IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G227500

Gene Model: Brast04G227500.1.p
Description: BStEXPA-21
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1

EXTERNAL RESOURCES
https://brachypodium.org/
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GENE STRUCTURE
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Superfanilies PLN00193

List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 8-263 970e-139
SEQUENCES

Peptide

>BstEXPA-21

MAMPPATAQVISVVLLTVGYTAFAVAASSPQAPAVWQRAHATFYGGADASGTMGG
ACGYGNLYSEGYGTRSAALSTVLFNDGVACGQCYKIACDRKVDPRWCKPGITVTVT
ATNLCPPNNALPNDNGGWCNIPRPHFDMAQPAWEKIGVYRGGIIPVMYQRVPCVKK
GGVRFKINGHDYFNLVLVTNVAAIGSIKSMDVKSSVSKDWAPMSRNWGANWHSLA
YLSGKTLSFRLTNTDGQTLEFNNIVPSGWKFGQTFASKVQFN*

CDS (coding sequence)
>BstEXPA-21

ATGGCTATGCCGCCGGCTACAGCTCAAGTAATATCGGTGGTGCTCCTCACAGTGG
GGTATACTGCTTTCGCTGTAGCCGCATCGTCGCCTCAGGCACCGGCCGTTTGGCA
GAGGGCACACGCGACGTTCTACGGTGGAGCTGATGCCTCCGGCACTATGGGTGGT
GCGTGTGGGTACGGCAACCTGTACTCTGAGGGGTACGGGACCCGGTCAGCGGCG
CTGAGTACAGTGTTGTTCAACGACGGCGTAGCATGCGGACAATGTTACAAGATTG
CGTGCGACCGCAAGGTGGACCCACGATGGTGTAAACCTGGTATAACGGTGACGG
TCACGGCCACAAACCTCTGTCCGCCCAACAATGCCCTTCCGAACGACAATGGTGG
TTGGTGCAACATACCGCGGCCGCACTTCGACATGGCGCAGCCAGCCTGGGAGAA
GATCGGTGTCTACAGGGGCGGCATCATCCCGGTCATGTATCAGAGGGTTCCATGC
GTGAAGAAGGGCGGCGTGCGATTTAAGATCAACGGCCATGACTATTTCAATCTTG
TGCTTGTGACCAACGTTGCAGCCATCGGCTCGATAAAATCGATGGATGTGAAGAG
CTCTGTTTCAAAAGACTGGGCGCCAATGTCACGCAACTGGGGTGCAAACTGGCAC
TCGTTGGCCTATCTTAGCGGGAAAACGCTCTCGTTTAGATTAACCAACACTGACG
GGCAAACACTTGAATTCAACAACATTGTGCCAAGTGGATGGAAGTTTGGGCAAA
CATTTGCAAGCAAAGTGCAGTTCAACTAA

Nucleotide
>BstEXPA-21

GCCCGTAAGCAATGGTGCAGGCGTGCGGCTGCTACCTGCTTCGTCATTCCTAATG
ACCATGCCAAGAGACCTCCACCTATATATACAGACGCGATCTACATAGGATCATC
ACACAAATTTAATTAAGCCAGCAGAAGCAAATATTCCACATAGCCAAAAGAGAA



CACACCAAAAGGAGCAGAGACATCTAGCTTTTGGCCGGGTCTCATCTCAGAAGAT
CGTGTGAATTCTTTTTGTAAGGCCGTCCATCGATACACATATGGCTATGCCGCCGG
CTACAGCTCAAGTAATATCGGTGGTGCTCCTCACAGTGGGGTATACTGCTTTCGCT
GTAGCCGCATCGTCGCCTCAGGCACCGGCCGTTTGGCAGAGGGCACACGCGACGT
TCTACGGTGGAGCTGATGCCTCCGGCACTATGGGTAACTAGCTTATCATAAACTC
TGCGCTGATTAAATTCTATGCATGCTTGCCAATTAATTTGTTTTGTTTATTACAAT
ACAGGTGGTGCGTGTGGGTACGGCAACCTGTACTCTGAGGGGTACGGGACCCGG
TCAGCGGCGCTGAGTACAGTGTTGTTCAACGACGGCGTAGCATGCGGACAATGTT
ACAAGATTGCGTGCGACCGCAAGGTGGACCCACGATGGTGTAAACCTGGTATAA
CGGTGACGGTCACGGCCACAAACCTCTGTCCGCCCAACAATGCCCTTCCGAACGA
CAATGGTGGTTGGTGCAACATACCGCGGCCGCACTTCGACATGGCGCAGCCAGCC
TGGGAGAAGATCGGTGTCTACAGGGGCGGCATCATCCCGGTCATGTATCAGAGGT
ACACAAACAATTTTGTGGTGAAATTTTGTGCTTTTGTATTTAATAATGGATCAAAG
TCAATCTAGCTGAAACCAAATCGTTGTAGGGTTCCATGCGTGAAGAAGGGCGGCG
TGCGATTTAAGATCAACGGCCATGACTATTTCAATCTTGTGCTTGTGACCAACGTT
GCAGCCATCGGCTCGATAAAATCGATGGATGTGAAGAGCTCTGTTTCAAAAGACT
GGGCGCCAATGTCACGCAACTGGGGTGCAAACTGGCACTCGTTGGCCTATCTTAG
CGGGAAAACGCTCTCGTTTAGATTAACCAACACTGACGGGCAAACACTTGAATTC
AACAACATTGTGCCAAGTGGATGGAAGTTTGGGCAAACATTTGCAAGCAAAGTG
CAGTTCAACTAATTGATTTGTCACAGGTTGAATAATTTGTTGGTATTTACTGATAT
TGTGGTGCTTAACTACTTGTATATAACTAAATAGGAATTCTTTGGTTACCGCTGTA
ACTCTAATGTGTGTGTTAAACATGTTTTGGTATGTAGTGTTTGATTCTGTTGATGT
GTTACTTTCAAAGTTTTTGTATTCAAAGCTTTTGGAATTGACAATGCATGAGTTAG
TCGTTA




