IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy4G266900

Gene Model: Brasy4G266900.1.p
Description: BsyEXPA-18
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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PLN00193
+ Name Accession Description Interval E.value
[+] PLN00193 super family cl33423 expansin-A; Provisional 50-281 2.15e-133
SEQUENCES
Peptide

>BsyEXPA-18

MEGQRPEYPAAAVGRPAAAAGGGRERERWRRRGWGVTAGYRPVIASSPQAPVVWQ
RAHATFYGGADASGTMGGACGYGNLYSEGYGTRTAALSTVLFNDGAACGQCYKIA
CDRKVDPRRCKPGVTVTVTATNLCPPNNALPNDNGGWCNIPCPHFDMAQQAWEKIG
VYRGGIIPVMYQRVPCMKKGGVRFKINGHDYFNLVLVTNVAAIGSIKSMDVKSSDSK
DWAPMARNWGANWHSLAYLSGKMLSFRLTNTDGQILEFNNIVPSGWKFGQTFASK
LQFN*

CDS (coding sequence)
>BsyEXPA-18

ATGGAAGGGCAGCGGCCGGAATACCCTGCCGCCGCLCGTGGGLLCGGLLCGGLGGLL
GCCGCCGGCGGCGGCAGGGAGAGAGAGAGGTGGAGAAGGAGAGGTTGGGGGGT
GACGGCGGGGTATCGCCCCGTGATCGCATCGTCGCCCCAAGCACCGGTCGTCTGG
CAGAGGGCGCACGCGACGTTCTACGGTGGAGCTGATGCCTCCGGCACCATGGGC
GGCGCGTGTGGGTACGGCAACCTGTACTCTGAGGGGTACGGAACCCGGACGGCG
GCGCTGAGCACGGTGCTCTTCAACGACGGCGCGGCATGCGGACAATGTTACAAA
ATTGCATGCGACCGCAAGGTGGACCCAAGGCGGTGTAAACCGGGTGTGACGGTG
ACAGTCACGGCCACAAACCTCTGCCCGCCCAACAATGCCCTTCCAAATGACAATG
GTGGTTGGTGCAACATACCATGCCCGCACTTTGACATGGCGCAACAGGCTTGGGA
GAAGATCGGTGTCTATAGGGGTGGCATCATTCCGGTCATGTATCAGAGGGTTCCA
TGCATGAAGAAGGGTGGTGTGCGGTTTAAGATCAACGGCCACGACTATTTCAATC
TTGTACTCGTGACCAACGTTGCAGCCATCGGCTCGATAAAGTCTATGGACGTCAA
GAGCTCTGATTCAAAAGATTGGGCGCCAATGGCACGCAACTGGGGTGCGAACTG
GCACTCGTTGGCGTATCTTAGCGGGAAAATGCTCTCTTTCAGATTAACCAACACT
GATGGACAAATACTTGAGTTCAATAACATTGTGCCTAGTGGATGGAAGTTTGGGC
AAACATTTGCGAGCAAATTGCAGTTCAACTGA

Nucleotide
>BsyEXPA-18

ATGGAAGGGCAGCGGCCGGAATACCCTGCCGCCGLCLCGTGGGLCCGGLLGGLGGLC
GCCGCCGGCGGCGGCAGGGAGAGAGAGAGGTGGAGAAGGAGAGGTTGGGGGGT
GACGGCGGGGTATCGCCCCGTGAGTCGCAGGAGCGGCTCGCGGGGCGCTAGGGT



TTTCCTCCTTAAGTGGGTGATTCTCCAACACAATCCTCCAGCTGGCTAAATTAGGG
AAGACACATTTTTCTTGGATAAGTATGACGTAGATTCGCTAAAAAAAAGTATGTC
GTAGATTTGATACCCTCCTCTAAAGAAAAGGAACCAGCAGCTTTTGTTTTGTTTTG

[TTATTTTTATTTTTATTTTTATTTTTATTTTTATTTACTAGTCAAATAAACCTAAAA
AAGTAATTTTGTTCTCAACCTTTTTGTACAAGTGAATATTCTTTTATAAATATGAG
TATTCATAAATTGTTGAAAAGTTTTAGGTAAAACCTTATGAGTATGAAAAATGAA
TAAATATCTTCAAAAAATGTTCATAAGTATTGCAAGAAATGTTCGTGAATTTCTA
ACAATGTGTTTGAAAAGAAGTTTATGACTTTGAAAAGAAATGTTCATGTACTTAA
AGAAATGTCCATGTATTTAAAAAATATATTATGCATTTGCTAAAAAGTGAGAAAG
GAGAAAAGAAAAAAGAAATTCTTTAATAAAAGGTAAATAAAGAATGAGTAATAA
AATAAACATAAACATCAAAGTAAATGAAACAATGAATAGGTTGCAAATTTAAGG
TTTAAAATGGACTTTACTCTATATTTTTATATAAGAGGAAGCATCCCACTGTTGAT
TTCTTGAGGGCTGTAAAAGATCTCCTCAGAGTAGATTGTGAACTTTTTTACGGTAC
ACAAGTGATTTGTCTTTCAGCTTGTGACAAAATAAATTTTTTTCATCCGAGGAGAG
ATGACGGCTGATAGCCTAGGTCCAGCATAAGGATATACCGTTGGTGAAAAAATG
CAGATGCTGCATGATCAAAGTGTTAATCTGTATGAAAAGCTTTACACGAAAAATG
ATCAAAAAACCCTTAATCATCTCTTTTAACCTGAACTTTTCGTTTTCACATCCGTT
ACGATGATCGATGCAGCTGCAAGTAAACCAATTACCCAAAACACTGCATACAGA
CGGCCGGTCGAGTTCATCAACACCATAGAAGGATCTGCCTTGATGCATGACAATT
CAATATTTCTTCCACGAACTAATCATTACACACGCACGCCGGCCGATGGAAGCAG
CTGTCCAGCCTACGGTTCAGTGTAGACCGACCAGGAGCAGTGCAGGATAAGACCT
ACGTAGTACGATTCAAGGAACAGAGACGAGATATTCCTTCGTTTCGTAGACAATG
GAGCACCCAAACATGGGAATCACGGCGCCGCCGTTCATTTCTTCAGAAAGTACCG
AGCAAATATCCTCTCTAAATGTCAATCATGGAGAAAATTTCAAGCGAAATATCCT
TAAAGAAGCAAGGGGATAAGAATAACCTAAGAATATAGATTTAGCCCATACGTG
TCTGCGCGTAGTTACTGCGGTGGTTCTGCTCACAGTGGGCTGTACTGCCTTGGCTG
TAGTCGCATCGTCGCCCCAAGCACCGGTCGTCTGGCAGAGGGCGCACGCGACGTT
CTACGGTGGAGCTGATGCCTCCGGCACCATGGGTAACTAGCGTATAAGTTATAAC
TCATGGTTAATTCAATTCTACGTCTGCGCTGAGAGCATGTTGGATGTTGCCAATTT
ACTAATTACTATGTTATGCAGGCGGCGCGTGTGGGTACGGCAACCTGTACTCTGA
GGGGTACGGAACCCGGACGGCGGCGCTGAGCACGGTGCTCTTCAACGACGGCGC
GGCATGCGGACAATGTTACAAAATTGCATGCGACCGCAAGGTGGACCCAAGGCG
GTGTAAACCGGGTGTGACGGTGACAGTCACGGCCACAAACCTCTGCCCGCCCAAC
AATGCCCTTCCAAATGACAATGGTGGTTGGTGCAACATACCATGCCCGCACTTTG
ACATGGCGCAACAGGCTTGGGAGAAGATCGGTGTCTATAGGGGTGGCATCATTCC
GGTCATGTATCAGAGGTACATCACAAATTTGTCATAAATTTATGCTTTTATTTTAC
TAATAATGGCTCAATTTCAATCTAAAACCAAATCGTTGTAGGGTTCCATGCATGA
AGAAGGGTGGTGTGCGGTTTAAGATCAACGGCCACGACTATTTCAATCTTGTACT
CGTGACCAACGTTGCAGCCATCGGCTCGATAAAGTCTATGGACGTCAAGAGCTCT
GATTCAAAAGATTGGGCGCCAATGGCACGCAACTGGGGTGCGAACTGGCACTCG
TTGGCGTATCTTAGCGGGAAAATGCTCTCTTTCAGATTAACCAACACTGATGGAC
AAATACTTGAGTTCAATAACATTGTGCCTAGTGGATGGAAGTTTGGGCAAACATT
TGCGAGCAAATTGCAGTTCAACTGA






