
IDENTIFICATION 

Species: Lactuca sativa 

Locus: Lsat_1_v5_gn_5_170161 

Gene Model: Lsat_1_v5_gn_5_170161.1 

Description: LsEXPA-19 

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-19 

MAVVSSIVFIIFSVLSVAECRIQGNYAGGPWEGAHATFYGGSDASGTMGGACGYGNL

YSQGYGVNTAALSTALFNNGLSCGACFEIKCADDPRWCHPGSPSIFVTGTNFCPPNFA

LPNDNGGWCNPPRTHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKAGGIRFTINGFR

YFNLVLISNVAGAGDIQKVWVKGTKTNWMSMSRNWGQNWQSNAVLIGQSLSFRVT

ASDRRTSTSWNIAPANWQFGQTFAGKNFRV* 

CDS (coding sequence) 

>LsEXPA-19 

ATGGCGGTAGTCTCCAGCATTGTCTTCATCATTTTCTCGGTGTTGTCCGTCGCCGA

ATGTAGAATTCAAGGAAACTACGCCGGCGGCCCTTGGGAAGGTGCTCATGCTACC

TTCTACGGTGGAAGCGACGCCTCCGGTACAATGGGAGGCGCTTGTGGCTACGGGA

ATCTTTACAGCCAAGGATACGGAGTCAACACGGCGGCGCTCAGCACCGCCCTCTT

CAACAACGGGCTAAGCTGCGGCGCATGTTTTGAAATCAAGTGCGCCGACGACCCT

AGGTGGTGCCACCCTGGTAGTCCCTCCATTTTCGTTACCGGGACCAACTTCTGTCC

TCCCAATTTCGCTCTTCCAAACGACAATGGTGGGTGGTGCAACCCTCCTCGAACC

CACTTCGACCTCGCCATGCCCATGTTCCTTAAGATTGCTGAATACCGCGCCGGAA

TTGTCCCCGTCTCCTACCGCCGGGTGCCATGCCGGAAAGCTGGTGGAATCAGGTT

CACGATCAACGGTTTCCGTTACTTCAACTTGGTTTTGATCAGCAATGTCGCGGGTG

CAGGGGATATCCAGAAAGTTTGGGTGAAAGGAACCAAAACAAATTGGATGAGTA

TGAGTCGTAACTGGGGGCAAAATTGGCAATCGAATGCAGTTCTCATCGGACAATC

TCTTTCTTTCAGAGTCACCGCCAGTGACCGCCGTACCTCCACCTCGTGGAACATTG

CTCCGGCGAATTGGCAATTTGGTCAGACCTTCGCCGGAAAGAATTTCCGGGTGTG

A 

Nucleotide 

>LsEXPA-19 

CTCACCGCATAATCCACCGTTAGTCACTCTCTCATCGCCTTTCCTCTGTGCAGTTG

AACCCTAAATGGCGGTAGTCTCCAGCATTGTCTTCATCATTTTCTCGGTGTTGTCC

GTCGCCGAATGTAGAATTCAAGGAAACTACGCCGGCGGCCCTTGGGAAGGTGCT

CATGCTACCTTCTACGGTGGAAGCGACGCCTCCGGTACAATGGGTATGTCACAAT

TCCTTCGCATTCTCTAACATAGTAATGGATTTCACAAATTGGATATGTATTTAGCT



ATACAGTACAAGTAGACCATCTACATCGTCCACAAAAGCTTCGGATCCTAAATTT

CATGTACATATGCCGTATATATAGTCGTATAGTACAACTGGTTAATACACATCAT

CTAGAAACTTCGGATTCCGGTAATCCTTACGAAATTTTAAGCTTAATTTTACTCCC

CTGTTACAGGAGGCGCTTGTGGCTACGGGAATCTTTACAGCCAAGGATACGGAGT

CAACACGGCGGCGCTCAGCACCGCCCTCTTCAACAACGGGCTAAGCTGCGGCGC

ATGTTTTGAAATCAAGTGCGCCGACGACCCTAGGTGGTGCCACCCTGGTAGTCCC

TCCATTTTCGTTACCGGGACCAACTTCTGTCCTCCCAATTTCGCTCTTCCAAACGA

CAATGGTGGGTGGTGCAACCCTCCTCGAACCCACTTCGACCTCGCCATGCCCATG

TTCCTTAAGATTGCTGAATACCGCGCCGGAATTGTCCCCGTCTCCTACCGCCGGTA

AGAACCTCCCTCTGAAATGAGGATATATCATATACAACTCTCTTTGCAGCAAGTA

CATGTTACTTTTCCTCAAAATGTTAAGCTATTTTACTGAAATACCCCTGGAATAAA

TCTTTTTACCGGGAACAGATACCCGAAATTCCGGCCACTTCAATTTTTTTTTTCTCT

ATCCCTGAACTAGTTTGGATTAAACGAAAACGACCCTCTAAATACATATCGTTAC

AAGCTAGCCCTTTTTGTTTCAAAATTAATTATTTTCGATACCTTCATTTTTTGTGTG

TTTTGCCTCAAAACACTGCTTTTAAAGAAACGTAGGATTTTCTGGCTAAAGTACA

AGCATAGATGCAAGAGGTACAAGTGGAGAGTGACCAGTCGGTTTTCAACTGTCTA

TAGGGGGTAGTTATTTCACATGGGCTGATTTTAAATGTTTTCAAAGATAGGTGAA

TTAATTGAACTAGAAAATTTAATGCTTACGGTGTCGTTTGGCTGAATGCATGTGC

GATGCTTAGCCACGTGATGTACGTAAGTTTTTAGGTCCCACCATAATTACCGTAG

ATCCTAGCGCGTGATTTATGATTACATGTCTGCCGTTAGGAGTATCTGATTGATGA

AATCACGGCCGTTGGTTTCACTATAGTAGGGGCAACAATCTTGAATATGCGAGCA

AGATCGCCGTACTGCGTGTTTTCTCATCTTCCCTACGCTTCATGTCCTGTCCCCCTG

TTGCATGATATCAAATCCACTTTTGGGTATTTGTAATTTGACGATATTGACCTTAT

GGTTGTTGGATTTTACACAGGGTGCCATGCCGGAAAGCTGGTGGAATCAGGTTCA

CGATCAACGGTTTCCGTTACTTCAACTTGGTTTTGATCAGCAATGTCGCGGGTGCA

GGGGATATCCAGAAAGTTTGGGTGAAAGGAACCAAAACAAATTGGATGAGTATG

AGTCGTAACTGGGGGCAAAATTGGCAATCGAATGCAGTTCTCATCGGACAATCTC

TTTCTTTCAGAGTCACCGCCAGTGACCGCCGTACCTCCACCTCGTGGAACATTGCT

CCGGCGAATTGGCAATTTGGTCAGACCTTCGCCGGAAAGAATTTCCGGGTGTGAG

GTTAAAGTGAAATCCCCGTATTACCCTTATTTAGGAAAAATGGTTTTATTATTATT

GTTTGTTTTTTGCTTTAATTGCTTTTATCGGGGGTGGTGAAAGTTGGTATATGTGG

AAAAGATGGAGGGGTGGAATAGACATGTTTTGGAAACTTTTTCAGATTTCCGAAC

ATTTAGGGTTTGTGTTTTAACAGTGACGCTGAGGCGGCTGCAAAAAAGAAAAATG

CAGCCCGCAGCAAAATGCTGCTAAAGAATTTTAGTGAAAAAGTGGTGTTTTTATT

TTTGTATTTTGGTTCTAGTTTCTAAATGTGAACTGTATTTAGGGTTTGTGTTGCTAC

TAATTTACATCTTGTAAGTCAGAAAAATAGACTTGGTTTGTTTTAATCTGTAATCC

AATGTATTGTTGAGAATTATC 




