IDENTIFICATION
Species: Linum usitatissimum
Locus: Lus10000304

Gene Model: Lus10000304
Description: LUseXPA-40
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-40
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Legend:

Exon — Intron
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Query seq.
Superfanilies PLN00193

[+] Name Accession Description Interval  E.value
[+] PLN00193 super family 33423 expansin-A; Provisional 15-240 3.04e-90
SEQUENCES

Peptide

>LusEXPA-40

MGSKLDTIIPNDDWSTWQDAHATFY GDMSGRETMQGACGYGDLFKQGYGLQTAAL
STALFNNGYACGGCYEIKCINDPDWKFCYPGVAPIQITATNFCPPNPAGGACNVPAK
HFDLSMPMFLKMAPY KAGIVHVLYRRIRCQKQGGVKFQITGNPNFNLVLVYNVGGV
GDVKNVRVKGSNTGGWVQMQKNWGQNWQSNVVLRGQMLSFQVVTSDGAYKVFN
NVVPGNWQFGQTFDGKINF*

CDS (coding sequence)
>LusEXPA-40

ATGGGTAGCAAGTTAGACACGATTATTCCGAACGACGATTGGTCCACGTGGCAAG
ATGCTCATGCAACGTTCTACGGCGATATGTCCGGCAGAGAAACCATGCAGGGAG
CATGCGGGTACGGCGACCTATTCAAGCAAGGATACGGACTGCAAACAGCAGCAC
TTAGCACCGCACTATTCAACAACGGCTACGCCTGCGGCGGATGCTACGAGATCAA
ATGCATCAACGATCCCGACTGGAAATTCTGCTACCCGGGAGTTGCCCCAATCCAA
ATCACGGCAACCAACTTCTGTCCACCAAACCCCGCCGGTGGCGCGTGCAATGTAC
CGGCGAAACACTTCGACCTCTCGATGCCCATGTTCCTCAAGATGGCTCCGTACAA
GGCGGGGATCGTGCACGTCCTGTACCGTCGAATTCGGTGCCAGAAGCAAGGCGG
CGTGAAGTTCCAGATCACCGGGAACCCCAACTTCAACTTGGTGCTCGTTTACAAC
GTCGGGGGCGTCGGCGATGTGAAGAACGTGAGGGTTAAAGGGTCCAATACCGGC
GGGTGGGTCCAGATGCAGAAGAATTGGGGACAGAACTGGCAGAGTAATGTCGTT
TTGCGTGGTCAGATGTTGTCGTTTCAGGTGGTTACTAGTGATGGTGCTTATAAGGT
GTTTAATAATGTTGTTCCTGGGAATTGGCAGTTTGGGCAGACTTTTGATGGCAAG
ATCAACTTCTAA

Nucleotide
>LusEXPA-40

ATGGGTAGCAAGTTAGACACGATTATTCCGAACGACGATTGGTCCACGTGGCAAG
ATGCTCATGCAACGTTCTACGGCGATATGTCCGGCAGAGAAACCATGCGTAAGTC
TCCGTCGATTCCTTCGTTTGTTGAAAATTGCACAACTCGGTTACTTAACAATCAAA
TAAGAGATAAAATAATTTAACTCGTGCCAAACAGGTTGTAGCACTTAACTTTGTG
CTGAAAGATTTTGGGTTTGAAATCTGAAAATAATTCGCAATTATTTTTACCCTCCT
GTGATGACGTCATCAATTTCACATAGGCTGATGAAAATCCCAAAATTTATCTGAT



TGCAGCATCATTAATGTGGTGTATGTGGAAAGAATTTTTTGTATATAAAAAAAAG
CAAATTAAACTTGTGGTTGGTGTTATATAACGAGATTGCTGGCACTTCAAAACAA
TCAAATAAGATATATTACTTAAGGTGTCAATTTTAATGTTTTTTATTTATATTTTAT
TATAGATTTCACTTAGACCAAAATCCCAACTCCGCCTATATCTTAACAAAATTGAT
GATTCATGTTAAACAGAGGGAGCATGCGGGTACGGCGACCTATTCAAGCAAGGA
TACGGACTGCAAACAGCAGCACTTAGCACCGCACTATTCAACAACGGCTACGCCT
GCGGCGGATGCTACGAGATCAAATGCATCAACGATCCCGACTGGAAATTCTGCTA
CCCGGGAGTTGCCCCAATCCAAATCACGGCAACCAACTTCTGTCCACCAAACCCC
GCCGGTGGCGCGTGCAATGTACCGGCGAAACACTTCGACCTCTCGATGCCCATGT
TCCTCAAGATGGCTCCGTACAAGGCGGGGATCGTGCACGTCCTGTACCGTCGAAT
TCGGTGCCAGAAGCAAGGCGGCGTGAAGTTCCAGATCACCGGGAACCCCAACTT
CAACTTGGTGCTCGTTTACAACGTCGGGGGCGTCGGCGATGTGAAGAACGTGAGG
GTTAAAGGGTCCAATACCGGCGGGTGGGTCCAGATGCAGAAGAATTGGGGACAG
AACTGGCAGAGTAATGTCGTTTTGCGTGGTCAGATGTTGTCGTTTCAGGTGGTTAC
TAGTGATGGTGCTTATAAGGTGTTTAATAATGTTGTTCCTGGGAATTGGCAGTTTG
GGCAGACTTTTGATGGCAAGATCAACTTCTAA






