IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast01G317900

Gene Model: Brast01G317900.1.p
Description: BStEXPA-03
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1

EXTERNAL RESOURCES
https://brachypodium.org/



https://phytozome-next.jgi.doe.gov/info/Bstacei_v1_1
https://brachypodium.org/

GENE STRUCTURE

BstEXPA-03
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Legend:

Exon — Intron
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Superfanilies PLN00133

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 5-254 7.50e-108
SEQUENCES

Peptide

>BstEXPA-03

MEKTILVVFLGLCVSQLGRSVAQQWIPANATFYGGSDGSDAMGGSCGYGDLNKYN

GAGYGTYTTALSATLYGDAKSCGACYAIACDSSKTGWCKQGAPPVTVTATNFCPPN
WSVPGDNGGWCNPPRQHFDMSQPAWETIAVYQGGFVPVKYARAPCRRTGGIRFSIS
GNDYFELVLISNVGGSGAVSAASVKGSNTDWMPMSRNWGSNWQSNAY LTGQSLSF
QVQTDDGRSVTAYNVAPPNWQFGNMYESSVNF*

CDS (coding sequence)
>BstEXPA-03

ATGGAGAAGACGATCTTGGTGGTTTTCCTAGGCCTGTGCGTGTCTCAGCTCGGTC
GTTCGGTGGCCCAGCAGTGGATACCGGCCAACGCCACGTTCTATGGAGGCAGCG
ACGGGTCCGACGCAATGGGTGGGTCTTGCGGGTACGGAGACCTGAACAAGTACA
ACGGCGCCGGGTACGGGACGTACACGACGGCGCTGAGCGCGACGCTCTACGGCG
ACGCCAAGTCGTGCGGCGCGTGCTACGCCATCGCCTGCGACTCCTCCAAGACCGG
GTGGTGCAAGCAGGGCGCGCCCCCGGTCACGGTCACGGCCACCAACTTCTGCCCG
CCCAACTGGTCCGTGCCCGGCGACAACGGCGGGTGGTGCAACCCGCCGCGGCAG
CACTTCGACATGTCGCAGCCGGCCTGGGAGACCATCGCCGTCTACCAGGGLCGGCT
TCGTGCCCGTCAAGTACGCGCGCGCGCCGTGCCGCAGGACGGGGGGGATCCGGT
TCTCCATCAGCGGGAACGACTACTTCGAGCTGGTGCTCATCAGCAACGTCGGGGG
AAGCGGGGCCGTTTCGGCGGCTTCCGTGAAGGGATCCAACACGGACTGGATGCC
CATGAGCCGCAACTGGGGCTCCAACTGGCAGAGCAATGCGTACCTCACGGGCCA
GAGCCTGTCGTTCCAGGTGCAGACCGACGACGGCAGGTCCGTCACGGCGTACAA
CGTCGCGCCGCCCAACTGGCAGTTCGGCAACATGTATGAGTCCTCCGTCAACTTC
TGA

Nucleotide
>BstEXPA-03

ATGGAGAAGACGATCTTGGTGGTTTTCCTAGGCCTGTGCGTGTCTCAGCTCGGTC
GTTCGGTGGCCCAGCAGTGGATACCGGCCAACGCCACGTTCTATGGAGGCAGCG
ACGGGTCCGACGCAATGGGTACGTGACTTTTCGTTTTCCTGCTTGTTAAACCTGGA
CAAATCCTTGTACGTTTTCCTACAAAACATCGTACGTACGGTCTGCTTGTACGATA




ACTACTTGCTCACCAGATCCGTTTCGAAAAGAAAAAAAATACCCCAGAACGATTT
CATAATCAATTGCATTGGCTTCCTGCGTCGCATGCCACGAATGCAGGTGGGTCTT
GCGGGTACGGAGACCTGAACAAGTACAACGGCGCCGGGTACGGGACGTACACGA
CGGCGCTGAGCGCGACGCTCTACGGCGACGCCAAGTCGTGCGGCGCGTGLCTACG
CCATCGCCTGCGACTCCTCCAAGACCGGGTGGTGCAAGCAGGGCGLCGLLCCCCGGT
CACGGTCACGGCCACCAACTTCTGCCCGCCCAACTGGTCCGTGCCCGGCGACAAC
GGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGTCGCAGCCGGLCTGG
GAGACCATCGCCGTCTACCAGGGCGGCTTCGTGCCCGTCAAGTACGCGCGLCGLGC
CGTGCCGCAGGACGGGGGGGATCCGGTTCTCCATCAGCGGGAACGACTACTTCG
AGCTGGTGCTCATCAGCAACGTCGGGGGAAGCGGGGCCGTTTCGGCGGCTTCCGT
GAAGGGATCCAACACGGACTGGATGCCCATGAGCCGCAACTGGGGCTCCAACTG
GCAGAGCAATGCGTACCTCACGGGCCAGAGCCTGTCGTTCCAGGTGCAGACCGA
CGACGGCAGGTCCGTCACGGCGTACAACGTCGCGCCGCCCAACTGGCAGTTCGGC
AACATGTATGAGTCCTCCGTCAACTTCTGA



