IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: BrasyJ014700

Gene Model: BrasyJ014700.1.p
Description: BsyEXPA-25
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1 1
KEGG:-

EXTERNAL RESOURCES
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy



https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1_1
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy

GENE STRUCTURE
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DOMAIN ARCHITECTURE

Superfamilies g o

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl3342 expansin-A, Provisional 22-260 1.30e-147
SEQUENCES

Peptide

>BsyEXPA-25

MDIQTGSFARFLALLATTCLLWNKASGFRSSGVSRAFATFYGGSDASGTMGGACGY
GNLYSTGYGTSTAALSTVLFNDSAACGQCYRISCDYAADPRFCRRGTSVTVTATNLC
PPNYALPNDDGGWCNPPRQHFDMAEPAWLDIGVYSGGIVPVLYQRVACAKRGGVR
FAVSGHDYFELVLVSNVGGCGSIRAVSIKGSRAGRWMPMSRNWGVNWQSNALLSG
QTLSFQVTSTDGQTITFPNVAPAGWGFGQTFQTSRQFS*

CDS (coding sequence)
>BsyEXPA-25

ATGGACATACAAACTGGATCATTCGCTCGGTTCCTTGCTTTGCTTGCAACAACATG
CCTCCTTTGGAACAAGGCTTCCGGTTTCAGATCGTCCGGCGTCAGCAGAGCCTTC
GCCACCTTCTACGGCGGCAGCGACGCCTCAGGAACCATGGGCGGGGCATGCGGEG
TACGGCAACCTGTACTCGACGGGGTACGGGACGAGCACGGCGGCGCTGAGCACC
GTGCTGTTCAACGACAGCGCGGCGTGCGGGCAGTGCTACCGGATCTCCTGCGACT
ACGCGGCGGACCCCAGGTTCTGCCGCCGGGGCACGTCGGTGACCGTCACGGCCA
CAAACCTGTGCCCGCCAAACTACGCGCTCCCCAACGACGACGGLCGGGTGGTGCA
ACCCGCCGCGGCAGCACTTCGACATGGCGGAGCCGGCGTGGCTGGACATCGGCG
TCTACAGCGGCGGCATCGTGCCGGTGCTGTACCAGCGGGTGGCCTGCGCCAAGAG
GGGCGGCGTGAGGTTCGCCGTCAGCGGGCACGACTACTTCGAGCTCGTGCTGGTC
AGCAACGTCGGCGGCTGCGGGTCCATCCGGGCGGTGTCCATCAAGGGGTCCAGG
GCCGGCCGGTGGATGCCCATGTCCAGGAATTGGGGGGTCAACTGGCAGTCCAAC
GCCTTGCTCAGCGGGCAGACCCTGTCGTTTCAGGTCACCAGTACCGACGGACAGA
CGATCACTTTCCCTAATGTCGCTCCGGCAGGATGGGGGTTCGGCCAGACGTTTCA
GACCTCCAGGCAGTTCTCTTGA

Nucleotide
>BsyEXPA-25

CTCCAAAGCGCACCTGCATGCATGCACACCCACATGGATGCACGGTGCCCAATCA
GGGAATGCCAGCTTCCATCTTGGCCCAAAATGCCTATTTAAACTGCGCAGTTCCTT
GGCCATCAGCATAGATCCACCTCGATCTGTTAATTTCTCTCTAGCATGGACATACA
AACTGGATCATTCGCTCGGTTCCTTGCTTTGCTTGCAACAACATGCCTCCTTTGGA



ACAAGGCTTCCGGTTTCAGATCGTCCGGCGTCAGCAGAGCCTTCGCCACCTTCTA
CGGCGGCAGCGACGCCTCAGGAACCATGGGTAAAAGAATCATACTCCGTATATA
GTTATACATAGCTTGTTCTTCTTTCAACACTTCTTCAATTGATTCGATCGATAATAT
GTGTGTAGGCGGGGCATGCGGGTACGGCAACCTGTACTCGACGGGGTACGGGAC
GAGCACGGCGGCGCTGAGCACCGTGCTGTTCAACGACAGCGCGGCGTGCGGGCA
GTGCTACCGGATCTCCTGCGACTACGCGGCGGACCCCAGGTTCTGCCGCCGGGGL
ACGTCGGTGACCGTCACGGCCACAAACCTGTGCCCGCCAAACTACGCGCTCCCCA
ACGACGACGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGGCGGAGC
CGGCGTGGCTGGACATCGGCGTCTACAGCGGCGGCATCGTGCCGGTGCTGTACCA
GCGGGTGGCCTGCGCCAAGAGGGGCGGCGTGAGGTTCGCCGTCAGCGGGCACGA
CTACTTCGAGCTCGTGCTGGTCAGCAACGTCGGCGGCTGCGGGTCCATCCGGGCG
GTGTCCATCAAGGGGTCCAGGGCCGGCCGGTGGATGCCCATGTCCAGGAATTGG
GGGGTCAACTGGCAGTCCAACGCCTTGCTCAGCGGGCAGACCCTGTCGTTTCAGG
TCACCAGTACCGACGGACAGACGATCACTTTCCCTAATGTCGCTCCGGCAGGATG
GGGGTTCGGCCAGACGTTTCAGACCTCCAGGCAGTTCTCTTGACTACCTAGACTC
CTACTCCTAGATGACGGCTTGTGAGGACAGCGCGCGGCGGTTTGCTTTATAGGCT
TGTGAATGTCCTCATCTGATCATTGTGCGTTGTGTAAAGTTGTCTTACCGCTGATC
TATGTCCCTCAAGAACAGGGAACCAAGTATATTTCCTTCGAGTTAAATCATGTGC
CACCAGATCGGCCCCGTCTTTTTGAAGGAAACTGGCATTGCCAATGGTGGACGCG
AGCTGAGCCTTTCCCAAACTTATCAATTTCGGAGCCGAGCCAGGCTAGGAAGTAC
TCCTATGAAACAAAGCTCGGCTCGAGCTTTTCGTAGGCTCGTGAAGCTCGGTGCA
GCTTGTGAGCCTGAAGACTATAGGT





