IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G134600

Gene Model: Brast03G134600.1.p
Description: BStEXPA-15
Family: Alpha Expansin

3D structure:
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List of domain hits .
Name Accession Description Interval E-value
[+] PLN00193 super family ¢i33423 expansin-A; Provisional 25-255 5.40e-125
SEQUENCES

Peptide

>BstEXPA-15

MTMEASKSLAAFLAVVVAALFLAPASAGWSQGSATFYGGSDASGTMGGACGYGNL
YLTGYGKSTAALSVAMFSDGASCGQCYQISCDYQANPQWCRQGATVTVTATNLCPA
NYALPSNNGGWCNPPRAHFDMAQPAWLQIGVYEGGYIPVLYQRVPCVKQGGVRFT
VTGKNYFELVLVSNVGGSGSVQAMWAKSANTGQVAMSRNWGANWQCLAGLVGQ
AITFGVTTTGGQTIVFQNVVPASWSFGMSFISNLQFTY*

CDS (coding sequence)
>BstEXPA-15

ATGACAATGGAGGCGTCCAAATCTCTAGCCGCCTTCCTCGCCGTCGTCGTGGCCG
CGCTGTTCCTCGCGCCGGCCTCCGCTGGCTGGTCCCAGGGCTCCGCCACGTTCTAC
GGAGGCAGCGACGCCTCCGGCACCATGGGCGGCGCGTGCGGGTACGGCAACCTG
TACTTGACGGGGTACGGGAAGAGCACGGCGGCGCTGAGCGTGGCGATGTTCAGC
GACGGCGCGTCGTGCGGGCAGTGCTACCAGATCAGCTGCGACTACCAGGCCAAC
CCGCAGTGGTGCCGGCAGGGCGCCACGGTCACCGTCACGGCAACCAACCTCTGCC
CGGCCAACTACGCGCTCCCCAGCAACAACGGCGGCTGGTGCAACCCGLCCGLGGG
CGCACTTTGACATGGCGCAGCCCGCGTGGCTCCAGATCGGGGTCTACGAGGGCGG
CTACATCCCGGTGCTCTACCAGCGGGTGCCCTGCGTGAAGCAGGGCGGGGTGCGC
TTCACCGTGACGGGGAAGAACTACTTCGAGCTGGTGCTCGTCAGCAACGTCGGCG
GGAGCGGGTCCGTGCAGGCAATGTGGGCCAAGAGCGCAAACACGGGGCAGGTGG
CCATGAGCAGGAACTGGGGCGCCAACTGGCAGTGCCTGGCCGGGCTCGTTGGCC
AGGCCATCACCTTCGGCGTCACCACCACCGGCGGCCAGACCATCGTCTTCCAGAA
CGTCGTGCCTGCCAGCTGGAGCTTCGGCATGTCCTTCATCAGCAACCTGCAGTTC
ACCTACTGA

Nucleotide
>BstEXPA-15

GAACAGACACCATGACAATGGAGGCGTCCAAATCTCTAGCCGCCTTCCTCGCCGT
CGTCGTGGCCGCGCTGTTCCTCGCGCCGGCCTCCGCTGGCTGGTCCCAGGGLTCC
GCCACGTTCTACGGAGGCAGCGACGCCTCCGGCACCATGGGTACGTCATAACTAA



TCCACGCTGCACCATGCCGTCCTCGGCCGATGTATTAGCACTCATGAAACGTTTCT
TGGTTACCGCGCGCATGTGTACTTGCATTGATGTCTGTCTATATATGTCTAGGCGG
CGCGTGCGGGTACGGCAACCTGTACTTGACGGGGTACGGGAAGAGCACGGCGGC
GCTGAGCGTGGCGATGTTCAGCGACGGCGCGTCGTGCGGGCAGTGCTACCAGATC
AGCTGCGACTACCAGGCCAACCCGCAGTGGTGCCGGCAGGGCGCCACGGTCACC
GTCACGGCAACCAACCTCTGCCCGGCCAACTACGCGCTCCCCAGCAACAACGGCG
GCTGGTGCAACCCGCCGCGGGCGCACTTTGACATGGCGCAGCCCGCGTGGCTCCA
GATCGGGGTCTACGAGGGCGGCTACATCCCGGTGCTCTACCAGCGGGTGCCCTGC
GTGAAGCAGGGCGGGGTGCGCTTCACCGTGACGGGGAAGAACTACTTCGAGCTG
GTGCTCGTCAGCAACGTCGGCGGGAGCGGGTCCGTGCAGGCAATGTGGGCCAAG
AGCGCAAACACGGGGCAGGTGGCCATGAGCAGGAACTGGGGCGCCAACTGGCAG
TGCCTGGCCGGGCTCGTTGGCCAGGCCATCACCTTCGGCGTCACCACCACCGGCG
GCCAGACCATCGTCTTCCAGAACGTCGTGCCTGCCAGCTGGAGCTTCGGCATGTC
CTTCATCAGCAACCTGCAGTTCACCTACTGACCACGGACACGTATTACGTACGTA
CTGGAGTAGATGGGACGGTATATCATATCCGTACCGCCCGGGACTTGGTACTACT
CGGTAGGGGATCGAGAACAGAGAGCTTCGGCTGCTAGTCTGATAGTGCTCATTTT
TGTGGTGCTGATTTTCTGTGGGTGATTTCACTAGTATATAGTACTCCTACCTAGTA
CTCCCGTATAAAAAAATTCGAGAACTTTATTGATCC



