IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy4G110700

Gene Model: Brasy4G110700.1.p
Description: BsyEXPA-15
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



https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1_1
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy

GENE STRUCTURE

BsyEXPA-15
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Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A: Provisional 6268 3.77e-84
SEQUENCES

Peptide

>BsyEXPA-15

MASAPSTATATAILALLVSLLAGAATTAHGRFTAMQWTPAHATFYGDETAAETMGG
ACGYGNLHTTGYGTDTAALSTTLFLDGHGCGTCYQMRCVGAPACYQGSPVITVTAT
NLCPPNWEQDSNAGGWCNPPRAHFDLAKPAFMKMAAWRAGIVPVMYRRVPCVRR
GGLRFAFQGNPYWLLVYVMNVAGAGDVRDMWVKGCDGGGGHVQGWVRMSHNW
GAAFQAFGQLGGHALSFKLTSYTTGQTIVATDAAPRSWSVGLTYQARANFS*

CDS (coding sequence)
>BsyEXPA-15

ATGGCTTCTGCTCCGTCCACGGCCACGGCCACGGCCATCCTGGCCCTCCTCGTCTC
CCTGCTGGCCGGCGCGGCCACCACCGCGCACGGCAGGTTCACGGCGATGCAGTG
GACCCCCGCCCACGCCACCTTCTACGGCGACGAGACCGCGGCGGAGACCATGGG
CGGGGCGTGCGGGTACGGCAACCTGCACACGACGGGGTACGGCACGGACACGGC
GGCGCTGAGCACGACGCTGTTCCTGGACGGCCACGGGTGCGGGACGTGCTACCA
GATGCGGTGCGTGGGGGCGCCGGCCTGCTACCAGGGCTCGCCCGTGATCACGGTC
ACGGCCACCAACCTGTGCCCGCCCAACTGGGAGCAGGACTCCAACGCGGGGGGEG
TGGTGCAACCCGCCGCGCGCCCACTTCGACCTCGCCAAGCCGGCATTCATGAAGA
TGGCCGCCTGGCGCGCCGGCATCGTGCCCGTCATGTACCGCCGGGTGCCCTGLCGT
GCGCAGGGGCGGGCTGCGCTTCGCGTTCCAGGGGAACCCGTACTGGCTGCTCGTC
TACGTCATGAACGTCGCCGGCGCCGGGGACGTCCGGGACATGTGGGTCAAGGGC
TGCGACGGCGGCGGCGGCCACGTCCAGGGGTGGGTGCGGATGAGCCACAACTGG
GGCGCCGCGTTCCAGGCCTTCGGCCAGCTCGGCGGCCACGCGCTCAGCTTCAAGC
TCACATCCTACACCACCGGGCAGACCATCGTCGCCACCGACGCCGCGCLCGCGGAG
CTGGTCCGTCGGGCTCACCTACCAGGCCCGCGCCAACTTCTCTTAG

Nucleotide
>BsyEXPA-15

ATGGCTTCTGCTCCGTCCACGGCCACGGCCACGGCCATCCTGGCCCTCCTCGTCTC
CCTGCTGGCCGGCGCGGCCACCACCGCGCACGGCAGGTTCACGGCGATGCAGTG
GACCCCCGCCCACGCCACCTTCTACGGCGACGAGACCGCGGCGGAGACCATGGG
TACGTTTCCTTGCACGGCCGGCAATGGCAATGGCAACGGCACGCTGCCAGCCAGA



CTCGTTTGCTGACACACATGTGGCACGGTGATACGCAGGCGGGGCGTGCGGGTAC
GGCAACCTGCACACGACGGGGTACGGCACGGACACGGCGGCGCTGAGCACGACG
CTGTTCCTGGACGGCCACGGGTGCGGGACGTGCTACCAGATGCGGTGCGTGGGG
GCGCCGGCCTGCTACCAGGGCTCGCCCGTGATCACGGTCACGGCCACCAACCTGT
GCCCGCCCAACTGGGAGCAGGACTCCAACGCGGGGGGGTGGTGCAACCLCGLLGL
GCGCCCACTTCGACCTCGCCAAGCCGGCATTCATGAAGATGGCCGCCTGGCGCGC
CGGCATCGTGCCCGTCATGTACCGCCGGGTGCCCTGCGTGCGCAGGGGCGGGCTG
CGCTTCGCGTTCCAGGGGAACCCGTACTGGCTGCTCGTCTACGTCATGAACGTCG
CCGGCGCCGGGGACGTCCGGGACATGTGGGTCAAGGGCTGCGACGGCGGLCGGCG
GCCACGTCCAGGGGTGGGTGCGGATGAGCCACAACTGGGGCGCCGCGTTCCAGG
CCTTCGGCCAGCTCGGCGGCCACGCGCTCAGCTTCAAGCTCACATCCTACACCAC
CGGGCAGACCATCGTCGCCACCGACGCCGCGCCGCGGAGCTGGTCCGTCGGGLTC
ACCTACCAGGCCCGCGCCAACTTCTCTTAG





