IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast08G085200

Gene Model: Brast08G085200.1.p
Description: BStEXPA-28
Family: Alpha Expansin

3D structure:
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List of domain hits hd
Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 23-248 197e-124
SEQUENCES

Peptide

>BstEXPA-28

MGIAGALLLLVSSFSFLASQAAASGWQSAHATFYGGGDASGTMGGACGYGNLYSQ
GYGTSTAALSTALFNDGAACGSCYELRCDGGGKWCLPGSIMVTATNFCPPNYGLPSD
DGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFNL
VLVTNVAGAGDARSVSIKGARTAWQAMSRNWGQNWQSNAYLDGQSLSFRVTSGD
GRTVTSNAAVPAGWQFGQTFEGAQF*

CDS (coding sequence)
>BsStEXPA-28

ATGGGCATTGCCGGCGCTCTCCTCCTGCTCGTCTCGTCCTTCTCCTTCCTCGCCTCG
CAAGCCGCTGCCAGCGGGTGGCAGAGCGCTCACGCCACGTTCTACGGCGGLCGGC
GATGCTTCCGGCACAATGGGCGGGGCTTGCGGGTACGGCAACCTGTACAGCCAG
GGGTACGGCACGAGCACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCG
GCTTGCGGGTCGTGCTACGAGCTGCGGTGCGACGGCGGCGGCAAGTGGTGCCTGC
CGGGCTCCATCATGGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCC
CAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCCGA
GCCGGCATTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCCTTC
AGAAGGGTCCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGCCAC
TCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGGGACGCGCGCT
CCGTGTCCATCAAGGGCGCGCGCACGGCGTGGCAGGCCATGTCGAGGAACTGGG
GCCAGAACTGGCAGAGCAACGCCTACCTCGACGGCCAGAGCCTCTCCTTCAGGGT
CACCTCCGGCGACGGCCGCACCGTCACCAGCAACGCCGLCCGTGLCCCGLCLGGLTGE
CAGTTCGGACAGACCTTCGAGGGCGCGCAGTTCTAG

Nucleotide
>BstEXPA-28

CAACCGGCGCTCTCTTTCCGGACTGCCTTCAGAGTTCAGATACCCTCCCTCAAAG
GTTTTAGCTTGGCTGTCAGAGGAAGCTACGAGTAACTCTTAGCCATGGGCATTGC
CGGCGCTCTCCTCCTGCTCGTCTCGTCCTTCTCCTTCCTCGCCTCGCAAGCCGCTG
CCAGCGGGTGGCAGAGCGCTCACGCCACGTTCTACGGCGGCGGCGATGCTTCCGG
CACAATGGGTGAGTTTTTTAATTTCTTCCCATGAACTTACCAAACCTTGTGAACAA




AATTAGTCAAGTCTCACATGTACACGGTGGCCGATATCCTGTTTGCTGTGAATTTT
TGCAGGCGGGGCTTGCGGGTACGGCAACCTGTACAGCCAGGGGTACGGCACGAG
CACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGGCTTGCGGGTCGTG
CTACGAGCTGCGGTGCGACGGCGGCGGCAAGTGGTGCCTGCCGGGCTCCATCATG
GTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCCCAGCGACGACGGCG
GCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCCGAGCCGGCATTCCTCCA
CATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCCTTCAGAAGGTGCGCCATC
GATGAACGAGTTTGTTTGTTCCTTCCTGGCACGTTAATTATGTAGAGCACCGTGTC
CTGTGGCTCGACCGACCGAACCCATGGTTTAAATTCACCAGCCAGACACGACGAC
CCAGCGTCGGTCGGTTTGAAGGTACGCGCGGACCACGGTTGGTCGGTTCGGCTCA
TAAGTTTTAGGCGGTCCCCAGTCTGCGCGCGGATTCGATACGGTGCATGCGGATA
GGCATGTGCTGTGCCATTTAACGTTACAGCTTCAGCCCTCCTCGCGTGCCAATTGA
CGCGGTCCATCGATCGATCCGGACAAAATCTTGGGCGTACGTACTGATGAGGCGT
TTTTGCGTGTTGGTCGATCCGCAGGGTCCCGTGCGTGAAGAAGGGCGGCATCCGG
TTCACCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCG
GCGCCGGGGACGCGCGCTCCGTGTCCATCAAGGGCGCGCGCACGGCGTGGCAGG
CCATGTCGAGGAACTGGGGCCAGAACTGGCAGAGCAACGCCTACCTCGACGGCC
AGAGCCTCTCCTTCAGGGTCACCTCCGGCGACGGCCGCACCGTCACCAGCAACGC
CGCCGTGCCCGCCGGCTGGCAGTTCGGACAGACCTTCGAGGGCGCGCAGTTCTAG
TTCTAGCCGCCGCAGCAGGATATATACATGTTCTTCTTCTTCTCCGAGATTAAGCA
TTGGAGAGAAGAATTTGTTTTGCATGCTGATGATCATGCAAGCAGAGAGGCAGGC
AGAAGCGAAAATTAGGCCTCCTCTTCGTTATAGTAGTGAAGAAAGAGGTCCCGGT
TCTGGGCTATGCTGAGGCTGCTAATTAGCACCCCGCTTAGACGTTTTCCTTCTCTC
CAGTTCATGAAAGGCTTGAACAACTATCGATAAAGTACTCGAAGAAGAAAAATT
ATGTTAGTTAGCAGCTTTGATTGTTTGTACTGGTACTGGATTAGTCCTACTTTGTA
GTACCGGGCGGTG



