IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast02G046500

Gene Model: Brast02G046500.1.p
Description: BstEXPA-08
Family: Alpha Expansin

3D structure:
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Superfanilies PLN00193

=+ Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 10-251 3.78e-118
SEQUENCES

Peptide

>BstEXPA-08

MTGQRSMHLFAAVLAALCFARANSNWLPATATFYGEPDASGTMGGACGYGNLYDQ
GYGVSNTALSTALFNDGASCGQCY LIICDQSKSGWCKPGTSATVSATNFCPPNWALP

NDNGGWCNPPRVHFDMSQPSWETIAIYRAGIVPVLYQQVKCWRYGGVRFTIAGFNY

FELVLVTNVGGSGSVKSMAVKGPNTGWIQMSRNWGANWHCLAGLEKQPLSFALTS

TGGQYLVFQDAVPAGWQFGQTFTTYRQFDY*

CDS (coding sequence)
>BstEXPA-08

ATGACGGGGCAACGTTCCATGCATCTGTTCGCCGCTGTTCTGGCAGCACTGTGCTT
TGCGCGGGCCAACTCCAACTGGCTGCCGGCCACCGCCACGTTCTACGGCGAACCC
GACGCCTCCGGCACAATGGGCGGCGCGTGTGGGTACGGGAACCTGTACGACCAG
GGGTACGGGGTGAGCAACACGGCGCTGAGCACGGCGCTGTTCAACGACGGGGCG
TCGTGCGGGCAGTGCTACCTGATCATCTGCGACCAGAGCAAGTCCGGGTGGTGCA
AGCCGGGCACGTCCGCCACGGTGTCCGCCACAAACTTCTGCCCGCCCAACTGGGC
GCTCCCCAACGACAACGGCGGCTGGTGCAACCCTCCCCGCGTCCACTTCGACATG
TCCCAGCCCTCCTGGGAGACCATCGCCATCTACCGCGCCGGCATCGTCCCCGTCC
TCTACCAGCAGGTGAAGTGCTGGAGGTACGGAGGGGTGAGGTTCACCATTGCCG
GGTTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTTGGGGGGAGCGGGTCCGT
GAAGAGCATGGCCGTTAAAGGGCCTAACACCGGGTGGATCCAAATGTCCAGGAA
CTGGGGAGCCAACTGGCATTGCCTGGCCGGGCTGGAGAAGCAGCCGCTCAGCTTC
GCGCTCACCTCCACCGGCGGGCAGTACCTCGTCTTCCAGGACGCCGTGCCCGLCG
GCTGGCAGTTCGGACAGACCTTCACCACCTACCGCCAGTTCGACTACTAG

Nucleotide
>BstEXPA-08

GCCACAATATCCAAGCTAGCTGCAAAGTTCTGCTATCTCGAGCAGAACACTGTCT
GTTGCAGAGAGTCCAGGGAGAAGATGACGGGGCAACGTTCCATGCATCTGTTCG
CCGCTGTTCTGGCAGCACTGTGCTTTGCGCGGGCCAACTCCAACTGGCTGCCGGC
CACCGCCACGTTCTACGGCGAACCCGACGCCTCCGGCACAATGGGTACGCTGATT



TAAGCTTCCACAGTACCTCCGACACGATCAAAATGCATGTAAAAATGTGAAATTT
TAAGAGTACGCTGAACATGTACTACGTGTTTGCATTGCAGGCGGCGCGTGTGGGT
ACGGGAACCTGTACGACCAGGGGTACGGGGTGAGCAACACGGCGCTGAGCACGG
CGCTGTTCAACGACGGGGCGTCGTGCGGGCAGTGCTACCTGATCATCTGCGACCA
GAGCAAGTCCGGGTGGTGCAAGCCGGGCACGTCCGCCACGGTGTCCGCCACAAA
CTTCTGCCCGCCCAACTGGGCGCTCCCCAACGACAACGGCGGCTGGTGCAACCCT
CCCCGCGTCCACTTCGACATGTCCCAGCCCTCCTGGGAGACCATCGCCATCTACC
GCGCCGGCATCGTCCCCGTCCTCTACCAGCAGTAAGCTCTCACAGCCATCGGTAT
CATTCGCATCGAAGAGATTGAAGAGTTAACCCGATCACAATCTTTTGTCCAGGGT
GAAGTGCTGGAGGTACGGAGGGGTGAGGTTCACCATTGCCGGGTTCAACTACTTC
GAGCTGGTGCTGGTGACCAACGTTGGGGGGAGCGGGTCCGTGAAGAGCATGGCC
GTTAAAGGGCCTAACACCGGGTGGATCCAAATGTCCAGGAACTGGGGAGCCAAC
TGGCATTGCCTGGCCGGGCTGGAGAAGCAGCCGCTCAGCTTCGCGCTCACCTCCA
CCGGCGGGCAGTACCTCGTCTTCCAGGACGCCGTGCCCGCCGGCTGGCAGTTCGG
ACAGACCTTCACCACCTACCGCCAGTTCGACTACTAGAACTAGAAAGAGCGAAA
GATTTGGAGTACATTGCTGCGCTCCGGATCGACTCGTACTATACGTACGTACGGC
CCGCGTACGTACATTTGATTGTACGTTCATTGCACGTTCTTCTTCTTCTCCTCCTCC
TTCGATTCACTTGTTTCGAGCTAGCGATGGAACTCGTACGTACGTCGGCAGGGTC
GCTAGATTGATTGTTCATTTTGCCGGTACAATGAACTG



