IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast02G046200

Gene Model: Brast02G046200.1.p
Description: BStEXPA-05
Family: Alpha Expansin

3D structure:
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Superfanilies PLN00133

List of domain hits ki
Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 7-256 4 58e-137
SEQUENCES

Peptide

>BstEXPA-05

MARSRALSRYLAVVVAAYCLAAATPGGAADWISGSATFYGGSDASGTMGGACGYG
NLYSTGYGTNTAAMSTALFNDGAACGECYQVQCDSQNSQWCNKGATVTITATNLC
PPDYSKPSNNGGWCNPPRKHLDMAQPAWEKIGVYRAGIVPVMFRRVPCSRTAGVRF
TINGNDYFELVLITNVGGAGSISSVQIRGARTGWVTMSRNWGANWQCNNYLNGQSIS
FTVTATDGKKQVFQDVAPSNWRFGQTFSSAVQFY™*

CDS (coding sequence)
>BstEXPA-05

ATGGCGCGCAGCAGAGCCTTGTCGCGTTACTTGGCCGTCGTTGTCGCGGCCTATT
GCCTCGCGGCTGCGACGCCCGGGGGAGCTGCCGACTGGATAAGCGGCTCCGCGA
CGTTCTACGGCGGGAGCGACGCCTCCGGCACCATGGGCGGGGCTTGCGGGTACG
GGAACCTGTACTCGACGGGGTACGGGACGAACACGGCGGCGATGAGCACGGCGC
TGTTCAACGACGGGGCAGCCTGCGGGGAGTGCTACCAGGTGCAGTGCGACAGCC
AAAACTCACAATGGTGCAACAAGGGCGCCACGGTAACCATCACGGCCACCAACC
TCTGCCCGCCCGACTACTCCAAGCCCAGCAACAACGGCGGCTGGTGCAACCCGCC
CCGGAAGCACCTGGACATGGCCCAGCCGGCCTGGGAGAAGATCGGCGTCTACCG
CGCCGGCATCGTCCCCGTCATGTTCCGGAGGGTGCCTTGCTCCAGGACCGCAGGC
GTGCGCTTCACCATCAACGGGAACGACTACTTCGAGCTGGTGCTCATCACCAACG
TGGGCGGGGCGGGCTCCATTTCGTCCGTGCAGATCAGGGGGGCCAGGACCGGCT
GGGTCACCATGTCCAGGAACTGGGGCGCGAACTGGCAGTGCAACAACTACCTCA
ACGGACAGTCCATCTCGTTCACGGTCACCGCCACCGACGGCAAGAAGCAGGTCTT
CCAGGACGTCGCGCCCAGCAACTGGAGGTTCGGGCAGACCTTCTCCAGCGCCGTC
CAGTTCTACTAG

Nucleotide
>BstEXPA-05

CAACTCGCACCGTTCCTCTCCTGTAGATCGGTCGATCGATCCCGTTACCGCACGTC
GCCCGTCGAGGTGTACCCCGCGTACAATACAACGTGCGCGCATTGCTCTGTGTAT
CCGATTGAAGCCATTTCAACGAGAGAGATGGCGCGCAGCAGAGCCTTGTCGCGTT
ACTTGGCCGTCGTTGTCGCGGCCTATTGCCTCGCGGCTGCGACGCCCGGGGGAGC



TGCCGACTGGATAAGCGGCTCCGCGACGTTCTACGGCGGGAGCGACGCCTCCGGC
ACCATGGGTACGCAAAAGAACAACTACTCATTTATTCGTTCTTCTGTCCGTGCAGT
TTAATTTTGCACTTAGCTGCATTTGCGCGCATGACATGACGGATATACGTACACTG
ATTTAATCGACCAGGCGGGGCTTGCGGGTACGGGAACCTGTACTCGACGGGGTAC
GGGACGAACACGGCGGCGATGAGCACGGCGCTGTTCAACGACGGGGCAGCCTGC
GGGGAGTGCTACCAGGTGCAGTGCGACAGCCAAAACTCACAATGGTGCAACAAG
GGCGCCACGGTAACCATCACGGCCACCAACCTCTGCCCGCCCGACTACTCCAAGC
CCAGCAACAACGGCGGCTGGTGCAACCCGCCCCGGAAGCACCTGGACATGGCCC
AGCCGGCCTGGGAGAAGATCGGCGTCTACCGCGCCGGCATCGTCCCCGTCATGTT
CCGGAGGGTGCCTTGCTCCAGGACCGCAGGCGTGCGCTTCACCATCAACGGGAAC
GACTACTTCGAGCTGGTGCTCATCACCAACGTGGGCGGGGCGGGCTCCATTTCGT
CCGTGCAGATCAGGGGGGCCAGGACCGGCTGGGTCACCATGTCCAGGAACTGGG
GCGCGAACTGGCAGTGCAACAACTACCTCAACGGACAGTCCATCTCGTTCACGGT
CACCGCCACCGACGGCAAGAAGCAGGTCTTCCAGGACGTCGCGCCCAGCAACTG
GAGGTTCGGGCAGACCTTCTCCAGCGCCGTCCAGTTCTACTAGCCACGCGTGCCC
CGGCGCCCCCGCGCGCGCCGGCTTCGATCGCCTTGATTTCATCTCAGTTTACTTAC
TTACCCCCTTTTTCTTCTCTTTGTTCGCATTTGGGGAACTTGCATGCCAACGAGAC
CTTAAGATTAGCAGCAGCTGCATTGTGATGGAAACTACTAGGCCGCCTGTTAGCT
ATAGGTGTACTGTAGCACGCACGGTGGTTTGCATGGCTGAGGTGGTGTCCATGGG
TTTTGCCGGCCTCATGTGTTAATTGCCCGCCGTGCCTGCCGCCTTGCGATATGATG
TTTGCTCAATATGGGACCATGGAAACTGTTCGAAGAACTATGAATATTTGACTGG
G



