IDENTIFICATION

Species: Brachypodium distachyon
Locus: Bradi2g08780

Gene Model: Bradi2g08780.1.p
Description: BAEXPA-10
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 cl33423 expansin-A; Provisional 5-254 4.82e-101
SEQUENCES

Peptide

>BdEXPA-10

MEKTILVVFLGLCVSQLGGSVAQQWIPANATFYGGSDGSGAMGGSCGYGDLNKYN
GAGYGTYTTALSATLYGDAKSCGACYAVACDSSKTGWCKPGASPVTVTATDFCPPN
WSVPSDGGGWCNPPRQHFDMSQPAWEAIAVYQGGFVPVKYARAPCRRTGGIRFSIS
GNDYFELVLISNVAGSGAVSAAAVKGSNTDWMPMSRNWGSNWQSNAY LTGQSLSF
QVQTDDGRSVTAYNVAPPNWQFGNMYESSVNFW*

CDS (coding sequence)
>BdEXPA-10

ATGGAGAAGACGATCTTGGTGGTTTTCCTGGGCCTGTGCGTGTCACAGCTCGGTG
GTTCAGTGGCCCAGCAGTGGATACCGGCCAACGCCACGTTCTACGGAGGCAGCG
ACGGGTCCGGCGCAATGGGCGGGTCTTGCGGCTACGGCGACCTGAACAAGTACA
ACGGCGCCGGGTACGGGACGTACACGACGGCGCTGAGCGCGACGCTCTACGGCG
ACGCCAAGTCGTGCGGCGCGTGCTACGCCGTCGCCTGCGACTCCTCCAAGACCGG
GTGGTGCAAGCCGGGGGCGTCCCCGGTCACGGTCACGGCCACCGACTTCTGCCCG
CCCAACTGGTCCGTGCCCAGCGACGGCGGCGGGTGGTGCAACCCGCCGCGGCAG
CACTTCGACATGTCGCAGCCGGCCTGGGAGGCCATCGCCGTCTACCAGGGCGGGT
TCGTGCCCGTCAAGTACGCGCGCGCGCCGTGCCGGAGGACGGGGGGGATCCGGT
TCTCCATCAGCGGGAACGACTACTTCGAGCTGGTGCTCATCAGCAACGTCGCCGG
CAGCGGCGCCGTGTCGGCGGCGGCCGTGAAGGGATCTAACACCGACTGGATGCC
CATGAGCCGTAACTGGGGCTCCAACTGGCAGAGCAATGCGTACCTCACGGGCCA
GAGCCTGTCGTTCCAGGTGCAGACTGACGACGGCAGGTCCGTCACGGCGTACAAT
GTCGCGCCGCCCAACTGGCAGTTCGGCAACATGTACGAGTCCTCCGTCAACTTCT
GGTAG

Nucleotide
>BdEXPA-10

GCTCGCAGGTCTCGTTGCATGCTTTATAAGTAGCAGAGAGAACACAAAGCTTGGC
CTCAGTACGCAGGGGGGTCAGTTTGCAAGCCTGATTAATTAGAGAAGCACTCAAG
CAGTGTTAGTTTCAGCGAGATGGAGAAGACGATCTTGGTGGTTTTCCTGGGCCTG

TGCGTGTCACAGCTCGGTGGTTCAGTGGCCCAGCAGTGGATACCGGCCAACGCCA



CGTTCTACGGAGGCAGCGACGGGTCCGGCGCAATGGGTACGTGACATATATTTTC
CTCATTGTCAAACTAGTTTGGACACATATCCTTGTCCGTTTTCCTGCAAAACATCG
TACACTTGCTCACCAGAACGATTCCATAACATTTGCTTCTTGCCTTTGCATGCAGG
CGGGTCTTGCGGCTACGGCGACCTGAACAAGTACAACGGCGCCGGGTACGGGAC
GTACACGACGGCGCTGAGCGCGACGCTCTACGGCGACGCCAAGTCGTGLCGGLGC
GTGCTACGCCGTCGCCTGCGACTCCTCCAAGACCGGGTGGTGCAAGCLCGGGGGLG
TCCCCGGTCACGGTCACGGCCACCGACTTCTGCCCGCCCAACTGGTCCGTGCCCA
GCGACGGCGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGTCGCAGC
CGGCCTGGGAGGCCATCGCCGTCTACCAGGGCGGGTTCGTGCCCGTCAAGTACGC
GCGCGCGCCGTGCCGGAGGACGGGGGGGATCCGGTTCTCCATCAGCGGGAACGA
CTACTTCGAGCTGGTGCTCATCAGCAACGTCGCCGGCAGCGGCGCCGTGTCGGLG
GCGGCCGTGAAGGGATCTAACACCGACTGGATGCCCATGAGCCGTAACTGGGGC
TCCAACTGGCAGAGCAATGCGTACCTCACGGGCCAGAGCCTGTCGTTCCAGGTGC
AGACTGACGACGGCAGGTCCGTCACGGCGTACAATGTCGCGCCGCCCAACTGGC
AGTTCGGCAACATGTACGAGTCCTCCGTCAACTTCTGGTAGATCAACATCGGCCT
TGGACTATGGGGAATCACTTGGGCCAAATTGGCAGGCCCTATCCGGTACAAAATG
ATTGGCCTAGCAGAGGAAGTGAATGGGCCAATTTGTAGGAAACATTAGTGTGATC
TATACATTGGCAAACCCCGGGCCGGGCTTCATAAAGCCCGACGGGAAAACCTCA
AGCCCGAGCCCGGCCCGGAGGCCCGAAAAAATGACCATTTTATCATCACTGTAAT
TGTTTTCGGAATAAATAAATGATTTTTATTA



