
IDENTIFICATION 

Species: Lactuca sativa 

Locus: Lsat_1_v5_gn_8_29600 

Gene Model: Lsat_1_v5_gn_8_29600.1 

Description: LsEXPA-25 

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-25 

MAKLCFLLLTVIYSLFLHVHALTPSRWTKAHATFYGEADASGTMGGACGYGNLYST

GYGTRTAALSTALFNDGAACGQCYKIICDVKTDPKWCKKGVSVTITATNFCPPNYAQ

ANDAGGWCNPPLQHFDMAQPAWEKIGIYRGGIIPVIYQRVPCKKHGGVRFAINGRDY

FELVLITNVGNAGAIRSVKVKGSKTGWMPMSRNWGANWQSNSYLNGQSMSFMVTT

TDGITKTFTNIVPSSWTFGQTFSSRLQF* 

CDS (coding sequence) 

>LsEXPA-25 

ATGGCGAAACTTTGCTTTCTCTTGCTAACTGTTATCTACTCTCTATTCCTCCATGTC

CATGCACTTACCCCTTCGAGATGGACAAAAGCCCATGCAACCTTTTATGGAGAAG

CCGATGCTTCCGGAACAATGGGTGGTGCTTGCGGATATGGTAACCTGTACTCCAC

CGGATACGGAACAAGAACGGCGGCGTTGAGTACTGCTCTTTTCAACGACGGCGCT

GCTTGCGGCCAGTGTTACAAGATCATATGCGATGTCAAGACGGACCCAAAGTGGT

GCAAGAAAGGAGTGTCGGTGACAATCACCGCCACCAACTTTTGCCCACCAAACTA

CGCTCAGGCCAACGACGCCGGAGGGTGGTGCAACCCACCGCTACAGCATTTCGA

CATGGCTCAGCCTGCTTGGGAGAAGATCGGGATTTACAGAGGTGGAATCATCCCC

GTTATCTACCAAAGAGTACCATGTAAGAAACACGGCGGAGTTAGATTCGCGATA

AACGGGAGAGATTACTTCGAGCTTGTTTTGATAACGAATGTCGGAAATGCCGGAG

CTATTAGGTCGGTGAAGGTGAAGGGATCAAAAACCGGGTGGATGCCGATGTCGA

GGAATTGGGGAGCTAACTGGCAATCGAATTCATACCTCAACGGCCAATCTATGTC

GTTCATGGTGACAACCACCGATGGTATCACCAAAACTTTCACAAACATTGTCCCT

TCAAGCTGGACATTTGGTCAAACTTTCTCAAGCCGTTTACAGTTCTGA 

Nucleotide 

>LsEXPA-25 

CTTATTTAAGCAGCTCTTATTCTAATCCTCTAAACCCATCTTCTTCCTCATTTGCTT

CATCTCATCTCTGCACATCAAAAATGGCGAAACTTTGCTTTCTCTTGCTAACTGTT

ATCTACTCTCTATTCCTCCATGTCCATGCACTTACCCCTTCGAGATGGACAAAAGC

CCATGCAACCTTTTATGGAGAAGCCGATGCTTCCGGAACAATGGGTATATAATTA

TATATGCTTCTTTTAATCAGCCCATGAAGCAGCCATTATCGATCGGAGGTTGTTAC

TGATCTTAACTTGTTTCTATATATGCAGGTGGTGCTTGCGGATATGGTAACCTGTA



CTCCACCGGATACGGAACAAGAACGGCGGCGTTGAGTACTGCTCTTTTCAACGAC

GGCGCTGCTTGCGGCCAGTGTTACAAGATCATATGCGATGTCAAGACGGACCCAA

AGTGGTGCAAGAAAGGAGTGTCGGTGACAATCACCGCCACCAACTTTTGCCCACC

AAACTACGCTCAGGCCAACGACGCCGGAGGGTGGTGCAACCCACCGCTACAGCA

TTTCGACATGGCTCAGCCTGCTTGGGAGAAGATCGGGATTTACAGAGGTGGAATC

ATCCCCGTTATCTACCAAAGGTCCCACGTCTTTCCTTCTTTCTTGATCACTGTATAC

AAACTTACAAACTCCATCTTCTGGCATTTGACTGATTGTTTTTAATCTAATTACTT

GTTTGTTGATCAGAGTACCATGTAAGAAACACGGCGGAGTTAGATTCGCGATAAA

CGGGAGAGATTACTTCGAGCTTGTTTTGATAACGAATGTCGGAAATGCCGGAGCT

ATTAGGTCGGTGAAGGTGAAGGGATCAAAAACCGGGTGGATGCCGATGTCGAGG

AATTGGGGAGCTAACTGGCAATCGAATTCATACCTCAACGGCCAATCTATGTCGT

TCATGGTGACAACCACCGATGGTATCACCAAAACTTTCACAAACATTGTCCCTTC

AAGCTGGACATTTGGTCAAACTTTCTCAAGCCGTTTACAGTTCTGAAAGAAAGAG

ATGAGAAGACCGTGTGCTTCAGTGTTTATTATGATTTGGAATTTTTTAAGGGGGC

AGCGGCGTGCTTTCTCTTTTTATAGAAGCAGCCCGCCGGGTTTTCTTTTTCCGGGC

GTTTTCTTTTTATATAATATTATTATATATAATAAGTATATGGATATGGATTTGAG 




