IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G227000

Gene Model: Brast04G227000.1.p
Description: BStEXPA-19
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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GENE STRUCTURE
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List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 10-258 2.84e-138
SEQUENCES

Peptide

>BstEXPA-19

MAPARVIQVVFLTVLGCALAVYADNAPVEWQRAHATFYGGADASGTMGGACGYG
NLYSTGYGTRTAALSTVLFNDGQACGQCYKIACDSKSADSMWCKPGATVTITATNL
CPPNHALPNDNGGWCNPPRPHFDMAQPAWEKIGVYKGGIIPVMYQRVPCVKQGGV
RFTINGHDYFNLVLVTNVAAIGSIKSMDVKSSDAANWMPMPRNWGANWHSLANLT
GKMLSFRLTNTDGQTLVFDNIVPNGWKFGQTFTSKLQFK*

CDS (coding sequence)
>BstEXPA-19

ATGGCTCCAGCTCGAGTTATTCAGGTGGTTTTCCTGACGGTCCTCGGCTGTGCATT
GGCCGTATACGCAGACAACGCGCCGGTTGAATGGCAGAGGGCGCATGCGACGTT
CTATGGTGGCGCCGATGCGTCCGGCACCATGGGTGGAGCGTGCGGGTACGGCAA
CTTGTACTCAACGGGGTATGGGACGCGGACCGCGGCATTGAGCACAGTGCTGTTT
AACGACGGTCAGGCATGCGGGCAGTGCTACAAGATCGCCTGCGACAGCAAATCA
GCGGACTCGATGTGGTGCAAACCTGGCGCGACGGTGACCATTACGGCTACAAAC
CTCTGCCCCCCCAACCACGCCCTTCCGAACGATAATGGTGGCTGGTGCAATCCAC
CGAGGCCGCACTTCGACATGGCTCAACCGGCTTGGGAGAAGATCGGCGTCTATAA
AGGTGGCATCATCCCTGTCATGTATCAAAGAGTTCCTTGTGTGAAGCAGGGTGGA
GTGCGATTCACGATCAACGGGCACGACTACTTCAATCTTGTGCTTGTCACTAACG
TTGCAGCCATCGGCTCGATCAAGTCGATGGATGTCAAGAGCTCTGATGCAGCTAA
TTGGATGCCAATGCCACGTAACTGGGGAGCAAACTGGCACTCTCTGGCGAATCTC
ACCGGAAAAATGCTCTCATTCAGATTGACCAACACCGATGGACAAACACTTGTGT
TCGACAACATTGTGCCAAATGGGTGGAAATTTGGACAAACATTTACGAGCAAGTT
GCAGTTCAAATGA

Nucleotide
>BstEXPA-19

CGCACCAAACAGAACACATATCCAGTTATCTAACACTCCACAAACACCAGTTAGC
AAAAAGCATCCTGCAAATTCTCACATACCCACAGCGCTCCATAACCATTTACTTC

GTGCAGTCAAGGGCCAACTCTGGTTTACAAAATCGACAAGAAGATATACTACATG
GCTCCAGCTCGAGTTATTCAGGTGGTTTTCCTGACGGTCCTCGGCTGTGCATTGGC



CGTATACGCAGACAACGCGCCGGTTGAATGGCAGAGGGCGCATGCGACGTTCTA
TGGTGGCGCCGATGCGTCCGGCACCATGGGTAAGTGACCAGTAATGAACGACTGT
TAGCAGTGTCGATTTACTACAGATTGCTCTTGTTTAATTGTAGCGCATGCATACAC
TAACCGCAGATGGTTACAATGGCAGGTGGAGCGTGCGGGTACGGCAACTTGTACT
CAACGGGGTATGGGACGCGGACCGCGGCATTGAGCACAGTGCTGTTTAACGACG
GTCAGGCATGCGGGCAGTGCTACAAGATCGCCTGCGACAGCAAATCAGCGGACT
CGATGTGGTGCAAACCTGGCGCGACGGTGACCATTACGGCTACAAACCTCTGCCC
CCCCAACCACGCCCTTCCGAACGATAATGGTGGCTGGTGCAATCCACCGAGGCCG
CACTTCGACATGGCTCAACCGGCTTGGGAGAAGATCGGCGTCTATAAAGGTGGCA
TCATCCCTGTCATGTATCAAAGGTACGGGACATGCATATATTGTCGCTTCAATGTT
TTCCCAATGTTATGACCAAATCAACTCTAGATTTCTCAGATTAGCAATCTACACCA
GCATATGTCACAGTGCGGAACATTCGCCGACACTATAATGCACCTGGAAAACAAT
GTTTAGAGCAAAATGGTTCTAATAGCTTACCCGCAGAAAAAGAAAGATTGCAAT
AGCCTAAAAGAGGCACCATAATTGGGGAAACCAACTTTTCTAAGGATGATGGCA
TGCACATATTCTTCTAAAGGTTGCAATAGCTTAAAAGAGGCACCAAGATTGGGGA
AACCAACTTTGCTAAAGATTGCAATAGCTTAAATAGTCTATTTAAATAAATTTTCT
CTGCAGAGTTCCTTGTGTGAAGCAGGGTGGAGTGCGATTCACGATCAACGGGCAC
GACTACTTCAATCTTGTGCTTGTCACTAACGTTGCAGCCATCGGCTCGATCAAGTC
GATGGATGTCAAGAGCTCTGATGCAGCTAATTGGATGCCAATGCCACGTAACTGG
GGAGCAAACTGGCACTCTCTGGCGAATCTCACCGGAAAAATGCTCTCATTCAGAT
TGACCAACACCGATGGACAAACACTTGTGTTCGACAACATTGTGCCAAATGGGTG
GAAATTTGGACAAACATTTACGAGCAAGTTGCAGTTCAAATGATCACTCTCTTCT
GATGGACTTATGTCATGATTAAGTGCTTGTAGGCTCCGGAATCATTGTTGTGGGTC
TAATAACTAGCACCGCAGAGAGGTTGAAATTGTGGTACTTAATATTGCACTACCT
GTACATATAGATATATTGTATATATGTACATGCCGATACTCCTTATTTTATGTATT
TAATTTGTTG



