IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy5G396300

Gene Model: Brasy5G396300.1.p
Description: BsyEXPA-19
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 39-268 6.91e-118
SEQUENCES

Peptide

>BsyEXPA-19

MATAAATMPSSPLLFFVLLASALVLPPAAYARIPGVYTGGDWQSAHATFYGGSDAS
GTMGGACGYGNLYSQGYGVNNAALSTALFNSGQRCGACFEIKCVDQPDWKWCHPG
SPSILVTATNFCPPNYALPSDDGGWCNPPRPHFDLAMPMFLHIAEYRAGIVPVSYRRV
ACRKKGGVRFTMHGFRYFNLVLITNVAGAGDLVRASVKGSSTGWMPMSRNWGQN
WQSNSVLVGQALSFRVTSSDRRTSTSWNAAPQGWYFGQTFEGKNFRV*

CDS (coding sequence)
>BsyEXPA-19

ATGGCCACCGCCGCAGCAACAATGCCGTCTTCCCCGCTGCTGTTCTTCGTCCTCCT
CGCTTCAGCGCTGGTACTTCCCCCTGCCGCCTACGCCCGCATCCCCGGCGTGTACA
CGGGCGGCGACTGGCAGTCCGCCCACGCCACCTTCTACGGCGGCAGCGACGCCTC
CGGCACCATGGGAGGGGCGTGCGGGTACGGGAACCTGTACAGCCAGGGCTACGG
GGTGAACAACGCGGCGCTGAGCACGGCGCTCTTCAACTCCGGGCAGCGCTGCGG
CGCATGCTTCGAGATCAAGTGCGTGGACCAGCCCGACTGGAAGTGGTGCCACCCG
GGCTCGCCGTCCATCCTCGTCACGGCGACCAACTTCTGCCCGCCCAACTACGCGC
TGCCTTCCGACGATGGCGGGTGGTGCAACCCGCCCCGGCCCCACTTCGACCTCGC
CATGCCCATGTTCCTCCACATCGCCGAGTACCGCGCCGGCATCGTCCCCGTCTCCT
ACCGCCGGGTGGCGTGCAGGAAGAAGGGAGGGGTGCGGTTCACGATGCACGGGT
TCAGGTACTTCAACCTGGTGCTGATCACGAACGTGGCGGGGGCCGGGGACCTGGT
GCGCGCCAGCGTCAAGGGTTCAAGCACCGGGTGGATGCCCATGTCACGCAACTG
GGGCCAGAACTGGCAGTCCAACTCCGTCCTCGTCGGCCAGGCGCTCTCCTTCCGA
GTCACCTCCAGCGACCGCCGCACCTCCACCTCATGGAACGCCGCCCCGCAAGGGT
GGTACTTCGGCCAGACCTTCGAGGGCAAGAACTTCAGGGTCTGA

Nucleotide
>BsyEXPA-19

GATCAGGAGCTCAGAGTGAGCTGCACGACACAGCAGCACAGCAGTAGTACCCGG
CTGTGCTGCCTCCATCAATGGCTAAAACTAGCAATACCGCATTTCTTAATAACGC
GAACGCCTCCTATCTTATCCTGCTCTCCCGTCATTATTCGCCCCCCATCAATGGCT
AAAACACTCTCTCTTCCCGCTGCCTTCTCCTTCTTTTCACCCGGCCTAGGTACGCG
CCATATACAGCGGCCATTATTTGGTCTGCCTCGTGCCGTGCCGTGCCGTGCGTCCA



TAAATACCCCCGCTCGCTCCATCCTCACCTTCCACTTCCACCACACCAGCCTTGAC
TCCTCCTCTGTTCTCTTGCTCCTCTGCTTACGAAAGCGGAGAGACGAGACCAAGG
ATGGCCACCGCCGCAGCAACAATGCCGTCTTCCCCGCTGCTGTTCTTCGTCCTCCT
CGCTTCAGCGCTGGTACTTCCCCCTGCCGCCTACGCCCGCATCCCCGGCGTGTACA
CGGGCGGCGACTGGCAGTCCGCCCACGCCACCTTCTACGGCGGCAGCGACGCCTC
CGGCACCATGGGTAAACTCACCAACTAATCCCCAAAACCCCATTCCAATTCCAAG
AAAACGAGATTCATGGCAGACTCTAATCTTGGCACTTTGGGATGCAGGAGGGGC
GTGCGGGTACGGGAACCTGTACAGCCAGGGCTACGGGGTGAACAACGCGGCGCT
GAGCACGGCGCTCTTCAACTCCGGGCAGCGCTGCGGCGCATGCTTCGAGATCAAG
TGCGTGGACCAGCCCGACTGGAAGTGGTGCCACCCGGGCTCGCCGTCCATCCTCG
TCACGGCGACCAACTTCTGCCCGCCCAACTACGCGCTGCCTTCCGACGATGGCGG
GTGGTGCAACCCGCCCCGGCCCCACTTCGACCTCGCCATGCCCATGTTCCTCCAC
ATCGCCGAGTACCGCGCCGGCATCGTCCCCGTCTCCTACCGCCGGTACGTACATA
CTCGTATAGTCATCGTTACGTCTCGTATCAACTTTGATTGATTTCCTCCCTGAAAT
TAACTACCTAAAAAATATTTTTTTAGTAGCACCAGTACTGTTACTCGTAGTTGCCT
AGACCACGAGAATTGAAGTTTACTGCTCCTGACCTCTTCTTGATTTGTTTTCTCTC
TTGGGGACTGTTTCTTTAGTAAACGACATTCGTCTTGATTTTATGATTGACAAAAA
AAAAATCTTCTTTTCCGACCAATGGAGAGGCGAGAGGACGCAACCGGACCGGAC
CGCAGCAGACGCTGAGCCGAGCTGAGCTGCGCTCCACTTTACCCAGCACGATTCC
CTTTTTCTTTTTTTCACGTCTTTTAAGACGGGACTGTTGCTCCTGCTGCTCTTGTAC
CGCACCGTCCGTCCGTCCCTCCATCCCACAATAAAAAGAGAAGAAAAAGAAATC
TCGACGCGTTCCATCCACAGGCTATATCTACTGTATTTGCGATTTCACTGACACTC
TAGGCATGGCCATTTCCTTTCGTGAAGGAAAAGATTGTACTACTACGGCAGATAT
GGGTTGCACGTACGTACTACTCTGGTCTGGCACGGGCGATAAATCAAGTTTATCC
CGTAACAACAATAAATCTCGCCGCTCCTTTTTTTTCTTTCCTGCCTTGCCTTTTCCG
ATCTGCTACGGCCGGAGGGAGATATGATCCGTGCAGGCAGAGGGATGGGAATGT
GCACCGCTCTCCGGTTGGCTGGCCTTGGCTTGGCTGCTGCGGGCTTTAATTAGCGA
GAACGTGACATAGCGATAGGTCCGTGCGCGGCGAAAAATGAAAGCCGAGAGTAA
AAGCAGTTTTGGTACCAAGCCAGAAATGGGGTGAACCTTCGTTCCAGAGACCTCC
CTCTGCCCCAGTCGCATGCATGTGCTTCTCTCGTGATAAGGACAGCAGCGTTTTGA
TGAAGCTGATGCTGCTTACATTTATTTAGTGCGCTGGTTTGTTTTCAACAGGTCTC
ATCCGTCTTCGCACGCAGTTTTTCTTTTTTTGACACTCTTTGTACGAGTAGATCTTA
AAGAACTTCATCAGCCGTCGCTTGTGCATGAACAGAGGAACTCTTCTGCGATGGA
AAATCCGTTCTTTCTGGTTTTCTTTTAAGAAAAAAGTGGAGGAAATCTACGCTCTG
ATAAGACGCCGAGATGTGCGGGGTAATTGGACACTTTTGCAGAGAGAAAAAGTC
GGGCTTGTCTGTAGACCACACCATATATAGAGGTCCACTAGCATAGCATGTTTTG
CGCAGGACACACAGCAAAATGCCCGGAGAAACATCCAAATCATGCGTGCCGTGG
TAGGAGTAGTTGTTGGCGTGGTACGTAGAACCCAGTGCAATGCTGGCAGACTGCA
GAGCACAGAGCCGCGCCCACACACACACACATGTTTGAGTGAGTTTGACCTTCCG
TTGTTTCTTTTGGATCACGGGTTCCCCGTCTCCCTTCACTGACATCGATCAGTCGA
CGGGTCACCCATGCCCTGCCTGCCTAAGGAGCAGTAGTAAATGACCCATCTGCCC
CTCTCAACGCGTGAACTCTCTCTCCCTTCTCCTTCGTGGAGTGGTCCACATCTCTG
CAACGCAGTGCAAACGCAGTGCACCGTCCCTTCCCCCTTCCAAATTTACCATCGT
ACCCCCACAACTAAAGCAAATCCGTGGTGGTGCTGACACGTGTTATCATGGTTCC
TTTTTTCTTTTCTTTTCTGATGAATGTGTTGTTGCGAAATGGTGTGCAGGGTGGCG
TGCAGGAAGAAGGGAGGGGTGCGGTTCACGATGCACGGGTTCAGGTACTTCAAC
CTGGTGCTGATCACGAACGTGGCGGGGGCCGGGGACCTGGTGCGCGCCAGCGTC




AAGGGTTCAAGCACCGGGTGGATGCCCATGTCACGCAACTGGGGCCAGAACTGG
CAGTCCAACTCCGTCCTCGTCGGCCAGGCGCTCTCCTTCCGAGTCACCTCCAGCG
ACCGCCGCACCTCCACCTCATGGAACGCCGCCCCGCAAGGGTGGTACTTCGGCCA
GACCTTCGAGGGCAAGAACTTCAGGGTCTGAATGACTCCTCCGTCATCCCCGTCG
TCGATCGATCGTCGTCGCCGGTGATGGAGCAGATGGAGTGTTATGTTATGGTGGA
TCTTACATATATATATAGTGAGTAATTACTACAGCGAGAGATGGAGTGGTTCTTC
CATTAGAGCCGGGTTGGTGAGTTTTATTTTTCTGTCCTTGGGTAGCCTGTGAATGC
ATGAGAGGTGCAAGCAGGGTCAAACTGGTTGGTGGTGTCTAAGTCCTGGTGTTTG
TTAGGGTGGGGAGTGATTGCTTCCTGCCGTGTCACCGAGGTCACACAGCCGGTAG
TAGCAGTAACAACCATCAAGTCTGTGTGTCGAGTTTTATTATTAGTGGCTGAAGT
GGCTGCAGAGCTGCGGCTAAAAATGGGAGCGGCGAGTGTAGCCCGCAGCTGCTT
TGTCTGTCTGTCTTTAATCGTGCGCCCCCGTCCCGTGTCATCTTATCTTGCATGGC
ACGCGCCAGTGTTTTATTTTAATCATATGGGGCCTGGTTTATCTATCTATCTACAT
ATATGTGGTGATTGGGGTTGTGACTTGTAAGAAGATCAATAGTAGCACTATTTAC
CTTATGCTTATTCTG






