IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_2 71700

Gene Model: Lsat_ 1 v5 gn 2 71700.1
Description: LSEXPA-07

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/
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Query seq. i
Superfanilies PLNOOOS50

Name Accession Description Interval  E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 28-251 1.13e-91
SEQUENCES

Peptide

>LsEXPA-07

MVLSFTLLFLVFAHYPYSTSSYPSSTEWRSARATYYAPADPRDAIGGACGYGDVEKA
GYGKATAGLSTVLFQKGQICGACFEVRCVEDLQWCIPGTSIIVTATNFCAPNYGFPAD
GGGKCNPPNPHFVLPIEIFEKIAIWKASNMPIQYRRIKCRKEGGIRFTIDGAGIFLSVMIS
NVAGAGDLAAVKIKGSRTGWLPMNRNWGQNWHINADMKNQPLSFEVTSSDGLTVT
SYNVAPKEWNFGQSFEGKQF*

CDS (coding sequence)
>LsEXPA-07

ATGGTGTTGTCATTCACACTGCTTTTTCTAGTTTTTGCTCACTATCCCTACTCCACC
TCCTCCTACCCATCTTCTACAGAGTGGAGATCTGCAAGGGCAACGTACTATGCAC
CCGCTGATCCGCGGGACGCCATCGGCGGCGCGTGTGGTTACGGCGACGTGGAGA
AAGCAGGGTATGGGAAGGCGACGGCGGGGCTCAGTACTGTGTTGTTCCAGAAAG
GACAGATCTGTGGTGCTTGTTTTGAGGTCAGGTGTGTAGAGGATCTCCAATGGTG
TATTCCGGGGACTTCTATTATCGTGACAGCGACTAATTTCTGTGCTCCGAATTACG
GGTTTCCGGCAGACGGCGGTGGCAAGTGTAACCCTCCGAATCCCCATTTTGTTTT
ACCGATTGAGATTTTTGAGAAGATTGCGATTTGGAAAGCTTCTAACATGCCAATT
CAGTATCGCAGGATCAAGTGCAGAAAGGAAGGAGGAATTAGGTTTACCATTGAT
GGAGCTGGAATCTTCTTATCGGTAATGATCAGCAATGTTGCCGGTGCCGGAGACT
TAGCTGCGGTGAAGATTAAAGGTTCACGAACCGGGTGGCTTCCGATGAACAGAA
ATTGGGGACAAAATTGGCATATAAATGCAGACATGAAAAATCAACCTCTTTCTTT
CGAGGTCACTAGTAGTGATGGGTTAACTGTTACTTCTTACAATGTTGCTCCAAAA
GAATGGAATTTTGGTCAGAGTTTTGAGGGCAAACAGTTCTAA

Nucleotide
>LsEXPA-07

ATCTAATCTATCAATGGTCCATGTTTTTATGCAGGAATGTTGTCGACCCAAGAGA
CGTGTACTTTTCCTTTTGCAAGTATCTCATGTTTATCGTGGACATGGCGGAATAAA
GCTGCCCACTAAACCTGCAAAGCACTCTACTTCCAACAATGCGACTACATACAAC
ACGCCATATCTTCCCCTTTTGGTCTTTCTCTTCCTTCCACAGTTTTCGATCTCTCTA
AACAATGGTGTTGTCATTCACACTGCTTTTTCTAGTTTTTGCTCACTATCCCTACTC
CACCTCCTCCTACCCATCTTCTACAGAGTGGAGATCTGCAAGGGCAACGTACTAT




GCACCCGCTGATCCGCGGGACGCCATCGGCGGCGCGTGTGGTTACGGCGACGTG
GAGAAAGCAGGGTATGGGAAGGCGACGGCGGGGCTCAGTACTGTGTTGTTCCAG
AAAGGACAGATCTGTGGTGCTTGTTTTGAGGTCAGGTGTGTAGAGGATCTCCAAT
GGTGTATTCCGGGGACTTCTATTATCGTGACAGCGACTAATTTCTGTGCTCCGAAT
TACGGGTTTCCGGCAGACGGCGGTGGCAAGTGTAACCCTCCGAATCCCCATTTTG
TTTTACCGATTGAGATTTTTGAGAAGATTGCGATTTGGAAAGCTTCTAACATGCCA
ATTCAGTATCGCAGGTAGTGTTCAATTGTTCATCACTCTGATACTTCCTTCCTTTCC
CCTCAAAGTTTGAATAACGAAAAGGTGAAATTAGGGTTTGATGCATATCATTGTT
GCAGGATCAAGTGCAGAAAGGAAGGAGGAATTAGGTTTACCATTGATGGAGCTG
GAATCTTCTTATCGGTAATGATCAGCAATGTTGCCGGTGCCGGAGACTTAGCTGC
GGTGAAGATTAAAGGTTCACGAACCGGGTGGCTTCCGATGAACAGAAATTGGGG
ACAAAATTGGCATATAAATGCAGACATGAAAAATCAACCTCTTTCTTTCGAGGTC
ACTAGTAGTGATGGGTTAACTGTTACTTCTTACAATGTTGCTCCAAAAGAATGGA
ATTTTGGTCAGAGTTTTGAGGGCAAACAGTTCTAATCTTGAATCTTGAATCTTGAA
TCTTGAATAGTTTTTTAATGGGACATTCCCTTTTATAGAGCCTGGTTTTTAGTTGTA
TAAAATAATCTTTAGATTTAAGAAATATTATTATTGACAAGATCAGTTCTAAAAA
TACAGAATTGAAGGGAGATCTAAA





