IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy2G067600

Gene Model: Brasy2G067600.1.p
Description: BsyEXPA-05
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
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GENE STRUCTURE

BsyEXPA-05
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Query seq.
Superfanilies

PLNO#193
List of domain hits *

Name Accession Description Interval E-value
[+] PLN00193 super family ci334; expansin-A; Provisional 26-254 1.46e-136

SEQUENCES
Peptide
>BsyEXPA-05

MAGSRVLLHLAVVVAACLAAATPGGAADWVSGSATFYGGSDASGTMGGACGYGN
LYSTGYGTNTAAMSTALFNDGAACGECYQVQCDSQNSQWCNKGATVTVTATNLCP
PDYSKPSNNGGWCNPPRRHLDMAQPAWEKIGVYRAGIVPVMFRRVPCSRSGGVRFTI
NGNDYFELVLITNVGGAGSISSVQIKGSRTGWVTMSRNWGANWQCNNYLNGQSISF
TVTATDGKKQVFQDVAPSNWRFSQTFSSAVQFY*

CDS (coding sequence)
>BsyEXPA-05

GCATCTGGCCGTCGTCGTCGCGGCGTGCCTCGCGGCGGCGACCCCCGGAGGAGCT
GCCGACTGGGTGAGCGGCTCCGCGACGTTCTACGGCGGGAGCGACGCCTCCGGC
ACCATGGGCGGCGCGTGCGGGTACGGGAACCTGTACTCGACGGGGTACGGGACG
AACACGGCGGCGATGAGCACGGCGCTGTTCAACGACGGCGCGGCGTGCGGGGAG
TGCTACCAGGTGCAGTGCGACAGCCAGAACTCGCAGTGGTGCAACAAGGGCGCC
ACGGTGACCGTCACGGCCACCAACCTCTGCCCGCCCGACTACTCCAAGCCCAGCA
ACAACGGCGGCTGGTGCAACCCGCCCCGCAGGCACCTCGACATGGCCCAGCCCG
CCTGGGAGAAGATCGGCGTCTACCGCGCCGGCATCGTGCCCGTCATGTTCCGGAG
GGTTCCTTGCTCCAGGAGCGGAGGGGTGCGGTTCACCATCAACGGGAACGACTAC
TTCGAGCTGGTCCTCATCACCAACGTGGGCGGGGCGGGCTCCATCTCGTCCGTGC
AGATCAAGGGGTCCAGGACTGGCTGGGTCACCATGTCCAGGAACTGGGGCGCCA
ACTGGCAGTGCAACAACTACCTCAACGGCCAGTCCATCTCCTTCACGGTCACCGC
CACCGACGGCAAGAAGCAGGTCTTCCAGGACGTCGCGCCCAGCAACTGGAGGTT
CAGCCAGACCTTCTCCAGCGCCGTCCAGTTCTACTAG

Nucleotide
>BsyEXPA-05

CAACTCGCACCGTTCCTTTCCTGTAGATCGGTCGATCCCGTACGTTACGCACGTCG
CCCGTCGAGCGTACCCCGCGTGTACTATATACGTGCATTGCTCTGTATCATCTGAA
GCCATTTCATCGAGAGAAGAGATGGCGGGCAGCAGAGTCTTGTTGCATCTGGCCG
TCGTCGTCGCGGCGTGCCTCGCGGCGGCGACCCCCGGAGGAGCTGCCGACTGGGT
GAGCGGCTCCGCGACGTTCTACGGCGGGAGCGACGCCTCCGGCACCATGGGTAC
GCAAAACAACTATGCTGCCTGGCCTTAATTAATTCGTACGTGCCTTCTTTTGTCTT



TGCATTTGCTCGCATGACATGACGGATTATATGTCGCTGTGACTGCAGGCGGCGC
GTGCGGGTACGGGAACCTGTACTCGACGGGGTACGGGACGAACACGGCGGCGAT
GAGCACGGCGCTGTTCAACGACGGCGCGGCGTGCGGGGAGTGCTACCAGGTGCA
GTGCGACAGCCAGAACTCGCAGTGGTGCAACAAGGGCGCCACGGTGACCGTCAC
GGCCACCAACCTCTGCCCGCCCGACTACTCCAAGCCCAGCAACAACGGCGGLTGG
TGCAACCCGCCCCGCAGGCACCTCGACATGGCCCAGCCCGCCTGGGAGAAGATC
GGCGTCTACCGCGCCGGCATCGTGCCCGTCATGTTCCGGAGGGTTCCTTGCTCCA
GGAGCGGAGGGGTGCGGTTCACCATCAACGGGAACGACTACTTCGAGCTGGTCC
TCATCACCAACGTGGGCGGGGCGGGCTCCATCTCGTCCGTGCAGATCAAGGGGTC
CAGGACTGGCTGGGTCACCATGTCCAGGAACTGGGGCGCCAACTGGCAGTGCAA
CAACTACCTCAACGGCCAGTCCATCTCCTTCACGGTCACCGCCACCGACGGCAAG
AAGCAGGTCTTCCAGGACGTCGCGCCCAGCAACTGGAGGTTCAGCCAGACCTTCT
CCAGCGCCGTCCAGTTCTACTAGCCAAGCGTGCACCGCCGCCCTGGACGTGCACG
TACGCCGCCTTAGTTTGATCAGTTTACCCCCCCCCCCCCCCCCCCCCCCGTTTCTC
CTTAATTTCGCATTTGGGAACTAAGCTTGCATGCCAACAAGACCTTAAAATTAGC
TGCTGCTGCTGCTGCATGCTGATGGAAACTATTAGGCCGCCTGTTAGCTCTAGGT
GTGTAGCACGCACGGTGGTTTGCATGGCTGAGGTTTTTTTTTTTTGAGGAGTTTGC
ATGGCTGAGGTGGGTTCATGGGTTCGCCAATCGCCATGCCGCCTGGCCGGGLCTC
ATCAGTTAATTACCCGCCGTGCCTACCGCCTTGCGATATGATGTTTTGCTCAATAT
GAGACCATGGAAATTGTTCGAAGAACTATTAATATTTGATGCGTGGTTTTAACAG
AGTGCCATGGTCATTGTTTCTGTAAATCATATCCGTGGACTTTGACTGCGGTGAAA
TTGATACACATGCGTGATGCGGGGGCACAAATTGATTAAGCACTCCGCATATGGG
AAGCGGAGCATACGTGATTTTGACTATGCGTGCATAACGAATGTAAGAAGGCTG
GGTATTTTAGAGGCATGTGGATGTGGTGTCACATCGGCCCGATGTAAAAGGGGTT
GAGATCGAAGCGTGGTCTGAAGAATAGAAGTTTCTGATATTTTACCGGGCACATT
CTGCATTTCTGTGATGATTAACCACCTCCATGACGGCTCTTCCTTCCAGCTAACAT
CAGTGTATGGTCCTACGGCTAGCAACAGAAAGGAAGATTTTTTTGCCG






