IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G134300

Gene Model: Brast03G134300.1.p
Description: BStEXPA-12
Family: Alpha Expansin

3D structure:
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Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family 342 expansin-A; Provisional 27-253 1.00e-117
SEQUENCES

Peptide

>BsStEXPA-12

MGRSTAKWLALCAPVLAALAAVCAADWSPATATFYGEADGSGTMGGACGYGNLY
DQGYGINNAALSTVLFNDGASCGQCFIIMCDASKSGWCKPGYGTITVSATNLCPPNW
ALPNDNGGWCNPPRQHFDMSQPAWETIAIYRAGIVPVLYQRVKCWRTGGVRFTIAG
FNYFELVLITNVGGSGSVASMSIKGSNTGWIQMSRNWGANWQCLAGLAGQALSFSV
TTTGGQNLVFDNVAPVWWQFGQTFGTYKQFDY*

CDS (coding sequence)
>BstEXPA-12

ATGGGAAGGAGCACGGCAAAGTGGCTGGCTCTCTGCGCGCCGGTTCTCGCGGCGT
TGGCCGCGGTGTGCGCGGCGGATTGGTCCCCGGCGACTGCGACGTTCTACGGCGA
GGCCGACGGGTCCGGGACGATGGGCGGCGCTTGCGGGTACGGGAACCTGTACGA
CCAGGGCTACGGCATCAACAACGCGGCGCTGAGCACGGTGCTGTTCAACGACGG
GGCGTCCTGCGGGCAGTGTTTCATCATCATGTGCGACGCCAGCAAGAGCGGGTGG
TGCAAGCCAGGGTACGGCACCATCACGGTGTCGGCGACCAACCTGTGCCCGCCCA
ACTGGGCGCTCCCCAACGACAACGGCGGGTGGTGCAACCCGLCCGCGGCAGCACT
TCGACATGTCGCAGCCGGCCTGGGAGACCATCGCCATCTACCGTGCCGGCATCGT
GCCCGTGCTCTACCAGCGGGTCAAGTGCTGGCGCACGGGCGGGGTCAGGTTCACC
ATCGCCGGGTTCAACTACTTCGAGCTTGTGCTCATCACCAACGTCGGCGGCAGCG
GCTCCGTGGCCAGCATGTCGATCAAGGGCTCCAACACCGGGTGGATCCAGATGTC
GAGGAACTGGGGTGCCAACTGGCAGTGCCTCGCGGGGCTTGCCGGGCAGGCGCT
CAGCTTCAGCGTGACCACCACCGGTGGGCAGAACCTGGTCTTTGACAACGTCGCG
CCCGTCTGGTGGCAGTTCGGACAGACCTTCGGCACCTACAAGCAATTCGATTACT
GA

Nucleotide
>BstEXPA-12

GGAAATCCACAAGTACTCTTTTGACATAGATACATACGCACACAAATACGTATAG
TCTGTTTGTCGTCCTAAGTTGTCATCGACATGGGAAGGAGCACGGCAAAGTGGCT
GGCTCTCTGCGCGCCGGTTCTCGCGGCGTTGGCCGCGGTGTGCGCGGCGGATTGG



TCCCCGGCGACTGCGACGTTCTACGGCGAGGCCGACGGGTCCGGGACGATGGGC
GGCGCTTGCGGGTACGGGAACCTGTACGACCAGGGCTACGGCATCAACAACGCG
GCGCTGAGCACGGTGCTGTTCAACGACGGGGCGTCCTGCGGGCAGTGTTTCATCA
TCATGTGCGACGCCAGCAAGAGCGGGTGGTGCAAGCCAGGGTACGGCACCATCA
CGGTGTCGGCGACCAACCTGTGCCCGCCCAACTGGGCGCTCCCCAACGACAACGG
CGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGTCGCAGCCGGCCTGGGA
GACCATCGCCATCTACCGTGCCGGCATCGTGCCCGTGCTCTACCAGCGGGTCAAG
TGCTGGCGCACGGGCGGGGTCAGGTTCACCATCGCCGGGTTCAACTACTTCGAGC
TTGTGCTCATCACCAACGTCGGCGGCAGCGGCTCCGTGGCCAGCATGTCGATCAA
GGGCTCCAACACCGGGTGGATCCAGATGTCGAGGAACTGGGGTGCCAACTGGCA
GTGCCTCGCGGGGCTTGCCGGGCAGGCGCTCAGCTTCAGCGTGACCACCACCGGT
GGGCAGAACCTGGTCTTTGACAACGTCGCGCCCGTCTGGTGGCAGTTCGGACAGA
CCTTCGGCACCTACAAGCAATTCGATTACTGACCCGTGCTTGCATCATGCGTATAC
CATATCAGTGTTTTGTTTTGTTCTTGCGGTTTCCATCACACAGTCATATACCACAT

GTACGTAGCTTCGATGTTGTCCAAACATGAAGTTAAGAATCTATACAAAGACACA
ATTTATTAGTGCGTTACATTG



