IDENTIFICATION

Species: Brachypodium sylvaticum
Locus: Brasy8G244300

Gene Model: Brasy8G244300.1.p
Description: BsyEXPA-22
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
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLN00193

List of domain hits "

+ Name Accession Description Interval E-value
[+ PLN00193 super family 42 expansin-A; Provisional 28-253 8 26e-118

SEQUENCES
Peptide
>BsyEXPA-22

MAKQIVLLVLLTVLCKLASHGVHGQYSLTSATATFYGGSDGSGTMGGACGYGNLY
NTGYGLNNAALSTALFNDGAMCGACYNIYCDTSKSKWCKPGTSITVSATNLCPPNY
AKPNDDGGWCNPPRLHFDMSQPAWTTIAIYQAGIVPVNYRRVSCQKQNGIRFGVNG
NNYFELVVVTNVGGSGVVAQMWIKGSRTDWMAMSRNWGANWQSNAYLNGQSLS
FRVKLDDGRQVTATDVVPYYWYFGATYASWVNFY*

CDS (coding sequence)
>BSyEXPA-22

ATGGCAAAACAAATAGTACTACTAGTGCTTCTGACCGTGCTATGCAAATTAGCTT
CTCATGGTGTGCACGGCCAGTATTCGTTGACGAGCGCTACGGCGACGTTCTACGG
CGGCAGCGACGGCTCCGGAACAATGGGAGGAGCGTGTGGGTACGGCAACCTGTA
CAACACCGGGTACGGGCTGAACAACGCGGCGCTGAGCACGGCGCTGTTCAACGA
CGGCGCCATGTGCGGGGCCTGCTACAACATCTACTGCGACACGAGCAAGAGCAA
GTGGTGCAAGCCCGGCACGTCCATCACCGTCTCGGCCACCAACCTCTGCCCGLCC
AACTACGCGAAACCCAACGACGACGGCGGCTGGTGCAACCCGCCGCGGCTGCAC
TTCGACATGTCGCAGCCCGCCTGGACCACCATCGCCATCTACCAAGCCGGCATCG
TCCCCGTCAACTACAGGAGGGTGTCGTGCCAGAAGCAGAATGGCATCCGGTTCGG
CGTGAACGGGAATAACTACTTCGAGCTGGTGGTGGTGACCAACGTGGGCGGCTCC
GGCGTGGTGGCGCAGATGTGGATCAAGGGGTCCAGAACGGACTGGATGGCCATG
AGCAGGAACTGGGGAGCCAACTGGCAGAGCAACGCCTACCTCAACGGGCAGAGC
CTCTCCTTCAGGGTGAAGCTCGACGATGGCCGCCAAGTCACGGCCACCGACGTCG
TGCCCTACTACTGGTACTTCGGGGCCACCTACGCGTCCTGGGTCAACTTTTACTAG

Nucleotide
>BSyEXPA-22

GATACGAGTACTAGCTAGCGCACTCCTTATCATCGATCTTGACACATCAAATGGC
AAAACAAATAGTACTACTAGTGCTTCTGACCGTGCTATGCAAATTAGCTTCTCAT
GGTGTGCACGGCCAGTATTCGTTGACGAGCGCTACGGCGACGTTCTACGGCGGCA
GCGACGGCTCCGGAACAATGGGTTTGTTTCCCGGCCCTCCATTAATCACACACGT
ATTTACCTTGTTTTGTTCTTGAGAGGATTATTACTGATATTCTGTGCGCATTGCAG
GAGGAGCGTGTGGGTACGGCAACCTGTACAACACCGGGTACGGGCTGAACAACG



CGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCCATGTGCGGGGCCTGCTACA
ACATCTACTGCGACACGAGCAAGAGCAAGTGGTGCAAGCCCGGCACGTCCATCA
CCGTCTCGGCCACCAACCTCTGCCCGCCCAACTACGCGAAACCCAACGACGACGG
CGGCTGGTGCAACCCGCCGCGGCTGCACTTCGACATGTCGCAGCCCGCCTGGACC
ACCATCGCCATCTACCAAGCCGGCATCGTCCCCGTCAACTACAGGAGGTAAAGCA
TATATACAACCAGCTAAGCCATAAATAACCACTCCCTCCGTTTCTAATTTTTTTTC
GTGGTTTTAGTTCAAATTAAACCAAACCGTGACAAAAATTTAGGAACGGAAGGC
GCACGTAACAAGGGAAAACCTCTATTTGTGATCGATGTATGATGTGGCCTGCAGG
GTGTCGTGCCAGAAGCAGAATGGCATCCGGTTCGGCGTGAACGGGAATAACTAC
TTCGAGCTGGTGGTGGTGACCAACGTGGGCGGCTCCGGCGTGGTGGCGCAGATGT
GGATCAAGGGGTCCAGAACGGACTGGATGGCCATGAGCAGGAACTGGGGAGCCA
ACTGGCAGAGCAACGCCTACCTCAACGGGCAGAGCCTCTCCTTCAGGGTGAAGCT
CGACGATGGCCGCCAAGTCACGGCCACCGACGTCGTGCCCTACTACTGGTACTTC
GGGGCCACCTACGCGTCCTGGGTCAACTTTTACTAGCTAGCTATACTAGCTCAAT
CCATCGGCACGTACGCGCGGCAATAAGAATTCGCCGCTAGATCGAACAATTTACT
TATAATTGATCTTACGGCCGGCGAATTTAAGGTTAATGATGTGCCCACTCTACCTA
TAGCTAGTAGATACATCCCTGCATCGTTGTTGAGAGGCAATCGGAGCAGCGCTTG
TTAACTGTAAGAATTTTGTCCTACTTTGTGCTCGATCCTGCATGGATTCCTGTAGT
AGCTGCATTTGTATTGCCTAGTCAGCGGCTTGGTACCCCACAAGCCCGCTATGCA
GTCAACTCAGCACATATATATTTTTATTATCCATTATCAATTT






