IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G227900

Gene Model: Brast04G227900.1.p
Description: BStEXPA-24
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family 3423 expansin-A; Provisional 8-258 1.47e-138
SEQUENCES

Peptide

>BstEXPA-24

MAGAYYYALALVCALLSMSAVDALEPSGWLRAHATFYGGSDAGGTMGGACGYGN
LYAQGYGTRTTALSTVLFDRGMSCGQCYKLVCDRKTDPSWCKPGVSVTVTATNLCP
PNWDLPSDKGGWCNPPRPHFDMAQPAWEKIGVYRGGIIPVIYQRVPCVKKGGVRFTI
AGHDYFELVLLTNVAAAGSVKAMDVKGSRAGSNDWMPMAHNWGANWHSLKY LN
GQGLSFRVTITDGQTIVFADVVPPSWRFSQTFASNLQFK*

CDS (coding sequence)
>BstEXPA-24

ATGGCTGGAGCTTACTACTACGCGCTAGCCCTCGTCTGCGCGCTGCTGTCCATGTC
CGCCGTGGACGCCCTGGAGCCGAGCGGGTGGCTTCGGGCGCACGCGACCTTCTAC
GGCGGCAGCGACGCGGGCGGCACCATGGGCGGGGLCCTGCGGGTACGGCAACCTC
TACGCGCAGGGCTACGGCACGCGCACAACGGCGCTGAGCACTGTCCTCTTCGACC
GCGGCATGTCCTGCGGTCAGTGCTACAAGCTTGTCTGCGACCGGAAAACAGACCC
TTCATGGTGCAAGCCGGGGGTGTCCGTGACAGTCACGGCCACAAACTTGTGCCCG
CCCAACTGGGATCTCCCCAGCGACAAGGGCGGCTGGTGCAACCCGLCLCGLGGLECG
CACTTCGACATGGCGCAGCCGGCATGGGAGAAGATCGGCGTCTACCGGGGLGGL
ATCATCCCCGTCATCTACCAGAGGGTCCCCTGCGTCAAGAAGGGCGGGGTCAGGT
TCACCATCGCGGGGCACGACTACTTCGAGCTCGTGTTGCTCACCAATGTCGCCGC
GGCTGGCTCGGTCAAGGCCATGGACGTGAAGGGGTCCAGGGCCGGGAGCAACGA
CTGGATGCCCATGGCGCACAACTGGGGCGCGAATTGGCATTCGCTCAAGTATCTC
AATGGGCAGGGCTTGTCTTTCCGGGTGACTATCACCGATGGGCAGACGATCGTCT
TTGCTGATGTTGTGCCGCCTAGCTGGAGGTTCAGCCAGACGTTTGCGAGCAACCT
GCAGTTCAAGTGA

Nucleotide
>BstEXPA-24

GGAAGTTCCCCCACAGAGATAGATCCATCCATCCACACCATTCAATTGGTCACTA
ACTAAGTTGCCATGGCTGGAGCTTACTACTACGCGCTAGCCCTCGTCTGCGCGCT
GCTGTCCATGTCCGCCGTGGACGCCCTGGAGCCGAGCGGGTGGCTTCGGGCGCAC
GCGACCTTCTACGGCGGCAGCGACGCGGGCGGCACCATGGGLCGGGGLCTGLCGGG



TACGGCAACCTCTACGCGCAGGGCTACGGCACGCGCACAACGGCGCTGAGCACT
GTCCTCTTCGACCGCGGCATGTCCTGCGGTCAGTGCTACAAGCTTGTCTGCGACC
GGAAAACAGACCCTTCATGGTGCAAGCCGGGGGTGTCCGTGACAGTCACGGCCA
CAAACTTGTGCCCGCCCAACTGGGATCTCCCCAGCGACAAGGGCGGCTGGTGCAA
CCCGCCGCGGCCGCACTTCGACATGGCGCAGCCGGCATGGGAGAAGATCGGCGT
CTACCGGGGCGGCATCATCCCCGTCATCTACCAGAGGGTCCCCTGCGTCAAGAAG
GGCGGGGTCAGGTTCACCATCGCGGGGCACGACTACTTCGAGCTCGTGTTGCTCA
CCAATGTCGCCGCGGCTGGCTCGGTCAAGGCCATGGACGTGAAGGGGTCCAGGG
CCGGGAGCAACGACTGGATGCCCATGGCGCACAACTGGGGCGCGAATTGGCATT
CGCTCAAGTATCTCAATGGGCAGGGCTTGTCTTTCCGGGTGACTATCACCGATGG
GCAGACGATCGTCTTTGCTGATGTTGTGCCGCCTAGCTGGAGGTTCAGCCAGACG
TTTGCGAGCAACCTGCAGTTCAAGTGATCTAGCAACGGTGATTAATTGGAGCACG
GTGAGAAGATTACTTACTTACTTACATATATGTATGCGATTGTGAGTGTTGTCTGT
TGTTTAATTTATCCGGTTATTACCTGCTTGAACGTACATGTACACCGGCCAGGCTA
GCTGATATGTGTGATGTACATAAAGCTAGAGACGGACTGATTGAGCTTATGTATG
GAGGTATTACGTTTTGTGAGGATATATTATTGAAGGAACTCTGTTAGGTCGGTGA
CATAGCGTTTTGTTGAAAAAACCGCAATTTGTGTGTGTGCATGAGAGAGAGGAG



