
IDENTIFICATION 

Species: Lactuca sativa 

Locus: Lsat_1_v5_gn_3_67081 

Gene Model: Lsat_1_v5_gn_3_67081.1 

Description: LsEXPA-11 

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-11 

MFSWTSFILTFSSFLLTVTAHYYNSQTSDSPSLSSSSLPEWKSARATYYAEADPRDAV

GGACGYGDLERGGYGKATAGLSTVLFEKGQICGACYEVRCVEDLRWCIPGTSIIVTA

TNFCAPNYGFPADGGGKCNPPNPHFVLPIEIFEKIAIWKASNMPIQYRRIKCRKEGGM

RFTINGNGIFLSVLISNVGGAGDLMAVKIKGSRTGWLSMNRNWGQNWHLNADLKN

QPLSFEITTSDGLTLTSYNVAPKDWDFGQSFEGKQFES* 

CDS (coding sequence) 

>LsEXPA-11 

ATGTTTTCATGGACATCATTCATACTAACATTCTCTAGCTTCTTACTCACAGTTAC

TGCTCACTATTACAACTCCCAAACATCAGACTCACCATCGTTGTCATCGTCATCGT

TGCCGGAATGGAAATCCGCCAGGGCGACGTATTACGCGGAAGCTGATCCCCGTG

ACGCAGTCGGTGGCGCGTGCGGGTATGGTGATCTGGAGAGGGGCGGATATGGGA

AAGCGACTGCTGGATTGAGCACCGTTTTGTTCGAAAAAGGACAGATCTGCGGCGC

GTGTTACGAAGTCCGGTGTGTGGAGGATCTCCGGTGGTGCATCCCGGGGACGTCG

ATTATCGTTACGGCAACTAATTTTTGTGCTCCGAATTACGGATTTCCGGCGGATGG

AGGCGGGAAGTGTAACCCTCCGAATCCTCATTTTGTTCTTCCGATTGAGATTTTTG

AGAAGATTGCGATTTGGAAGGCTTCAAACATGCCAATTCAGTATCGCAGGATCAA

ATGCAGAAAGGAAGGAGGAATGCGATTCACCATTAATGGAAATGGGATTTTCTT

ATCTGTTCTTATCAGCAATGTTGGTGGTGCAGGGGATTTAATGGCTGTAAAGATT

AAGGGTTCAAGAACAGGATGGCTTTCTATGAACAGAAACTGGGGGCAAAATTGG

CATTTAAATGCTGATCTGAAAAATCAACCACTCTCATTTGAAATCACTACTAGTG

ATGGGTTAACTCTTACTTCTTACAATGTTGCCCCAAAAGATTGGGATTTTGGACAA

AGTTTTGAAGGCAAACAATTTGAATCTTGA 

Nucleotide 

>LsEXPA-11 

CACTCCCCTCGCCGTCACTTTGAACCATGATAGCCCACACCAGAGCTTCAACTTC

GCCATTGCCTTTTACTTCACCTTCTCCATTTCTCTTCTCAACTTTCTCTCTCTAGAA

GATGTTTTCATGGACATCATTCATACTAACATTCTCTAGCTTCTTACTCACAGTTA

CTGCTCACTATTACAACTCCCAAACATCAGACTCACCATCGTTGTCATCGTCATCG

TTGCCGGAATGGAAATCCGCCAGGGCGACGTATTACGCGGAAGCTGATCCCCGTG



ACGCAGTCGGTGGCGCGTGCGGGTATGGTGATCTGGAGAGGGGCGGATATGGGA

AAGCGACTGCTGGATTGAGCACCGTTTTGTTCGAAAAAGGACAGATCTGCGGCGC

GTGTTACGAAGTCCGGTGTGTGGAGGATCTCCGGTGGTGCATCCCGGGGACGTCG

ATTATCGTTACGGCAACTAATTTTTGTGCTCCGAATTACGGATTTCCGGCGGATGG

AGGCGGGAAGTGTAACCCTCCGAATCCTCATTTTGTTCTTCCGATTGAGATTTTTG

AGAAGATTGCGATTTGGAAGGCTTCAAACATGCCAATTCAGTATCGCAGGTACAC

ATACATTCATTTTTTAGGGTATTTTTTTAATCATCAACTTGGGCGAAAATTGAGTA

TCTCGATTTTGATTTTTGAATATAAACGCTCCTGATTCCTTCCGTATTCATTGTTCC

GAATTTCGATTGAATTTAGTACAATAAATTTAGGGTTTGTAAACACCATCCGCCA

TTGACGCGTGAAAAATCATAAAATTGCATCAATTTAGTTAGACAACACATGAATT

TCTTCATGGACCCACATGACAGCTTATCTTCAGACTGTCAGCTTACTAGATGCTGA

AATTCTGAACCTGAATCATGACTTTTACGCAAATTGCCATCAACAACATTCATAA

AATTATTGTTTTACATGTGCTCATATAATTGATCGCTTTAAAAACAAAAAACGGA

AAAAGTTGATAGTACTTTTCAAATGCAAAATCAATGGATTCTCAATAGGGTTAAA

AAAACACAAGATCTGTTTACAAAAAACTCAAATTTCCATTCTTGGCTCTAATCATT

CCATTTCTTGACAGGATCAAATGCAGAAAGGAAGGAGGAATGCGATTCACCATT

AATGGAAATGGGATTTTCTTATCTGTTCTTATCAGCAATGTTGGTGGTGCAGGGG

ATTTAATGGCTGTAAAGATTAAGGGTTCAAGAACAGGATGGCTTTCTATGAACAG

AAACTGGGGGCAAAATTGGCATTTAAATGCTGATCTGAAAAATCAACCACTCTCA

TTTGAAATCACTACTAGTGATGGGTTAACTCTTACTTCTTACAATGTTGCCCCAAA

AGATTGGGATTTTGGACAAAGTTTTGAAGGCAAACAATTTGAATCTTGAAGAGTG

ATAATAGTAATATACCTTTTGAGGTCATGTATTTAATTTCAAATTCATACTTTTTTT

GTTTACCCTAAATATGTGAAATGTTTATGAGAATTCTTTTTTGGGTCTAAATCACT

ACACAACTTGATGTTGGCTATTGCAATAGGA 




