IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G048900

Gene Model: Brast03G048900.1.p
Description: BStEXPA-11
Family: Alpha Expansin

3D structure:

GENOME DATABASES
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 ¢i33423 expansin-A; Provisional 22-258  3.26e-76
SEQUENCES

Peptide

>BstEXPA-11

MEKKSRLAMAALLMLATISLPVASAEATGWMDAHATFYGDETGAETMQGACGYG
DLFQQGYGLDTAALSVSLFNAGAACGGCYEVHCASSPYCRPKGGPITITATNLCPAN
YSKPNENWCNPALHHFDLSKPAFLRLVTDSHVGIIPVKYRRVKCGNKRGGVRFQMT
GDCRYWVGIVVFNVAGAGEVKELAVKGEREGVWREMRRNWGAVWDGGDVHRLV
GQGLSFRVVAGDGRTLELEGVAPASWAVGQSFQAKAQF*

CDS (coding sequence)
>BstEXPA-11

ATGGAGAAGAAGAGCCGACTAGCCATGGCGGCGCTCCTCATGCTGGCAACCATC
TCGTTGCCGGTGGCAAGCGCGGAAGCCACCGGATGGATGGACGCGCACGCCACG
TTCTACGGCGACGAGACCGGCGCCGAAACCATGCAGGGCGCGTGCGGGTACGGG
GACCTGTTCCAGCAGGGCTACGGTCTGGACACGGCGGCCCTCAGCGTCTCCCTCT
TCAACGCCGGCGCGGCCTGCGGCGGCTGCTACGAGGTCCACTGCGCCTCGAGCCC
ATACTGCAGGCCCAAAGGCGGCCCAATAACAATCACGGCCACGAACCTCTGCCC
GGCCAACTACTCCAAGCCCAACGAGAACTGGTGCAACCCGGCATTACACCACTTC
GACCTCTCGAAGCCCGCCTTCCTCCGCCTCGTCACCGACTCCCACGTCGGCATCAT
CCCGGTCAAGTACCGCCGCGTCAAGTGCGGTAACAAGCGTGGCGGTGTCCGGTTC
CAGATGACCGGGGATTGCCGGTACTGGGTGGGCATCGTCGTCTTCAACGTCGCCG
GTGCCGGAGAAGTTAAGGAGTTGGCTGTGAAGGGGGAAAGGGAGGGGGTTTGGA
GGGAGATGAGGAGGAATTGGGGGGCTGTTTGGGATGGAGGGGATGTCCATAGGC
TTGTTGGGCAAGGGCTCTCGTTTAGGGTTGTTGCTGGGGATGGGAGGACGCTGGA
GCTTGAGGGCGTAGCGCCGGCGAGCTGGGCTGTTGGGCAGAGCTTCCAAGCCAA
GGCACAGTTCTGA

Nucleotide
>BstEXPA-11

CATATTAGTACCAGAGGTCGAGAGGAAGTAGTGTAATGGAGAAGAAGAGCCGAC
TAGCCATGGCGGCGCTCCTCATGCTGGCAACCATCTCGTTGCCGGTGGCAAGCGC
GGAAGCCACCGGATGGATGGACGCGCACGCCACGTTCTACGGCGACGAGACCGG
CGCCGAAACCATGCGTAATTCTCCTTCTATTTCTAAATTTTTGTTGTGGTTTTAGTT



CAAATTGCCTTTTCTCTCGAGCCATCCCCTTAATTTACTCACCTTACGTGATTGGC
ACATGTCAAAATTTACATCTCTAATTAACATTTCTCACGCACACGTGCGTTTCATC
ATGTCTGCATCATGCAGAGGGCGCGTGCGGGTACGGGGACCTGTTCCAGCAGGG
CTACGGTCTGGACACGGCGGCCCTCAGCGTCTCCCTCTTCAACGCCGGLCGLGGLC
TGCGGCGGCTGCTACGAGGTCCACTGCGCCTCGAGCCCATACTGCAGGCCCAAAG
GCGGCCCAATAACAATCACGGCCACGAACCTCTGCCCGGCCAACTACTCCAAGCC
CAACGAGAACTGGTGCAACCCGGCATTACACCACTTCGACCTCTCGAAGCCCGCC
TTCCTCCGCCTCGTCACCGACTCCCACGTCGGCATCATCCCGGTCAAGTACCGCCG
CGTCAAGTGCGGTAACAAGCGTGGCGGTGTCCGGTTCCAGATGACCGGGGATTGC
CGGTACTGGGTGGGCATCGTCGTCTTCAACGTCGCCGGTGCCGGAGAAGTTAAGG
AGTTGGCTGTGAAGGGGGAAAGGGAGGGGGTTTGGAGGGAGATGAGGAGGAAT
TGGGGGGCTGTTTGGGATGGAGGGGATGTCCATAGGCTTGTTGGGCAAGGGCTCT
CGTTTAGGGTTGTTGCTGGGGATGGGAGGACGCTGGAGCTTGAGGGCGTAGCGCC
GGCGAGCTGGGCTGTTGGGCAGAGCTTCCAAGCCAAGGCACAGTTCTGAGGTTTC
TTGATGGGATCATTGTTGATCAGGTAGTTCTAGCTTAGCCTAGATTCATTGCTAGG
TAGCTGCTGGCTTTGTGATCCACAAATGTAACGTGG



