
IDENTIFICATION 

Species: Lactuca sativa 

Locus: Lsat_1_v5_gn_2_7740 

Gene Model: Lsat_1_v5_gn_2_7740.1 

Description: LsEXPA-03 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Lsativa_V8  

KEGG: https://www.genome.jp/entry/T05352  

EXTERNAL RESOURCES 

https://lgr.genomecenter.ucdavis.edu/  

https://www.lettucegdb.com/  

https://phytozome-next.jgi.doe.gov/info/Lsativa_V8
https://www.genome.jp/entry/T05352
https://lgr.genomecenter.ucdavis.edu/
https://www.lettucegdb.com/


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>LsEXPA-03 

MAKTNILLLYIFCYLLVDIDALTASGWSKGHATFYGGSDASGTMGGACGYGDLHLA

GYGTRTAALSTSLFNKGKACGQCYKIVCDRKADSRWCKKGSVTITATNFCPPNYALP

NNAGGWCNPPLQHFDMAQPAWEKIGIYKGGIIPVIFQRVPCKRHGGVRFTLNGRDYF

ELVLITNLGGAGSIQSVRVKGSRTGWTSMSSNWGSNWQSNSYLNGQSLSFMVTTTD

GVTKTFSNIVPANWRFGQTYSSRIQF* 

CDS (coding sequence) 

>LsEXPA-03 

ATGGCAAAAACCAACATTTTGTTGTTATATATATTCTGTTATCTTCTTGTTGACAT

TGATGCCTTGACTGCTTCAGGGTGGAGTAAAGGTCATGCCACATTTTATGGAGGC

AGCGATGCTTCAGGAACAATGGGTGGAGCATGTGGCTATGGTGACTTGCACTTAG

CCGGGTATGGTACAAGAACTGCTGCATTGAGTACATCTCTTTTCAACAAGGGCAA

AGCGTGTGGCCAATGCTACAAGATTGTATGCGACCGAAAGGCTGACTCAAGGTG

GTGCAAGAAGGGCTCGGTTACTATTACTGCAACGAACTTTTGCCCACCGAATTAT

GCGCTACCGAATAATGCTGGAGGGTGGTGTAACCCACCCCTCCAGCATTTCGATA

TGGCTCAGCCTGCTTGGGAGAAAATTGGAATCTACAAAGGTGGAATCATTCCTGT

TATCTTTCAAAGGGTACCATGTAAGAGACATGGTGGAGTTCGGTTTACCTTGAAC

GGGAGAGATTATTTTGAGCTTGTTTTGATTACAAATCTTGGTGGGGCGGGGTCGA

TTCAATCGGTGCGGGTGAAGGGGTCGAGAACCGGTTGGACATCCATGTCAAGCA

ATTGGGGGTCTAATTGGCAATCAAATTCGTATTTGAACGGCCAATCTCTTTCGTTC

ATGGTCACAACAACAGATGGTGTGACAAAAACTTTTTCAAATATCGTTCCTGCAA

ACTGGAGATTCGGTCAAACTTACTCAAGTCGAATACAGTTTTAA 

Nucleotide 

>LsEXPA-03 

ATTTCCTCTCAAACTTCTTCATTCCTCACATTTTTCTTCACTTTGTTTGCAAACTAA

AAATGGCAAAAACCAACATTTTGTTGTTATATATATTCTGTTATCTTCTTGTTGAC

ATTGATGCCTTGACTGCTTCAGGGTGGAGTAAAGGTCATGCCACATTTTATGGAG

GCAGCGATGCTTCAGGAACAATGGGTAATGTGTTCTTATCATTTGTCTTTCTGTTA

GTCACCAATTTTCTCTTGCATATATTAACAAAAATGTGTTTCAAGAAATAGTAAA

AACTTGAAATATTATTGCATATATATAAGCATTTACACCTTTGTAAAAAGTAGTA



CTACATTGTAAAATGCGTCTCACTTTTCACATGAAGCAACTATAAATGAATATCA

TTAAGTTCAAGTTCATAATCGTACGATAATGCATTTCTTCTACTCTTAATAGTACA

AACCCTAGTTAAAAATCCTGAATTTACACCCATTGTGTAGAGTTTTTTCGTCACTA

ATGCATATTGTAGAATCCATGAAGCACAAATGTTGATTATATTCCCTTGGTTGCA

GGTGGAGCATGTGGCTATGGTGACTTGCACTTAGCCGGGTATGGTACAAGAACTG

CTGCATTGAGTACATCTCTTTTCAACAAGGGCAAAGCGTGTGGCCAATGCTACAA

GATTGTATGCGACCGAAAGGCTGACTCAAGGTGGTGCAAGAAGGGCTCGGTTAC

TATTACTGCAACGAACTTTTGCCCACCGAATTATGCGCTACCGAATAATGCTGGA

GGGTGGTGTAACCCACCCCTCCAGCATTTCGATATGGCTCAGCCTGCTTGGGAGA

AAATTGGAATCTACAAAGGTGGAATCATTCCTGTTATCTTTCAAAGGTATTTTTTT

CTCGTGTTTTTTATTGTATGAATCGGTGGTTGATTATACTGTCAAACAAAACATAT

CGAGTAATAGGTCAAATAGGTTTAACATATAATTTTTGACATTTGTTACACTTTTT

TTTGTTGTTTTCTTAAATTTTGTAAGTAGTTAAGATTGCAAAAAATTATTATCATC

ACAAGATTTAATTGCTAAGATTTATTGAATGCGTTACATAGAATAGTAAAAGAAA

CATGTTGCATTTGCATGCAACTTGCAATTATACAATTCTTTTAATAAATCAAAATT

GAAGATTGTAAATAGTATACTCTCGTGAGGTCTGCGATTATAAACAAAATATAAT

ATAAACTAATATGTTTCTTTTTCAAAAATATAGTAAAATTGTCTATGAACATGGGC

ATGAGAAAATTTATGTTTTTATTTGTGTTTTGTGTTGTGGTTTTTAGGGTACCATGT

AAGAGACATGGTGGAGTTCGGTTTACCTTGAACGGGAGAGATTATTTTGAGCTTG

TTTTGATTACAAATCTTGGTGGGGCGGGGTCGATTCAATCGGTGCGGGTGAAGGG

GTCGAGAACCGGTTGGACATCCATGTCAAGCAATTGGGGGTCTAATTGGCAATCA

AATTCGTATTTGAACGGCCAATCTCTTTCGTTCATGGTCACAACAACAGATGGTGT

GACAAAAACTTTTTCAAATATCGTTCCTGCAAACTGGAGATTCGGTCAAACTTAC

TCAAGTCGAATACAGTTTTAAATATATTTATCTGAAGGTTTAAGTTTTAGGATTTC

AACGAGCGGTATGCATGTTCTCTATAAGGAAGCAATCCATTCATTTTTTCTCTAGA

AAATTATGTTATGAAAATATTTA 




