IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G015800

Gene Model: Brast04G015800.1.p
Description: BStEXPA-18
Family: Alpha Expansin

3D structure:
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List of domain hits o
Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A Provisional 47-279 3.14e-118
SEQUENCES

Peptide

>BstEXPA-18

MAPVLRALLLAFLVAAPSAVARGPHLPGHHGLVHRHGSVHAHAPLGGGAWSSAHA
TFYGGGDASGTMGGACGYGNLYSTGYGANTAALSTALYNDGLSCGACFEVRCDPA
GTEAGTTHACLGTSVVITATNLCPPNNALPSDDGGWCNPPRAHFDMSQPVFQRIALY
KAGIVPVSYRRVACQKKGGIRFTINGHSYFNLVLVSNVGGPGDVHAVAVKSERSPSW
QALSRNWGQNWQSNALLDRQCLSFRVTAGDGRSVVSSNAVPRGWAFGQTFSGAQF
T*

CDS (coding sequence)
>BstEXPA-18

ATGGCGCCCGTCCTCCGAGCCCTGCTCCTCGCCTTCCTCGTGGCCGCGCCGTCCGC
GGTAGCACGAGGGCCGCATTTACCCGGCCACCACGGCCTGGTCCACCGCCACGG
GAGCGTCCACGCGCACGCGCCGCTGGGCGGCGGLCGLCGTGGTCCTCGGCGCACGC
GACGTTCTACGGCGGCGGCGACGCGTCGGGCACCATGGGCGGGGCGTGCGGGTA
CGGGAACCTCTACAGCACGGGCTACGGCGCCAACACGGLCGGCGCTGAGCACGGC
GCTCTACAACGACGGGCTGAGCTGCGGCGCCTGCTTCGAGGTCCGCTGCGACCCG
GCCGGCACAGAAGCAGGCACAACCCACGCGTGCCTGGGAACCTCCGTCGTCATC
ACGGCCACCAACCTCTGCCCGCCCAACAACGCGCTCCCCTCCGACGACGGCGGCT
GGTGCAACCCTCCCCGCGCCCACTTCGACATGTCCCAGCCCGTCTTCCAGCGCAT
CGCCCTCTACAAGGCCGGCATTGTCCCCGTCTCCTACCGCAGGGTGGCGTGCCAG
AAGAAGGGGGGAATCAGGTTCACGATCAACGGCCACTCCTACTTCAACCTGGTGC
TCGTCTCCAACGTCGGCGGGCCCGGGGACGTGCACGCGGTGGCCGTGAAGTCCG
AGCGCTCCCCTTCCTGGCAGGCCCTGTCGCGCAACTGGGGACAGAACTGGCAGAG
CAACGCGCTGCTCGACCGCCAGTGCCTCTCCTTCCGCGTCACGGCAGGGGACGGC
CGCTCCGTCGTCTCCAGCAACGCCGTCCCCCGCGGCTGGGCATTCGGCCAGACCT
TCAGCGGCGCCCAGTTCACCTGA

Nucleotide
>BstEXPA-18

GCCATGCCGCGTGCCTCACTTGCTCCGCCCGGCGGCCTCCCTCTATTTATCCCCGT
CCCAACCGGGAACCACAAACGCCTCACCCAGCATTCCACTTCTCCCCGTAGCCCG



TAGCCGCGCCCTAGCTTCTCCCGTGGCCATGGCGCCCGTCCTCCGAGCCCTGCTCC
TCGCCTTCCTCGTGGCCGCGCCGTCCGCGGTAGCACGAGGGCCGCATTTACCCGG
CCACCACGGCCTGGTCCACCGCCACGGGAGCGTCCACGCGCACGCGLCCGLTGGE
CGGCGGCGCGTGGTCCTCGGCGCACGCGACGTTCTACGGCGGCGGCGACGCGTC
GGGCACCATGGGCGGGGCGTGCGGGTACGGGAACCTCTACAGCACGGGCTACGG
CGCCAACACGGCGGCGCTGAGCACGGCGCTCTACAACGACGGGCTGAGCTGCGG
CGCCTGCTTCGAGGTCCGCTGCGACCCGGCCGGCACAGAAGCAGGCACAACCCA
CGCGTGCCTGGGAACCTCCGTCGTCATCACGGCCACCAACCTCTGCCCGCCCAAC
AACGCGCTCCCCTCCGACGACGGCGGCTGGTGCAACCCTCCCCGCGCCCACTTCG
ACATGTCCCAGCCCGTCTTCCAGCGCATCGCCCTCTACAAGGCCGGCATTGTCCC
CGTCTCCTACCGCAGGTATGTCAATTCCCCCCTAGTAATTCCCCTGATTTCTCTCTT
CTGTTCTGTGGTCTCTGGATCTGGAGTGACACCTGACTGACAGTGGCGTGCTTCTT
CTTGAATCTTCTGCAGGGTGGCGTGCCAGAAGAAGGGGGGAATCAGGTTCACGA
TCAACGGCCACTCCTACTTCAACCTGGTGCTCGTCTCCAACGTCGGCGGGCCCGG
GGACGTGCACGCGGTGGCCGTGAAGTCCGAGCGCTCCCCTTCCTGGCAGGCCCTG
TCGCGCAACTGGGGACAGAACTGGCAGAGCAACGCGCTGCTCGACCGCCAGTGC
CTCTCCTTCCGCGTCACGGCAGGGGACGGCCGCTCCGTCGTCTCCAGCAACGCCG
TCCCCCGCGGCTGGGCATTCGGCCAGACCTTCAGCGGCGCCCAGTTCACCTGAAC
AAGTCGCCCTTCGTTCTAAGTACTATCTAGTTTTACCCCGAGATTCTGCCGTAGTA
GTGAGTAGTACTACTTCGATTGGAGCGTGCTGGGATGAGCCATGGTTTTATGGGT
GGTTCTTCCTCAAGCATTACGTTCTTTTGAAGAAGCAGTCAGTAGTAGTAGCAGG
TTAGTTAGGCCTGGTATTAGCATGGGCTTTTAATTGTCCTGGTGTCAGTGTTAGCA
AGAGTGAAGTGGTGGTTTGAGCGAGCTTTTGGCTAGGATGGCAGCGGTGGTAAA
GGCTGGGTTGGTTAACTGAAGCCGCCTTGTATCACCCGCCAATTAGCGATTAGGC
CTCTTGGATGATGGCCTTGTCTCGACGGTAATCTCTGTCGGCTTGTACTGTTCCTC
ATTCTGGGGTTCAACTAATGCATTTGTGGCTTAAGCCTGTTCCCTTTCCTTTTAACT



