IDENTIFICATION

Species: Brachypodium distachyon
Locus: Bradi2g08760

Gene Model: Bradi2g08760.1.p
Description: BAEXPA-09
Family: Alpha Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Bdistachyon _v3 1
KEGG: https://www.genome.jp/entry/T01717

EXTERNAL RESOURCES

https://brachypodium.org/
https://archive.gramene.org/species/brachypodium/brachypodium_intro.html
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DOMAIN ARCHITECTURE

Query seq. e ———

Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family ¢i33423 expansin-A; Provisional 20-253 4.10e-117
SEQUENCES

Peptide

>BdEXPA-09

MALISMLMLLALFAFLLRASAAQWTPATATFYGGADASGTMGGACGYGNLYGAGY
GTQTTALSTALFNNGASCGACFTIACDARRSRWCKPGASPITVTATNFCPPNYALPND
DGGWCNPPRRHFDMSQPAWESIGVYRGGIVPVNYRRVRCGGRSGGVRFTVNGHSYF
ELVLVTNVGGSGVVAQMWVKGSGSSTGWMAMSRNWGANWQSNAYLNGKSLSFR
LRSDDGRVVTAENVAPAGWWFGGTYTSGAQFY™*

CDS (coding sequence)
>BdEXPA-09

ATGGCGCTCATCAGCATGCTCATGCTCCTGGCGCTGTTCGCCTTCCTGCTCAGAGC
ATCGGCGGCTCAATGGACACCCGCCACGGCAACGTTCTACGGCGGCGCCGACGC
CTCGGGCACCATGGGCGGGGCATGCGGGTACGGGAACCTGTACGGCGCAGGGTA
CGGCACGCAGACGACGGCGCTGAGCACGGCGCTCTTCAACAACGGAGCCTCGTG
CGGCGCCTGCTTCACGATCGCGTGCGACGCCCGGAGGTCTCGCTGGTGCAAACCC
GGAGCGTCCCCCATCACGGTGACGGCCACAAACTTCTGCCCGCCCAACTACGCGC
TGCCCAACGACGACGGCGGGTGGTGCAACCCGCCGAGGCGGCACTTCGACATGT
CGCAGCCGGCGTGGGAGAGCATCGGCGTGTACCGTGGCGGCATCGTGCCCGTGA
ACTACCGGAGGGTGCGGTGCGGCGGCCGCAGCGGGGGCGTCCGGTTCACCGTCA
ACGGGCACAGCTACTTCGAGCTGGTGCTGGTGACCAACGTTGGGGGCAGCGGCG
TGGTGGCGCAGATGTGGGTGAAAGGGTCCGGTAGCAGCACGGGTTGGATGGCGA
TGAGCAGGAACTGGGGCGCGAACTGGCAGAGCAACGCCTACCTCAACGGGAAGA
GCCTCTCGTTCCGCCTTAGGTCCGATGACGGGCGTGTCGTCACGGCGGAGAACGT
CGCGCCGGCCGGGTGGTGGTTCGGCGGCACCTACACGTCCGGGGCTCAGTTCTAC
TGA

Nucleotide
>BdEXPA-09

TTAATCCAGCAGCGACATTCCTGGCTAGCTAGCAGCTGTAGTATTTGGTACTGTG
CCTCAGGCTGTCAGCGGGATCGAGCACCGATATGGCGCTCATCAGCATGCTCATG
CTCCTGGCGCTGTTCGCCTTCCTGCTCAGAGCATCGGCGGCTCAATGGACACCCG
CCACGGCAACGTTCTACGGCGGCGCCGACGCCTCGGGCACCATGGGTTAGTCAAC



TTAACAGACTAGCTTCCCAGATTGTACGTCCTGTTTGTTTTGCCAGACTACTATAA
CATGGACATGCATTACGGGTGTTTTGTGAATCTCATCAGGCGGGGCATGCGGGTA
CGGGAACCTGTACGGCGCAGGGTACGGCACGCAGACGACGGCGCTGAGCACGGC
GCTCTTCAACAACGGAGCCTCGTGCGGCGCCTGCTTCACGATCGCGTGCGACGCC
CGGAGGTCTCGCTGGTGCAAACCCGGAGCGTCCCCCATCACGGTGACGGCCACA
AACTTCTGCCCGCCCAACTACGCGCTGCCCAACGACGACGGCGGGTGGTGCAACC
CGCCGAGGCGGCACTTCGACATGTCGCAGCCGGCGTGGGAGAGCATCGGCGTGT
ACCGTGGCGGCATCGTGCCCGTGAACTACCGGAGGGTGCGGTGCGGCGGCCGCA
GCGGGGGCGTCCGGTTCACCGTCAACGGGCACAGCTACTTCGAGCTGGTGCTGGT
GACCAACGTTGGGGGCAGCGGCGTGGTGGCGCAGATGTGGGTGAAAGGGTCCGG
TAGCAGCACGGGTTGGATGGCGATGAGCAGGAACTGGGGCGCGAACTGGCAGAG
CAACGCCTACCTCAACGGGAAGAGCCTCTCGTTCCGCCTTAGGTCCGATGACGGG
CGTGTCGTCACGGCGGAGAACGTCGCGCCGGCCGGGTGGTGGTTCGGCGGCACCT
ACACGTCCGGGGCTCAGTTCTACTGAAGCAGTGATCGCTCCGTGAAACGGAAAGT
TAGAGATGGCAATCCGCTATTTACGCGCGTGTTTCTGTACGTACCGTGTTCTGCGT
TGGACGATGTGAACTGTCTATTTTGCATAGGGCCGAACTGAAGGCCGCCCACGAG
GCAGGCTGGCAAGCACGCTACTCTTTGTCGATGTGGTACTTGCTTGCTTCAAAAT
GCAAATATTTGTGTGCAAATTAAATGAAAAAAGTGTATGCCTATGTTCAAATCAT
GCACATGGATTCACTTTAGTTTT



