IDENTIFICATION
Species: Linum usitatissimum
Locus: Lus10036763

Gene Model: Lus10036763
Description: LuseXPA-03
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Lusitatissimum_v1 0
KEGG: https://www.genome.jp/entry/D12016

EXTERNAL RESOURCES
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GENE STRUCTURE
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Query seq.

Superfanilies PLNO0OS0

+ Name Accession Description Interval E-value
[+] PLND0O50 super family ci31535 expansin A: Provisional 25-252 3.12e-139
SEQUENCES

Peptide

>LuseEXPA-03

MGLAPFLAIMALTAAMASSVHGY GGRGGNWVNAHATFYGGGDASGTMGGACGYG
NLYSQGYGTNTAALSTALFNNGLACGSCYEIKCVNDRRWCLPGSILITATNFCPPNNA
LPNNAGGWCNPPQHHFDLSQPVFQHIAQYKAGIVPVAYRRVACRRRGGIRFTINGHS

YFENLVLITNVGGAGDVHSVAIKGSRTGWQAMSRNWGQNWQSNSKLDGQALSFKVT
TSDGRSVVSYNVAPSRWSFGQTFAGAQFR*

CDS (coding sequence)
>LuseEXPA-03

ATGGGTCTCGCCCCATTCCTCGCTATTATGGCTCTGACGGCCGCAATGGCGTCTTC
TGTCCACGGCTACGGTGGCAGAGGTGGCAACTGGGTTAACGCTCATGCAACTTTC
TACGGCGGCGGTGATGCCTCAGGAACAATGGGTGGGGCGTGTGGTTATGGGAAT
CTGTACAGTCAAGGCTATGGAACGAACACGGCTGCGTTGAGCACGGCTCTGTTCA
ACAATGGACTTGCTTGTGGGTCCTGCTACGAGATTAAATGTGTGAATGACCGGAG
ATGGTGCCTACCCGGTTCGATTCTCATCACCGCCACTAATTTCTGCCCGCCGAACA
ACGCGCTGCCTAACAACGCCGGCGGGTGGTGTAACCCTCCTCAGCACCACTTTGA
CCTCTCTCAGCCTGTTTTCCAGCACATTGCTCAGTACAAGGCTGGAATCGTTCCTG
TTGCTTACAGAAGGGTGGCCTGCAGGAGAAGAGGAGGAATAAGGTTCACAATCA
ACGGCCACTCATACTTTAACCTAGTCCTAATCACCAACGTCGGCGGGGCCGGCGA
CGTGCATTCAGTGGCAATCAAAGGATCAAGAACAGGATGGCAAGCAATGTCGAG
GAACTGGGGGCAAAATTGGCAAAGCAACAGCAAGCTCGACGGTCAAGCTTTGTC
CTTCAAAGTTACAACCAGTGATGGCCGCTCTGTTGTGTCCTACAACGTCGCCCCTT
CCCGTTGGTCATTCGGCCAGACTTTCGCCGGCGCTCAGTTCCGTTGA

Nucleotide
>LusEXPA-03

ATGGGTCTCGCCCCATTCCTCGCTATTATGGCTCTGACGGCCGCAATGGCGTCTTC
TGTCCACGGCTACGGTGGCAGAGGTGGCAACTGGGTTAACGCTCATGCAACTTTC
TACGGCGGCGGTGATGCCTCAGGAACAATGGGTACGTACGCTCGTCATTTCTAGC
TAATTTGCGCTATTGGGTCGACCAGCTCGTCCAACCTATTAATGTAACTGACTCGA
CTGGATCGTTTATGACATGCTTACTCACATCTTTTGATCTTGCAAATTTGTGGCAG
GTGGGGCGTGTGGTTATGGGAATCTGTACAGTCAAGGCTATGGAACGAACACGG



CTGCGTTGAGCACGGCTCTGTTCAACAATGGACTTGCTTGTGGGTCCTGCTACGA
GATTAAATGTGTGAATGACCGGAGATGGTGCCTACCCGGTTCGATTCTCATCACC
GCCACTAATTTCTGCCCGCCGAACAACGCGCTGCCTAACAACGCCGGCGGGTGGT
GTAACCCTCCTCAGCACCACTTTGACCTCTCTCAGCCTGTTTTCCAGCACATTGCT
CAGTACAAGGCTGGAATCGTTCCTGTTGCTTACAGAAGGTTAACACAACCCATCT
TTTTTATGTGGACTAATTTACCCTTGTTAATTCGTCGAAAATTTGACTAGACATTT
CGATCAGAACAAGATAAAAAGTAAAAAATACTATATTGATTGTTTGTGGGGTGTG
TTGGATCCTGACCCGATATTTTCGGGTCATCAACACAGCTCTACCACTAAACCAA
CTCCATTTGGACAAACTAAGGATGAAATACAATTGTCATTAAACGACCGAATTTA
ATTCGGTCAAACAAACTAAACCGAAATGACCAAGTATTTTGTAGAGTAAACTCGA
AGATTATTTTGTACAAATACAGATAAGGAATAAATATTAAAATATCTTAATCGAT
TACTATTATACTAAAAACCGTTCAAAAACCGACAAGTATAGAGACAGTATGACAT
TTACAATTCAATCGGCTGAAATGGTTACTACCCGAATCCGACCAACAACAAATAG
GAAACGGATATTAATTATCTAGACCCGAACCAAACCATTACCAAATCTAAACCAA
CCCCAAGTTTTCATCTGATTTGGACTCTTTTACCCTTGACCCACGCAAAACTGACT
TGTTTCAGTTTTGGTTTTTGTTCTTTCTAGGGTGGCCTGCAGGAGAAGAGGAGGAA
TAAGGTTCACAATCAACGGCCACTCATACTTTAACCTAGTCCTAATCACCAACGT
CGGCGGGGCCGGCGACGTGCATTCAGTGGCAATCAAAGGATCAAGAACAGGATG
GCAAGCAATGTCGAGGAACTGGGGGCAAAATTGGCAAAGCAACAGCAAGCTCGA
CGGTCAAGCTTTGTCCTTCAAAGTTACAACCAGTGATGGCCGCTCTGTTGTGTCCT
ACAACGTCGCCCCTTCCCGTTGGTCATTCGGCCAGACTTTCGCCGGCGCTCAGTTC
CGTTGA






