
IDENTIFICATION 

Species: Linum usitatissimum 

Locus: Lus10026566 

Gene Model: Lus10026566 

Description: LusEXPA-27 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>LusEXPA-27 

MRYSSLHQILLLCFISINITTTTTTTVFTYDDGNPTSASHEGEGEWKSATATYIKQPDG

GSISLGGACGYGDVLHALTYGSYSAGLSAMLFNRGSTCGACFQIRCVDHILWCLQGS

PSVTLTATDFCAPNYALSADYGGWCNFSKRHFELSESAFAEIADVKKADIVPVQYRK

VKCNREGGGVLSTNVAGDGEVVGVKWKGRRTGWIPMARNWGQNWQCFVDLIGQP

LSFEVTTSDGKTVASYNVAPSNWMFGQTFQGKQFSG* 

CDS (coding sequence) 

>LusEXPA-27 

ATGAGGTACTCCTCTCTTCACCAAATCCTCCTCCTCTGCTTCATCTCAATCAACAT

TACCACCACCACCACCACCACCGTATTTACCTACGACGATGGAAACCCCACTTCC

GCATCCCATGAAGGCGAAGGCGAATGGAAGTCCGCCACCGCCACCTACATCAAA

CAACCCGACGGAGGCTCCATCTCTCTCGGGGGAGCGTGCGGATACGGCGACGTAT

TGCACGCCTTGACATACGGCAGCTACAGCGCCGGATTAAGCGCAATGCTCTTCAA

CCGAGGCAGCACCTGCGGCGCGTGCTTCCAAATCAGGTGCGTGGACCACATCCTC

TGGTGCCTCCAAGGCAGCCCGTCCGTCACCCTCACCGCCACCGACTTCTGCGCTC

CCAACTACGCCCTCTCAGCCGACTACGGCGGGTGGTGCAACTTTTCCAAGCGACA

CTTCGAGCTCTCCGAGTCGGCATTCGCCGAGATCGCGGACGTTAAGAAGGCGGAC

ATCGTCCCCGTCCAGTACAGGAAGGTGAAGTGCAACAGAGAAGGCGGCGGGGTG

CTGAGTACCAACGTCGCAGGCGACGGCGAGGTGGTCGGAGTTAAGTGGAAAGGT

CGGCGGACCGGGTGGATTCCGATGGCGAGGAATTGGGGGCAGAACTGGCAGTGT

TTTGTAGACCTAATTGGGCAGCCGCTTTCGTTTGAGGTCACGACTAGCGATGGTA

AAACTGTGGCGTCTTACAATGTTGCTCCTTCAAACTGGATGTTTGGCCAGACGTTC

CAAGGGAAACAATTCTCTGGTTAA 

Nucleotide 

>LusEXPA-27 

ATGAGGTACTCCTCTCTTCACCAAATCCTCCTCCTCTGCTTCATCTCAATCAACAT

TACCACCACCACCACCACCACCGTATTTACCTACGACGATGGAAACCCCACTTCC

GCATCCCATGAAGGCGAAGGCGAATGGAAGTCCGCCACCGCCACCTACATCAAA

CAACCCGACGGAGGCTCCATCTCTCTCGGTTAGCCAACCTCTTTTTCTTTCCCTGC

TTTCTGTCCTCCGATGAAAATTTGAATTTAATTAATCGAACAATCTTCGCCGCTCA



GGGGGAGCGTGCGGATACGGCGACGTATTGCACGCCTTGACATACGGCAGCTAC

AGCGCCGGATTAAGCGCAATGCTCTTCAACCGAGGCAGCACCTGCGGCGCGTGCT

TCCAAATCAGGTGCGTGGACCACATCCTCTGGTGCCTCCAAGGCAGCCCGTCCGT

CACCCTCACCGCCACCGACTTCTGCGCTCCCAACTACGCCCTCTCAGCCGACTAC

GGCGGGTGGTGCAACTTTTCCAAGCGACACTTCGAGCTCTCCGAGTCGGCATTCG

CCGAGATCGCGGACGTTAAGAAGGCGGACATCGTCCCCGTCCAGTACAGGAAGG

TGAAGTGCAACAGAGAAGGCGGCGGGGTGAGGTTCACGGCGAGCGGGAGCAGG

CTAATCTACCAGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNTATTCTACCAGGTGCTGAGTACCAACGTCGCAGGCGACGGCGAGGTGGTCG

GAGTTAAGTGGAAAGGTCGGCGGACCGGGTGGATTCCGATGGCGAGGAATTGGG

GGCAGAACTGGCAGTGTTTTGTAGACCTAATTGGGCAGCCGCTTTCGTTTGAGGT

CACGACTAGCGATGGTAAAACTGTGGCGTCTTACAATGTTGCTCCTTCAAACTGG

ATGTTTGGCCAGACGTTCCAAGGGAAACAATTCTCTGGTTAA 




