IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy3G104700

Gene Model: Brasy3G104700.1.p
Description: BsyEXPA-10
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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Superfanilies

PLNONI9Y
Name Accession Description Interval E.value
[+] PLN00193 super family 133423 expansin-A; Provisional 6-258 2.10e-135
SEQUENCES

Peptide

>BsyEXPA-10

MAPAPAQVIAVVLLTAGYAALAGSSPAPIVWQRATATFYGEADASGTMGGACGYG
NLYDEGYGTRSAALSRVLFNDGASCGQCYKIACDRKIDPRWCKPGVTVTITATNFCP
PNNTLPNDGGGWCNTPRPHFDMAQPAWEKIGIYRGGIIPVMYQRVPCVKKGGVRFKI
NGHDYFNLVLVTNVATAGSIKSMDVMSSDSKDWAPMSRNWGANWHSLAYLSGKQ
LSFRITNTDGQTLLFDKIVPSGWKFGQTFASKVQFN*

CDS (coding sequence)
>BsyEXPA-10

ATGGCGCCGGCTCCAGCTCAAGTGATTGCCGTGGTGCTGCTCACAGCGGGCTATG
CTGCTTTGGCCGGGTCGTCGCCGGCACCGATCGTTTGGCAGAGGGCGACCGCGAC
GTTCTACGGTGAAGCTGACGCCTCCGGCACCATGGGTGGTGCGTGTGGGTATGGC
AACCTGTACGACGAGGGGTACGGGACCCGGTCGGCGGCGCTGAGCAGGGTGCTG
TTCAACGACGGCGCGTCGTGTGGACAATGCTACAAGATTGCGTGCGATCGCAAGA
TAGACCCGAGGTGGTGCAAACCTGGCGTGACGGTGACAATCACCGCTACAAACTT
CTGCCCGCCCAACAATACCCTTCCGAACGACGGCGGAGGCTGGTGCAACACACC
ACGGCCGCACTTCGACATGGCGCAGCCGGCCTGGGAGAAGATCGGTATCTATAG
AGGTGGCATCATTCCGGTCATGTATCAGAGGGTTCCATGCGTGAAGAAGGGCGGC
GTACGGTTCAAAATCAATGGCCATGACTACTTCAATCTCGTGCTTGTCACCAACG
TTGCAACTGCTGGCTCGATAAAATCCATGGACGTCATGAGCTCCGATTCAAAAGA
TTGGGCCCCCATGTCACGCAACTGGGGTGCAAACTGGCACTCCTTGGCATATCTC
AGCGGGAAACAACTCTCGTTCAGAATAACCAACACGGATGGGCAAACACTTCTG
TTCGACAAGATTGTGCCAAGTGGATGGAAGTTTGGGCAAACATTTGCAAGCAAA
GTACAGTTCAATTAA

Nucleotide
>BsyEXPA-10

CGAAGAGAATCGCGTGCAGAGCACTGCAAGCACCTTTTAGCAATTGCAAAAATA
AAAAGTATATACACACCGTCGATAACGATGATGACCACTGAATGTCCTTGCACTG
AACTAATCATTACACGCCGACTTGGATGCGGGATCAGCCGCCGTACGATTTTCAA
GGAAAAACAGTGGGCTAAAATTCCGAATGCCTAGGATCATTCAGAACGTAGACC
AGGTTCGCTGCAGGGGTCAGCCGTACGACTCAAGGAACTGAGGTTTCGTAGACA



ACTGAGCAGCAGAACATGGAAATAGCGGCGCCGTTCATTTTCTTCAGAAAGCACC
AAGCAAATATAGCAAACTTTGGAGATGAGAATATTCCCCTTCGTGTCTGCGCGTA
CATGTAATCTTCGGATTAGCCCGTAAGCCATGGTGCGGCTGCACGACCATGCACA
CGCGCACGCCAACCCCTAGCAATTACCACTGCTTCTTCTCATTCGTGATGACCCAT
GATGCTAAGACCTCCAGCTATGGATCGACCACAAGTAGAGCCTATATATACAGGC
AGGATCATCACACAAATTTAAGCCAGCAGAAGCAACTATTCCATGCACATAGAC
AGAAGAAGGAACACAAACGAGCAGAGACATCTAGCTTTCAATTCGGCAGCATCT
GATCATCTCAGGAATTTCAGAATTTGTGAGTACTTTTGAAGGCGATCATCCAGCG
ACAGATATGGCGCCGGCTCCAGCTCAAGTGATTGCCGTGGTGCTGCTCACAGCGG
GCTATGCTGCTTTGGCCGGGTCGTCGCCGGCACCGATCGTTTGGCAGAGGGCGAC
CGCGACGTTCTACGGTGAAGCTGACGCCTCCGGCACCATGGGTAACTAACTTGTT
ACAAACTCATACGCTAATCGTCTAATTAATGTTGCATGCATCTCGTGCTAAGAGC
AAATCGTTTAATTACCTACAACGCACACATGCATGCAGGTGGTGCGTGTGGGTAT
GGCAACCTGTACGACGAGGGGTACGGGACCCGGTCGGCGGCGCTGAGCAGGGTG
CTGTTCAACGACGGCGCGTCGTGTGGACAATGCTACAAGATTGCGTGCGATCGCA
AGATAGACCCGAGGTGGTGCAAACCTGGCGTGACGGTGACAATCACCGCTACAA
ACTTCTGCCCGCCCAACAATACCCTTCCGAACGACGGCGGAGGCTGGTGCAACAC
ACCACGGCCGCACTTCGACATGGCGCAGCCGGCCTGGGAGAAGATCGGTATCTAT
AGAGGTGGCATCATTCCGGTCATGTATCAGAGGTACACACATGCAAATTATTGTA
TTGTGCTTTTGTAAGTTATATTAATTAGCTCGAAGTCAATCTAAAACCAAATCTTT
TAATTAGGGTTCCATGCGTGAAGAAGGGCGGCGTACGGTTCAAAATCAATGGCC
ATGACTACTTCAATCTCGTGCTTGTCACCAACGTTGCAACTGCTGGCTCGATAAA
ATCCATGGACGTCATGAGCTCCGATTCAAAAGATTGGGCCCCCATGTCACGCAAC
TGGGGTGCAAACTGGCACTCCTTGGCATATCTCAGCGGGAAACAACTCTCGTTCA
GAATAACCAACACGGATGGGCAAACACTTCTGTTCGACAAGATTGTGCCAAGTG
GATGGAAGTTTGGGCAAACATTTGCAAGCAAAGTACAGTTCAATTAATCCTTGGC
TCTAAAAAAGTTCAATTAATCCTTCCCATCAGATCAATTTAATTATAACGTGGTTG
ATTCGATGCAGTACTTGTATATAGATGTCAAATGGGTCATGTCATGTACATATAC
ATTATTAATATTGTGTTGTGTTTTGTGTTTGTGTTTATAACTCATGGGGTGTATGAT
TTTAAGGTTGCTTGATTCAGTCTCGGACAGAAAACTGTTAGTTTGTACAAATCCTT
ACCCGTATGTGTCACGAGGCATACGT






