IDENTIFICATION
Species: Linum usitatissimum
Locus: Lus10024388

Gene Model: Lus10024388
Description: LUseXPA-02
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-02

| L 1 1 1 1 1 1 1 *
Obp 3bp 300bp b 8K0bp 10006p 13006p 13000 1600bp

Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq. w

Superfanilie PLNOOOS0O

List of domam hits

. Name = Accession Description Interval E-value
[+] PLNO0050 super ramll c expansin A; Provisional 31-258 37 SE 123

SEQUENCES
Peptide
>LusEXPA-02

MARTILFPLASLLVLSLLATVTARIPGVYTGGPWESAHATFYGGADASGTMGGACGY
GNLYSQGYGVNTAGLSTALFNEGLSCGACFEIKCDSDPRWCHPGQPSIFVTATNFCPP
NFAQPSDNGGWCNPPRTHFDLAMPMFLKIAEYRAGIVPVSFRRVPCRKVGGIRFSING
FRYFNLLLVTNVAGAGDIVKVSIKGERTNWMPMSRNWGQNWQSNSILVGQRLSFRV
TGSDRRTVTSMNIAPANWQFGQTFTGKNFHV*

CDS (coding sequence)
>LuseEXPA-02

ATGGCTCGTACAATCCTCTTCCCCCTTGCGTCTCTTCTAGTCCTCTCTCTTCTCGCG
ACGGTCACCGCCAGAATCCCCGGAGTCTACACCGGCGGGCCTTGGGAGAGCGCT
CACGCCACTTTCTACGGCGGTGCCGATGCCTCTGGAACCATGGGCGGCGCGTGTG
GCTACGGAAACCTCTACAGCCAGGGGTACGGAGTGAACACGGCGGGGCTGAGCA
CCGCGCTCTTCAACGAAGGGCTGAGCTGCGGCGCCTGCTTCGAGATAAAGTGCGA
CAGTGATCCCAGGTGGTGCCACCCTGGCCAGCCTTCCATTTTTGTCACCGCTACCA
ACTTCTGCCCTCCCAACTTCGCTCAGCCCAGCGACAATGGTGGATGGTGCAACCC
GCCCCGTACTCACTTCGACCTCGCCATGCCTATGTTCCTCAAGATAGCCGAGTACC
GCGCCGGAATCGTCCCCGTCTCATTCCGTCGGGTGCCGTGCAGGAAGGTGGGAGG
GATACGATTCTCCATCAACGGCTTCCGTTACTTCAACCTGTTGCTAGTAACAAACG
TGGCCGGAGCCGGCGACATCGTCAAGGTAAGCATCAAAGGAGAGCGCACAAACT
GGATGCCGATGAGCCGAAACTGGGGGCAAAACTGGCAATCCAACTCCATCCTCG
TCGGACAGCGGCTGTCCTTCAGGGTCACCGGCAGCGACAGGAGGACCGTCACCTC
AATGAACATCGCTCCCGCCAACTGGCAGTTCGGGCAGACCTTCACCGGCAAGAAT
TTCCACGTCTGA

Nucleotide
>LusEXPA-02

ATGGCTCGTACAATCCTCTTCCCCCTTGCGTCTCTTCTAGTCCTCTCTCTTCTCGCG
ACGGTCACCGCCAGAATCCCCGGAGTCTACACCGGCGGGCCTTGGGAGAGCGCT
CACGCCACTTTCTACGGCGGTGCCGATGCCTCTGGAACCATGGGTGCGGCGGLTT
CCTTACTTCTCTCTGCCTGTTTTCTGTTTTTTTCTCCCTCACTTATTTGACTAGATAT
TTAAATTGTACTGCCTCCACCTGCAGGCGGCGCGTGTGGCTACGGAAACCTCTAC




AGCCAGGGGTACGGAGTGAACACGGCGGGGCTGAGCACCGCGCTCTTCAACGAA
GGGCTGAGCTGCGGCGCCTGCTTCGAGATAAAGTGCGACAGTGATCCCAGGTGGT
GCCACCCTGGCCAGCCTTCCATTTTTGTCACCGCTACCAACTTCTGCCCTCCCAAC
TTCGCTCAGCCCAGCGACAATGGTGGATGGTGCAACCCGCCCCGTACTCACTTCG
ACCTCGCCATGCCTATGTTCCTCAAGATAGCCGAGTACCGCGCCGGAATCGTCCC
CGTCTCATTCCGTCGGTGAGTCTCAAATTTCTTCCTCCGATCCGTCTCTTACCGTTC
CGTTTGTTTCACTACTTTCTAGCTGCCTCCCTTTCCTTTGGCGCTTTCTGAGTCAGA
TTCCTTTATACTGTGTTGTCTTTTTGCCTTCCCCTCCCCAGCTTTATCGTCTTCTCTA
GCTAGATGTTGAGCTTTCAAATTTCACTGCATCGGCACCACACTTTTTCAACTTTC
TTTTGTTACTACCTGTTTGGTTAGTTACTGTCTTAAAATTTCCATTGACTGATTTCT
GTGCCTACCGCCCCCAGTATTTGTTTTTATTTTCAGCGCTAGTTTTTATCGGGAAT
CAAACAGCACCTAAAAAGCACCACCCAGTTAGTTTCTTACTTTTTTAAAAACCCT
CCCTTCCAAATTCATGACGAAACCCACGAGAATCGGACAGTCCGGCCTTTCCGTT
ACTTCCGCAATTCCCACTAGCCACGTGTTTTCTTGAACATATCCCCCACCTCAATA
AAATTCCCTTATCACCCTTTCCCTCCGAAATCAAACCTTCTTTTGAAAAAGGGGTA
CATCCGTCATTTCCTTAAGAAGAAGGAAAACGACGGGAAGAGCCTCTCACGTGG
CTGGTCTCGTGAGTTTGAGCCTCCGCCTGATACTCCCAAATGACGTTTACGTCCTT
CCATAATTATTATTTATTTAATCAGTCAGTCAAATGCTAATTTAATTACGGATAAC
ATCAAACTAAATTTAAATTCCTTTTTCTTCCTCCCCACAGGGTGCCGTGCAGGAAG
GTGGGAGGGATACGATTCTCCATCAACGGCTTCCGTTACTTCAACCTGTTGCTAGT
AACAAACGTGGCCGGAGCCGGCGACATCGTCAAGGTAAGCATCAAAGGAGAGCG
CACAAACTGGATGCCGATGAGCCGAAACTGGGGGCAAAACTGGCAATCCAACTC
CATCCTCGTCGGACAGCGGCTGTCCTTCAGGGTCACCGGCAGCGACAGGAGGACC
GTCACCTCAATGAACATCGCTCCCGCCAACTGGCAGTTCGGGCAGACCTTCACCG
GCAAGAATTTCCACGTCTGA






