IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy3G072100

Gene Model: Brasy3G072100.1.p
Description: BsyEXPA-09
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-09
5

| 1 1 1 1 1 1 1 1 1
by 10ibp 2kbp 300bp 400bp S00bp Gt Tikibp 8ikbp Hlibp

Legend:

Exon — Intron

DOMAIN ARCHITECTURE

5 100 125 150 175 200 225 250 256
L —— T R T S T T TS T W A T T N T (T ST S N A N R S T L

Y seq.
Superfanilies

PLND0193
+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisiona 25-255 2 28e-76
SEQUENCES
Peptide

>BsyEXPA-09

MAAAVAFLVLAALSSPAPVAGRHNSGWIDAHATFYGDETGAETMQGACGYGDLFQ
QGYGLDTAALSVALFNGGASCGGCYELHCAYSPYCRPKGGPITITATNLCPANY SKP
NENWCNPPLHHFDLSKPAFLRLVTDFHVGIIPVKYRRVKCGNKRGGVRFQMTGDSR
YWVGVVVFENVAGAGEVKGLAVKGGREGVWREMKRNWGAVWDGGDVHTLVGQG
LSFRVVAGDGRMLELDGVAPGNWAVGQSFEGKGQF*

CDS (coding sequence)
>BsyEXPA-09

ATGGCGGCCGCGGTGGCGTTCCTCGTGCTGGCGGCCTTGTCGTCTCCGGCGCCGG
TAGCCGGCCGCCACAACAGCGGATGGATCGACGCGCACGCCACGTTCTATGGCG
ACGAGACCGGCGCCGAAACCATGCAGGGCGCGTGCGGATACGGGGACCTGTTCC
AGCAAGGATACGGCCTCGACACGGCAGCGCTAAGCGTGGCCCTCTTCAACGGCG
GGGCTTCCTGCGGCGGCTGCTACGAGCTCCACTGCGCCTACAGCCCATACTGCAG
GCCCAAGGGCGGCCCAATAACGATCACGGCCACGAACCTCTGCCCGGCCAACTA
CTCCAAGCCCAACGAGAACTGGTGCAACCCGCCGCTGCACCACTTCGACCTCTCG
AAACCCGCCTTCCTCCGCCTCGTCACCGACTTCCACGTCGGCATCATCCCCGTCAA
GTACCGCCGCGTCAAGTGCGGCAACAAGCGTGGTGGGGTCCGGTTCCAGATGAC
CGGGGATAGCAGGTACTGGGTCGGGGTTGTTGTCTTCAACGTCGCCGGTGCCGGA
GAAGTGAAAGGGTTGGCTGTGAAAGGGGGAAGGGAAGGGGTTTGGAGGGAGAT
GAAGAGGAATTGGGGAGCTGTTTGGGATGGAGGAGATGTTCATACGCTTGTTGG
GCAAGGGCTGTCGTTTAGGGTTGTTGCTGGGGATGGGAGGATGCTTGAGCTTGAT
GGTGTCGCGCCGGGGAACTGGGCTGTTGGGCAGAGCTTCGAAGGCAAGGGACAG
TTCTAG

Nucleotide
>BsyEXPA-09

ATGGCGGCCGCGGTGGCGTTCCTCGTGCTGGCGGCCTTGTCGTCTCCGGCGCCGG
TAGCCGGCCGCCACAACAGCGGATGGATCGACGCGCACGCCACGTTCTATGGCG

ACGAGACCGGCGCCGAAACCATGCGTAAGCTCGATCCCACATACTCCCTCCGTTC
ATAAATTCTCGTCGTGGTTTTAGTTCAAACGAATGGGGATAGCTAGCATCCCCTA



AATTTATTTACTCACCTTTCTTTACATAATTGGCACATGTCAATCAATCAAATATT
TATACATCTCTCCAACATTTCTCACGCACGTGGATATATATAACATGAATGTCTGC
ATATACACGCAGAGGGCGCGTGCGGATACGGGGACCTGTTCCAGCAAGGATACG
GCCTCGACACGGCAGCGCTAAGCGTGGCCCTCTTCAACGGCGGGGCTTCCTGCGG
CGGCTGCTACGAGCTCCACTGCGCCTACAGCCCATACTGCAGGCCCAAGGGCGGC
CCAATAACGATCACGGCCACGAACCTCTGCCCGGCCAACTACTCCAAGCCCAACG
AGAACTGGTGCAACCCGCCGCTGCACCACTTCGACCTCTCGAAACCCGCCTTCCT
CCGCCTCGTCACCGACTTCCACGTCGGCATCATCCCCGTCAAGTACCGCCGCGTC
AAGTGCGGCAACAAGCGTGGTGGGGTCCGGTTCCAGATGACCGGGGATAGCAGG
TACTGGGTCGGGGTTGTTGTCTTCAACGTCGCCGGTGCCGGAGAAGTGAAAGGGT
TGGCTGTGAAAGGGGGAAGGGAAGGGGTTTGGAGGGAGATGAAGAGGAATTGG
GGAGCTGTTTGGGATGGAGGAGATGTTCATACGCTTGTTGGGCAAGGGCTGTCGT
TTAGGGTTGTTGCTGGGGATGGGAGGATGCTTGAGCTTGATGGTGTCGCGCCGGG
GAACTGGGCTGTTGGGCAGAGCTTCGAAGGCAAGGGACAGTTCTAG





