCTCGA
CCGCCAGAGCCTCTCCTTCCGCGTCACCGCCGGCGGLCGGLCCGLCTCCGTCGTCTCC
AGCAACGCCGTTCCCCGCGGCTGGGCCTTCGGCCAGACCTTCAGCGGCGCCCAAT
TCACCTGAAGCAGTCACCATTTCTAGCTCATTTTACCCCAAGATTATGCCTTAGTA
GTGCTATCCAGTAGCGAGTAGTAGTGCCTCGATTGGAGCGTGCTGGGAAGATCCA
TGGTTTTATGGGTGGTTCTTTCTCAAGCATTACGTTCTTCGGAAGCAGTCAGTAGT
AGTAGCAGCAGGTAGTTTAGGCCTGGTATTAGCATGGGCTTTTAATTGTCCTGGT
GTCAGTGTTAGCAAGAGTGGAGTGGTGGTTTGAGCGAGCTTTTGGCTAAGGATGG
CAGCGGTGGTAAAGGCTGGGTTGATTAACTGAAGCCGCCTTATATCACCCGCCAA
TTAGCGATTAGGCCTCTTGGATGAAGGCCTGTGTTGGCTTGTACTGAACCTCAACT
CTGGGGGTTAATTTATGCATTTGGGGCTTAAAGCCTGTTCCGTTCCTGTTAACACT
CCACTGTATCTTGCAATTTGACTTAAGTGATGTTTGTATGTTGATTGATGAACATG
CGAACTACTACGAAGCTTAATGAGCTGAAACAACAAAGTTTTCCTCGCTCTGATG
CACGAGAACTGAAACTTCAGGTCGTTCCAGTTAGTATAAAAAAA





