IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast02G196900

Gene Model: Brast02G196900.1.p
Description: BstEXPA-09
Family: Alpha Expansin

3D structure:
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List of domain hits hd
L Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 18-243  1.84e-123
SEQUENCES

Peptide

>BsStEXPA-09

MAFLLLLALLSLSSSADGWINAHATFYGGGDASGTMGGACGYGNLYSQGYGTDTA
ALSTALFGNGLSCGACFELRCAGAAGSCLPGAGSIVVTATNLCPPNYALPNDKGGWC
NPPLHHFDMSQPAFLRIARYRAGIVPVVYRRVACRRRGGIRFTINGHSYFNLVLVSNV
GGAGDVRAVAVRGSRARWQAMSRNWGQNWQSAARLDGQPLSFMVTASDRRSVVS
RNVAPPGWAFGQTFTGAQFR*

CDS (coding sequence)
>BstEXPA-09

ATGGCTTTCCTTTTGTTGCTTGCTCTGCTTTCGCTGTCCTCGTCTGCCGACGGCTGG
ATCAACGCCCACGCCACCTTCTATGGCGGCGGCGACGCCTCCGGCACCATGGGLG
GCGCGTGCGGGTACGGCAATCTGTACAGCCAGGGCTACGGCACCGACACGGCGG
CGCTGAGCACGGCGTTGTTCGGCAACGGGCTGAGCTGCGGCGCGTGCTTCGAGCT
GCGCTGCGCGGGGGCCGCTGGGTCGTGCCTGCCGGGAGCGGGTTCCATCGTGGTG
ACGGCCACCAACCTGTGCCCGCCCAACTACGCGCTCCCCAACGACAAGGGCGGCT
GGTGCAACCCGCCGCTCCACCACTTCGACATGTCCCAGCCGGCCTTCCTCCGCAT
CGCCCGCTACCGCGCCGGCATCGTCCCCGTCGTCTACCGCCGGGTGGCGTGCAGG
AGGAGGGGCGGCATCCGGTTCACCATCAACGGCCACTCCTACTTCAACCTGGTGC
TGGTGAGCAACGTGGGCGGCGCGGGCGACGTGCGCGCGGTGGCCGTCAGGGGCA
GCCGGGCGCGCTGGCAGGCCATGTCCAGGAACTGGGGACAGAACTGGCAGAGCG
CCGCGCGCCTCGACGGCCAGCCGCTCTCCTTCATGGTCACGGCCAGCGACCGCCG
CTCCGTCGTCTCGCGCAACGTCGCGCCGCCCGGCTGGGCGTTCGGCCAAACCTTC
ACCGGCGCCCAGTTCCGTTGA

Nucleotide
>BstEXPA-09

GGGGGCACCTACCACGCACGGGCAGATCAGCAATGGCTTTCCTTTTGTTGCTTGC
TCTGCTTTCGCTGTCCTCGTCTGCCGACGGCTGGATCAACGCCCACGCCACCTTCT
ATGGCGGCGGCGACGCCTCCGGCACCATGGGTGAGCGAGCAACGGATTTCAGTTT
CCCGATCGATCGGCAACAATGTGCAATGCGCAGCAGTACTCTACCTATGCACGTT



GTGTTGACGAAACATCATATGTAATGTAATGCAGGCGGCGCGTGCGGGTACGGC
AATCTGTACAGCCAGGGCTACGGCACCGACACGGCGGCGCTGAGCACGGCGTTG
TTCGGCAACGGGCTGAGCTGCGGCGCGTGCTTCGAGCTGCGCTGCGCGGGGGCCG
CTGGGTCGTGCCTGCCGGGAGCGGGTTCCATCGTGGTGACGGCCACCAACCTGTG
CCCGCCCAACTACGCGCTCCCCAACGACAAGGGCGGCTGGTGCAACCCGLLCGCTC
CACCACTTCGACATGTCCCAGCCGGCCTTCCTCCGCATCGCCCGCTACCGLCGCCG
GCATCGTCCCCGTCGTCTACCGCCGGTACAGATGCTGTCACCGAGATCAAATTTT
GAGCCCTGCAAGCAGACACCAAGCTGGTGGTTTACTCATTAAGCTGGTGCGGCTG
CATTGGAATGTACTTGCAGGGTGGCGTGCAGGAGGAGGGGCGGCATCCGGTTCA
CCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGAGCAACGTGGGCGGLCGCL
GGGCGACGTGCGCGCGGTGGCCGTCAGGGGCAGCCGGGLCGCGCTGGCAGGCCAT
GTCCAGGAACTGGGGACAGAACTGGCAGAGCGCCGCGCGCCTCGACGGLCCAGCC
GCTCTCCTTCATGGTCACGGCCAGCGACCGCCGCTCCGTCGTCTCGCGCAACGTC
GCGCCGCCCGGCTGGGCGTTCGGCCAAACCTTCACCGGCGCCCAGTTCCGTTGAG
ACCCACCAGATCCATCCTGTACAAGCATACGAGGCTGCTATCTGCATGCTCTCTA
GTCTGTACAATTAACACTCGCCGGTTTTCGTTTAACAACAAGTGGCAACACATCT
GCGAAGTTCCCGTCTTCCCAGGATCCAGAGTGTGCCGCGGTCTATATCTCACATG
AGAAGATGTGCGCCTGTGCCGCGGTCTTTTGTCTGCCTGCCATTATGATGCATCAT
AAGGAGTAAAACCGTGGACAAGGTTCATTATGATGCATCATATCTAAAACCATGT
CTCCTCCTTGAAAAAAATATATATATATCTAAAACCATGTCTTCCATTGAG



