IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast09G038700

Gene Model: Brast09G038700.1.p
Description: BStEXPA-30
Family: Alpha Expansin

3D structure:
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 6-261 1.16e-156
SEQUENCES

Peptide

>BsStEXPA-30

MDISTGSLARFLALLATTTCLLNKQASGFRSSGVSRAFATFYGGSDASGTMGGACGY
GNLYSTGYGTSTAALSTVLFNDGAACGQCYRISCDYAADPRFCRRGTSVTVTATNLC
PPNYALPNDDGGWCNPPRQHFDMAEPAWLSIGVYSGGIVPVLYQRVACAKKGGVRF
AVSGHDYFELVLVSNVGGCGSIQAVSVKGSRTGRWMPMSRNWGVNWQSNALLSGQ
SLSFQVTSTDGQTLTFPNVAPAGWGFGQTFQTSRQFS*

CDS (coding sequence)
>BstEXPA-30

ATGGACATATCAACCGGATCGTTAGCTCGGTTCCTCGCGTTGCTAGCAACAACAA
CATGCCTCCTTAACAAGCAGGCTTCCGGTTTCAGATCGTCCGGCGTCAGCAGAGC
CTTCGCCACCTTCTACGGCGGCAGTGACGCCTCAGGAACCATGGGTGGGGCATGC
GGGTACGGCAACCTGTACTCGACGGGGTACGGGACGAGCACGGCGGCGCTGAGC
ACGGTGCTGTTCAACGATGGCGCGGCATGCGGGCAGTGCTACCGGATCTCCTGCG
ACTACGCTGCGGACCCCCGTTTCTGCCGTCGGGGCACGTCGGTGACAGTCACGGC
CACAAACCTGTGCCCGCCAAACTACGCGCTCCCCAACGACGACGGCGGGTGGTG
CAACCCGCCGCGGCAGCACTTCGACATGGCGGAGCCGGCGTGGCTCAGCATCGG
CGTCTACAGCGGCGGCATCGTGCCGGTGCTCTACCAGAGGGTGGCCTGCGCCAAG
AAGGGCGGCGTGCGGTTCGCCGTCAGCGGACACGACTACTTCGAGCTCGTCCTGG
TCAGCAACGTCGGCGGCTGCGGGTCCATCCAGGCCGTGTCCGTCAAGGGGTCCAG
GACAGGCCGGTGGATGCCCATGTCCAGGAATTGGGGGGTCAACTGGCAGTCCAA
CGCCTTGCTCAGCGGGCAGAGCCTGTCTTTCCAGGTCACCAGTACTGATGGACAG
ACGCTCACTTTCCCTAACGTCGCTCCGGCCGGATGGGGCTTCGGCCAGACGTTTC
AGACCTCCAGGCAGTTCTCTTAG

Nucleotide
>BstEXPA-30

AATTTCTCTCTAGCATGGACATATCAACCGGATCGTTAGCTCGGTTCCTCGCGTTG
CTAGCAACAACAACATGCCTCCTTAACAAGCAGGCTTCCGGTTTCAGATCGTCCG
GCGTCAGCAGAGCCTTCGCCACCTTCTACGGCGGCAGTGACGCCTCAGGAACCAT



GGGTAAGAAACCAAGAATTATATATATGCATAGAGATATATAGCTTCTTCTTTCC
GATTGATTCGATCTGTAAATGATCGATGTGAGCATTGCCTGGATGTATATATGTGT
GTAGGTGGGGCATGCGGGTACGGCAACCTGTACTCGACGGGGTACGGGACGAGC
ACGGCGGCGCTGAGCACGGTGCTGTTCAACGATGGCGCGGCATGCGGGCAGTGC
TACCGGATCTCCTGCGACTACGCTGCGGACCCCCGTTTCTGCCGTCGGGGCACGT
CGGTGACAGTCACGGCCACAAACCTGTGCCCGCCAAACTACGCGCTCCCCAACGA
CGACGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGGCGGAGLCGGC
GTGGCTCAGCATCGGCGTCTACAGCGGCGGCATCGTGCCGGTGCTCTACCAGAGG
GTGGCCTGCGCCAAGAAGGGCGGCGTGCGGTTCGCCGTCAGCGGACACGACTAC
TTCGAGCTCGTCCTGGTCAGCAACGTCGGCGGCTGCGGGTCCATCCAGGCCGTGT
CCGTCAAGGGGTCCAGGACAGGCCGGTGGATGCCCATGTCCAGGAATTGGGGGG
TCAACTGGCAGTCCAACGCCTTGCTCAGCGGGCAGAGCCTGTCTTTCCAGGTCAC
CAGTACTGATGGACAGACGCTCACTTTCCCTAACGTCGCTCCGGCCGGATGGGGC
TTCGGCCAGACGTTTCAGACCTCCAGGCAGTTCTCTTAGCTAAACTACCTCCAGG
CAGTTCTCTTCAGGCTTCTGAATGTCCTCATCTGATCAGTGTGCGTTGTGTAAAGT
TCTTTTACCGCGTATATATATCCCTCAAAGGACATACAGGGAACCAAGTACATTT
CCTTTGAGTTAACGGTTAAATCACGTGTCACCAGATCGGCCCCGTCTTTCGAAAC
AAAACTTGTAATAGAAGACCCGAGAGGGTGA



