IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy3G161300

Gene Model: Brasy3G161300.1.p
Description: BsyEXPA-11
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
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List of domain hits .

Name Accession Description Interval E-value
[+] PLND0193 super family cl33423 expansin-A; Provisional 2-253 1.56e-119

SEQUENCES
Peptide
>BsyEXPA-11

MATSMAKWLALCAPVLAALAATCAADWSPATATFYGEPDGSGTMGGACGYGNLY
DQGYGINNAALSTVLFNDGASCGQCFIIMCDASKTGWCKPGYGTVTVSATNLCPPN
WALPNDNGGWCNPPRQHFDMSQPAWETIGIYRAGIVPVLYQRVKCWRTGGVRFTIA
GFNYFELVLITNVGGSGSVASMSIKGSNTGWIQMSRNWGANWQCLAGLAGQALSFS
VTTTGGQNLVFDNVAPAWWQFGQTFGTYKQFDY™*

CDS (coding sequence)
>BsyEXPA-11

ATGGCCACGAGCATGGCAAAGTGGCTGGCTCTCTGCGCGCCGGTTCTCGCGGCTT
TAGCCGCGACGTGCGCGGCGGATTGGTCACCGGCGACCGCGACGTTCTACGGCG
AGCCCGACGGGTCCGGGACGATGGGCGGCGCGTGCGGGTACGGGAACCTGTACG
ACCAGGGTTACGGCATCAACAACGCGGCGCTGAGCACGGTGCTGTTCAACGACG
GCGCGTCCTGCGGGCAGTGCTTCATCATCATGTGCGACGCCAGCAAGACCGGGTG
GTGCAAGCCCGGCTACGGCACCGTCACCGTGTCGGCGACCAACCTGTGLCLCLCGLCC
AACTGGGCGCTCCCCAACGACAACGGCGGTTGGTGCAACCCGCCGCGGCAGCAC
TTCGACATGTCGCAGCCGGCCTGGGAGACCATCGGCATCTACCGTGCCGGCATCG
TGCCCGTGCTCTACCAGCGGGTCAAGTGCTGGCGCACGGGCGGGGTCCGGTTCAC
CATCGCCGGGTTCAACTACTTCGAGCTCGTGCTCATCACCAACGTCGGCGGCAGC
GGCTCCGTGGCCAGCATGTCCATCAAGGGGAGCAACACCGGGTGGATCCAGATG
TCGAGGAACTGGGGTGCCAACTGGCAGTGTCTCGCGGGGCTTGCCGGGCAGGCG
CTCAGCTTCAGCGTGACCACCACCGGCGGGCAGAACCTGGTCTTCGACAACGTCG
CGCCGGCCTGGTGGCAGTTCGGCCAGACGTTCGGCACCTACAAGCAGTTCGACTA
CTGA

Nucleotide
>BsyEXPA-11

CCAAAAACAGCAAATCCACAAGTACTCTTTTGACATAGATACATACACATGGCCA
CGAGCATGGCAAAGTGGCTGGCTCTCTGCGCGCCGGTTCTCGCGGCTTTAGCCGC
GACGTGCGCGGCGGATTGGTCACCGGCGACCGCGACGTTCTACGGCGAGCCCGA
CGGGTCCGGGACGATGGGCGGCGCGTGCGGGTACGGGAACCTGTACGACCAGGG
TTACGGCATCAACAACGCGGCGCTGAGCACGGTGCTGTTCAACGACGGCGCGTCC



TGCGGGCAGTGCTTCATCATCATGTGCGACGCCAGCAAGACCGGGTGGTGCAAGC
CCGGCTACGGCACCGTCACCGTGTCGGCGACCAACCTGTGCCCGCCCAACTGGGC
GCTCCCCAACGACAACGGCGGTTGGTGCAACCCGCCGCGGCAGCACTTCGACATG
TCGCAGCCGGCCTGGGAGACCATCGGCATCTACCGTGCCGGCATCGTGCCCGTGC
TCTACCAGCGGGTCAAGTGCTGGCGCACGGGCGGGGTCCGGTTCACCATCGCCGG
GTTCAACTACTTCGAGCTCGTGCTCATCACCAACGTCGGCGGCAGCGGCTCCGTG
GCCAGCATGTCCATCAAGGGGAGCAACACCGGGTGGATCCAGATGTCGAGGAAC
TGGGGTGCCAACTGGCAGTGTCTCGCGGGGCTTGCCGGGCAGGCGCTCAGCTTCA
GCGTGACCACCACCGGCGGGCAGAACCTGGTCTTCGACAACGTCGCGCCGGCCTG
GTGGCAGTTCGGCCAGACGTTCGGCACCTACAAGCAGTTCGACTACTGACACATG
CATGGATCATGTGTATAGACCGAGTGCACTATATATGTTTTGTTCTTGCGTTTCCA
TCACATAGTCATATACCACATGTATGTTCTGTACAAAAGCACACAATTTGTTAGT
GCGTTACATTGGCATTTATACCATTATTAATTGGATGTCCTGGAGCTCGGCATGTC
TCACTTAACATCGGACTTTTCCGAATTACCAACATTGAATCAAGCCATCTTTCTA





