IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast01G104300

Gene Model: Brast01G104300.1.p
Description: BStEXPA-01
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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DOMAIN ARCHITECTURE
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Superfanilies PLN00193

List of domain hits b
Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 16-251 291e-126
SEQUENCES

Peptide

>BstEXPA-01

MASSNALLLLLSAAFCFLARRAAGDYGSWQSAHATFYGGDDASGTMGGACGYGNL
YSTGYGTNTAALSTALFNDGAACGSCYELRCDNAGPAYCRPGSITITATNLCPPNYAL
PNDDGGWCNPPRAHFDMAEPAY LQIGVYRAGIVPVSYRRVPCVKKGGIRFTINGHSY
FNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSDLDGQSLSFRVTLS
DGRTITSNGVAPAGWQFGQTFEGGQF*

CDS (coding sequence)
>BstEXPA-01

ATGGCCTCCTCCAATGCTCTGCTCCTGCTCTTGTCCGCCGCCTTCTGCTTCCTCGCC
CGGCGAGCCGCCGGCGACTACGGGTCCTGGCAGAGCGCCCACGCCACGTTCTAC
GGCGGCGACGATGCGTCCGGCACAATGGGCGGCGCTTGCGGGTACGGGAACCTG
TACAGCACGGGGTACGGCACGAACACGGCTGCGCTGAGCACGGCGCTGTTCAAC
GACGGCGCGGCCTGCGGGTCGTGCTACGAGCTGCGGTGCGACAACGCCGGCLCCG
GCCTACTGCCGCCCCGGCAGCATCACAATCACGGCCACCAACCTCTGCCCGCCAA
ACTACGCGCTGCCCAACGACGACGGCGGCTGGTGCAACCCGCCCCGCGCGCACTT
CGACATGGCCGAGCCGGCTTACCTCCAGATCGGCGTCTACCGCGCCGGCATCGTG
CCAGTCTCCTACAGGAGGGTGCCCTGCGTGAAGAAGGGCGGGATCAGGTTCACC
ATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCAG
GGGACGTGCAGTCCGTGTCCATCAAGGGCTCCAGCACCGGCTGGCAGCCCATGTC
ACGCAACTGGGGCCAGAACTGGCAGAGCAACTCCGACCTCGACGGCCAGAGCCT
CTCATTCAGGGTCACCCTCAGCGACGGCCGCACCATCACCAGCAACGGLCGTCGCG
CCCGCCGGATGGCAGTTCGGACAGACCTTCGAAGGAGGCCAGTTCTAG

Nucleotide
>BstEXPA-01

CAACCATCGGTTCGTTCCTCTTGAGTAAGTTGGCCGGCCGCTTTAGGAAAAAGCC
AGTGGCGCTCTGCTCTTCGCAATGGCCTCCTCCAATGCTCTGCTCCTGCTCTTGTC
CGCCGCCTTCTGCTTCCTCGCCCGGCGAGCCGCCGGCGACTACGGGTCCTGGCAG
AGCGCCCACGCCACGTTCTACGGCGGCGACGATGCGTCCGGCACAATGGGTAAA
TGAGCTCGGTTCATAGCACCGTCGAAAGTACATACATACACGTGGTATTTGGTTC



CGGACACACATATCTGACTGAAGCGTGTTGCAGGCGGCGCTTGCGGGTACGGGA
ACCTGTACAGCACGGGGTACGGCACGAACACGGCTGCGCTGAGCACGGCGCTGT
TCAACGACGGCGCGGCCTGCGGGTCGTGCTACGAGCTGCGGTGCGACAACGCCG
GCCCGGCCTACTGCCGCCCCGGCAGCATCACAATCACGGCCACCAACCTCTGCCC
GCCAAACTACGCGCTGCCCAACGACGACGGCGGCTGGTGCAACCLCGLLCeGLGL
GCACTTCGACATGGCCGAGCCGGCTTACCTCCAGATCGGCGTCTACCGLCGLCCGGL
ATCGTGCCAGTCTCCTACAGGAGGTGAGAATTAGGCCGGTTGGCAAGCAAAACTT
CTATTGACACTGCGTGTCGGTGTCGGTTGGGGGGCTTAAACAGTTAAACTGAACC
CCCCCATGGTCTCGCTCTCGCTCCATGTTAGGTGGGCCAGTCTGCAGATTTGGTCG
CGTAGCAGAACCATGCTGCCGCGTGATTATGGCTGGCAGCGACACGCCTTGCTTG
TTTTGGAATTAGTTTAGGCCGGCGTCACGTTTACTGAACTTGTAAACCCGTGCAGT
TCTTTGTACTGAACTTTTGCCGTTTCACTGATGGTGTTTAATTGCAGGGTGCCCTG
CGTGAAGAAGGGCGGGATCAGGTTCACCATCAACGGCCACTCCTACTTCAACCTG
GTGCTGGTGACCAACGTGGCCGGCGCAGGGGACGTGCAGTCCGTGTCCATCAAG
GGCTCCAGCACCGGCTGGCAGCCCATGTCACGCAACTGGGGCCAGAACTGGCAG
AGCAACTCCGACCTCGACGGCCAGAGCCTCTCATTCAGGGTCACCCTCAGCGACG
GCCGCACCATCACCAGCAACGGCGTCGCGCCCGCCGGATGGCAGTTCGGACAGA
CCTTCGAAGGAGGCCAGTTCTAGCCTTCCATTCCAGGGGGGGGTGATGATCGAGT
TCTTTCTTGTCTGTGGATGGATTGCGCTTGGAGCTTGAGCAAGAGAAGGAAACCC
TCTTCGTTATAGTAAAAGAAGAGGCCTTCGGCCATTCCGAGGCTGCTTAATTTGTT
AGCACCCGCTTAGGCCTTCCCTTCTCTCATACTAGGACAGTAGCGATAAATAAGT
TATATATATGGGGTTGAGCATTTTCTGCATTGTTTAGTGCCGTAGCCTTGCGTGAA
GCAAAAACGGCAAGGCGATTTATTAATTATGGATTTGTAGGGTGGTTGTGTCTGT
GTTTTGTAACTTTTGTTGTTAAGCTGTAACCCCCGAATCAGGCCACATGTGTGGGA
GATGTTTGTGGGGATACACTTGTTATTTTTGGG



