IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G227800

Gene Model: Brast04G227800.1.p
Description: BStEXPA-23
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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https://brachypodium.org/
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GENE STRUCTURE
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DOMAIN ARCHITECTURE

1 so 100 150 200 250 263
Query seq. ey

Superfanilies PLN00133

List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 9-261 2.28e-138
SEQUENCES

Peptide

>BstEXPA-23

MAPTPAQVAAVVLLTVGCTALAVVASPPQAPVVWQRAHATFYGGADASGTMGGA
CGYGNLYSEGYGTRTTALSTVLFNDGAACGQCYKIACDRKVDPRWCKPGVTVTVTA
TNLCPPNNALPNDDGGWCNIPRPHFDMAQPAWEKIGVYRGGIIPVMYQRVPCVKKG
GVRFKINGHDYFNLVLVTNVAAIGSIKSMDVKSSESKDWAPMARNWGANWHSLAY
LSGKMLSFRLTNTDGQTLEFNNIVPRGWKFGQTFASTVQFN*

CDS (coding sequence)
>BstEXPA-23

ATGGCACCGACTCCAGCTCAAGTTGCTGCGGTGGTTCTGCTCACCGTGGGCTGTA
CTGCCTTGGCTGTAGTCGCATCGCCGCCCCAAGCACCGGTCGTCTGGCAGAGGGC
GCATGCGACCTTCTACGGTGGAGCTGATGCCTCCGGCACCATGGGCGGGGCGTGT
GGGTATGGTAACCTGTACTCTGAGGGGTACGGAACCCGGACGACGGCGCTGAGC
ACGGTGCTCTTCAACGATGGCGCGGCATGCGGGCAATGTTACAAAATTGCATGCG
ACCGCAAGGTAGACCCAAGGTGGTGTAAACCGGGTGTGACGGTGACAGTCACGG
CCACAAACCTCTGCCCGCCCAACAATGCCCTTCCAAATGACGATGGTGGTTGGTG
CAACATACCACGCCCGCACTTCGACATGGCACAACCGGCCTGGGAGAAGATTGG
TGTCTATAGGGGTGGCATCATTCCGGTCATGTATCAGAGGGTTCCATGCGTGAAG
AAGGGTGGCGTGCGGTTTAAGATCAACGGCCACGACTATTTCAATCTTGTACTTG
TAACCAACGTTGCAGCCATCGGCTCGATAAAATCTATGGATGTCAAGAGCTCCGA
ATCAAAAGATTGGGCACCTATGGCGCGCAATTGGGGTGCGAACTGGCACTCGTTG
GCGTATCTTAGCGGGAAAATGCTCTCTTTCAGATTAACCAACACCGATGGACAAA
CCCTTGAATTCAATAACATAGTGCCACGTGGATGGAAGTTTGGGCAAACATTTGC
GAGCACAGTGCAGTTCAACTGA

Nucleotide
>BstEXPA-23

AGCAAATCCACATAGACAAAAGAACAAACACATTAGCGAGCAAGGTCTTCTCCA
GCTTTCTATCATCTGGCAAATTCGTGAGAGTTCCCAAGGCTATCGATCTAGCATTC
CAGCGCCAGATATGGCACCGACTCCAGCTCAAGTTGCTGCGGTGGTTCTGCTCAC
CGTGGGCTGTACTGCCTTGGCTGTAGTCGCATCGCCGCCCCAAGCACCGGTCGTC



TGGCAGAGGGCGCATGCGACCTTCTACGGTGGAGCTGATGCCTCCGGCACCATGG
GTAACTACAAACTCATGGTTAATTCAATTCTACGTCTGCGCCAATGGCATGTTGCC
AATTAAATAATTACTATATATGCAGGCGGGGCGTGTGGGTATGGTAACCTGTACT
CTGAGGGGTACGGAACCCGGACGACGGCGCTGAGCACGGTGCTCTTCAACGATG
GCGCGGCATGCGGGCAATGTTACAAAATTGCATGCGACCGCAAGGTAGACCCAA
GGTGGTGTAAACCGGGTGTGACGGTGACAGTCACGGCCACAAACCTCTGCCCGCC
CAACAATGCCCTTCCAAATGACGATGGTGGTTGGTGCAACATACCACGCCCGCAC
TTCGACATGGCACAACCGGCCTGGGAGAAGATTGGTGTCTATAGGGGTGGCATCA
TTCCGGTCATGTATCAGAGGTACATCACAAATTTATCATAATTTTTGTGCCTTTTT
AACTAGTAATGGCTCAGTTTCAAACTAAAACCAAATCGTTGTAGGGTTCCATGCG
TGAAGAAGGGTGGCGTGCGGTTTAAGATCAACGGCCACGACTATTTCAATCTTGT
ACTTGTAACCAACGTTGCAGCCATCGGCTCGATAAAATCTATGGATGTCAAGAGC
TCCGAATCAAAAGATTGGGCACCTATGGCGCGCAATTGGGGTGCGAACTGGCACT
CGTTGGCGTATCTTAGCGGGAAAATGCTCTCTTTCAGATTAACCAACACCGATGG
ACAAACCCTTGAATTCAATAACATAGTGCCACGTGGATGGAAGTTTGGGCAAACA
TTTGCGAGCACAGTGCAGTTCAACTGATTGATTTGTCAGAGATTGCATAATTTGTT
GGAATATATTGATATTGTGGTGCTTAATAACTTGTATATAGCTAAACATTTTTTTA
ATTTGGTCACTGCTGTAACTCTGTATAAATTTGTAAGGTGTATATAAGATGC



