IDENTIFICATION
Species: Linum usitatissimum
Locus: Lus10016533

Gene Model: Lus10016533
Description: LUseXPA-18
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



https://phytozome-next.jgi.doe.gov/info/Lusitatissimum_v1_0
https://www.genome.jp/entry/D12016

GENE STRUCTURE

LusEXPA-18
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
Guery scq, i —————————————————————————————————————————————

Superfanilies PLNO0050

Name Accession Description Interval E-value
[+] PLNO0050 super family cl31535 expansin A; Provisional 1-256 3.12e-122
SEQUENCES

Peptide

>LusEXPA-18

MGRLFFCIVLLLPLMWMVAEARIPGVYSGGGWQQAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGLSCGSCFEIKCADDPRWCHSGSPSILITATNFCPP
NFAQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVTYRRVPCRKRGGIRFTIN
GFRYFNLVLVSNVAGAGDIVKVSVKGAKTGWMSMSRNWGQNWQSNAVLVGQPLS
FRVTGSDRRTSTSWNIAPAGWQFGQTFTGKNFRV*

CDS (coding sequence)
>LusEXPA-18

ATGGGCCGTCTGTTCTTCTGCATTGTGCTCTTATTGCCTTTAATGTGGATGGTGGC
AGAGGCTAGAATCCCCGGAGTCTACTCCGGCGGCGGATGGCAGCAAGCTCACGC
CACCTTCTACGGCGGTTCCGATGCTTCTGGAACCATGGGGGGAGCTTGTGGGTAC
GGAAATCTGTACAGCCAAGGATACGGAGTGAATACGGCAGCGCTAAGCACTGCT
CTGTTCAACAACGGGCTAAGCTGCGGATCCTGCTTCGAAATTAAGTGCGCCGACG
ACCCAAGATGGTGTCATTCCGGCAGCCCTTCTATTTTAATCACTGCAACCAACTTC
TGCCCACCCAATTTCGCACAACCCAGCGACAATGGCGGCTGGTGTAATCCTCCTC
GCCCACATTTCGACCTTGCCATGCCCATGTTCTTGAAGATTGCAGAGTACCGGGC
CGGAATCGTCCCCGTCACCTACCGCCGGGTGCCGTGCAGGAAGAGGGGAGGGAT
TAGGTTCACAATCAATGGTTTCCGTTACTTCAACCTTGTTCTGGTGAGCAACGTCG
CCGGCGCTGGCGACATTGTGAAGGTGAGCGTGAAAGGAGCGAAGACAGGATGGA
TGAGCATGAGCCGGAACTGGGGTCAAAACTGGCAGTCAAACGCTGTCCTCGTCG
GTCAACCTCTTTCGTTCAGGGTCACAGGAAGCGACCGGCGGACTTCCACTTCCTG
GAACATTGCTCCGGCGGGATGGCAGTTCGGCCAGACATTCACCGGGAAGAATTTC
AGGGTCTGA

Nucleotide
>LusEXPA-18

ATGGGCCGTCTGTTCTTCTGCATTGTGCTCTTATTGCCTTTAATGTGGATGGTGGC
AGAGGCTAGAATCCCCGGAGTCTACTCCGGCGGCGGATGGCAGCAAGCTCACGC
CACCTTCTACGGCGGTTCCGATGCTTCTGGAACCATGGGTATGTTCTCACATTCCA
AAGATATGGTCTTAAAATTACAAAATGTGAGTTACTCTGTTTTCTGAAACTCTGTT



TTTTTTTTGACTTCAGGGGGAGCTTGTGGGTACGGAAATCTGTACAGCCAAGGAT
ACGGAGTGAATACGGCAGCGCTAAGCACTGCTCTGTTCAACAACGGGCTAAGCT
GCGGATCCTGCTTCGAAATTAAGTGCGCCGACGACCCAAGATGGTGTCATTCCGG
CAGCCCTTCTATTTTAATCACTGCAACCAACTTCTGCCCACCCAATTTCGCACAAC
CCAGCGACAATGGCGGCTGGTGTAATCCTCCTCGCCCACATTTCGACCTTGCCAT
GCCCATGTTCTTGAAGATTGCAGAGTACCGGGCCGGAATCGTCCCCGTCACCTAC
CGCCGGTAAGATTTAAATAAAAATCCGACCTTTACATTTTATTTCTCGGAAAAGG
GCAGAGCTGACGTGGAATTTTTTGTTGTTTGAAATACAGGGTGCCGTGCAGGAAG
AGGGGAGGGATTAGGTTCACAATCAATGGTTTCCGTTACTTCAACCTTGTTCTGGT
GAGCAACGTCGCCGGCGCTGGCGACATTGTGAAGGTGAGCGTGAAAGGAGCGAA
GACAGGATGGATGAGCATGAGCCGGAACTGGGGTCAAAACTGGCAGTCAAACGC
TGTCCTCGTCGGTCAACCTCTTTCGTTCAGGGTCACAGGAAGCGACCGGCGGACT
TCCACTTCCTGGAACATTGCTCCGGCGGGATGGCAGTTCGGCCAGACATTCACCG
GGAAGAATTTCAGGGTCTGA






