IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_2 58701

Gene Model: Lsat_ 1 v5 gn 2 58701.1
Description: LSEXPA-05

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/L sativa_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

LsEXPA-05 —
3

L 1 1 1 1 1 1 1 4
tibp 2kbp 400bp Giinp HiKbp 100p 1200bp 1400bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Superfanilies PLNO0OOS0O

. Name Accession Description Interval E-value
[+] PLN00O050 super famity ci31535 expansin A; Provisiona 7-252 5.79e-139
SEQUENCES

Peptide

>LsEXPA-05

MGFLEILLVLTITTIATLPLASGRGGGGWSNAHATFYGGADASGTMGGACGFGNLYS
QGYGTNTAALSTALFNNGLACGACFEIKCVNDKRWCLPGSIIVTATNFCPPNSALPNN
NGGWCNPPQQHFDLAQPIFLKIGQYKAGIIPVQYRRVACKKRGGMRFTINGHSYFNL
VLLTNVGGAGDVVAVSIKGSRSNTWQPMSRNWGQNWQSGANLDGQALSFKVTTSD
GRTVVSTNVAPAGWSFGQTYAGKQFKSVGL*

CDS (coding sequence)
> sSEXPA-05

ATGGGGTTTCTTGAAATCTTATTAGTTCTAACAATCACCACCATTGCAACACTACC
ACTAGCTAGCGGCAGAGGTGGTGGTGGGTGGTCTAACGCCCATGCCACCTTCTAT
GGTGGTGCCGATGCTTCGGGTACAATGGGTGGAGCATGTGGATTTGGAAATTTAT
ATAGTCAAGGATATGGTACAAATACAGCTGCATTAAGTACTGCTTTATTCAACAA
TGGACTTGCATGTGGAGCGTGTTTTGAGATCAAATGTGTGAATGATAAAAGATGG
TGTCTTCCAGGGTCCATTATTGTCACAGCTACAAACTTCTGTCCTCCAAATAGCGC
ACTTCCAAACAACAATGGAGGGTGGTGTAATCCTCCACAACAACACTTCGATCTT
GCTCAACCGATTTTCTTGAAAATTGGTCAATACAAAGCTGGAATTATTCCCGTTCA
ATATAGAAGGGTTGCTTGCAAGAAGAGAGGTGGAATGAGGTTTACAATCAATGG
TCATTCGTATTTCAATTTGGTGTTGTTGACAAATGTTGGTGGTGCGGGTGATGTTG
TGGCGGTGTCTATTAAGGGGTCTAGAAGCAATACATGGCAACCAATGTCGAGAA
ATTGGGGGCAAAATTGGCAAAGTGGTGCGAATCTTGATGGACAGGCTTTATCTTT
TAAGGTTACAACAAGTGATGGAAGAACAGTCGTTTCTACGAATGTGGCTCCTGCG
GGTTGGAGTTTCGGACAGACTTATGCTGGTAAACAGTTTAAGTCTGTCGGTCTCT
AA

Nucleotide
>LSEXPA-05

CAAAACTCCCTCACAACTTATCTTTTTTCAGTTCTAAAAATGGGGTTTCTTGAAAT
CTTATTAGTTCTAACAATCACCACCATTGCAACACTACCACTAGCTAGCGGCAGA
GGTGGTGGTGGGTGGTCTAACGCCCATGCCACCTTCTATGGTGGTGCCGATGCTT
CGGGTACAATGGGTAAGAAAAAGTTTTCACCTTTTTAAAGATTTGTGAATTATCTT
TTATCTTTTATCATATATATATATATATACTGATGTGTATATCTATATATGTGAAG



GTGGAGCATGTGGATTTGGAAATTTATATAGTCAAGGATATGGTACAAATACAGC
TGCATTAAGTACTGCTTTATTCAACAATGGACTTGCATGTGGAGCGTGTTTTGAGA
TCAAATGTGTGAATGATAAAAGATGGTGTCTTCCAGGGTCCATTATTGTCACAGC
TACAAACTTCTGTCCTCCAAATAGCGCACTTCCAAACAACAATGGAGGGTGGTGT
AATCCTCCACAACAACACTTCGATCTTGCTCAACCGATTTTCTTGAAAATTGGTCA
ATACAAAGCTGGAATTATTCCCGTTCAATATAGAAGGTAAACTTTCCTCCTTTCAC
AAAATATAATCTTTAAATAAAAAAATAACATGAAACTCACATTTTTTTTTTAATTI
TTATGTATTGAATTTGATAGGGTTGCTTGCAAGAAGAGAGGTGGAATGAGGTTTA
CAATCAATGGTCATTCGTATTTCAATTTGGTGTTGTTGACAAATGTTGGTGGTGCG
GGTGATGTTGTGGCGGTGTCTATTAAGGGGTCTAGAAGCAATACATGGCAACCAA
TGTCGAGAAATTGGGGGCAAAATTGGCAAAGTGGTGCGAATCTTGATGGACAGG
CTTTATCTTTTAAGGTTACAACAAGTGATGGAAGAACAGTCGTTTCTACGAATGT
GGCTCCTGCGGGTTGGAGTTTCGGACAGACTTATGCTGGTAAACAGTTTAAGTCT
GTCGGTCTCTAACTCCAAACTTTTAACTTAACAGTTAAGTTAAAATACTCTTTTTT
TTTTATGTGATTTATAGTTATAAGATTAAAGTATGGTATACTGATATACTATAGTA
ACTAATGTAATATAGTTATAAGATAGGCGAAACTCTATGGACCCATTTTAAAGGG
CCCATGATTAATGCCTAAACTAAACTTCAGGAAATCTGACCTGTTTACAAAGATT
TCGGGAGTCATTTTAGACAGCCCTGAAAAGGACACCAACAAGGGTTGGGGGACT
AATGTGGCATTGTCTTTTTTTAGTATGTGTAATGCTCAAAGTTAAGGTTGTTATGT
GTGTTCTTTTTTTGGAGGTCAAATGTGGTGTCAAAGATTCCTCAATGTATGTTTTG
TTACTTGAAATGAAATGAGAATAACATTTAATGTTTGTCGATT






