IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_8 51000

Gene Model: Lsat_ 1 v5 gn 8 51000.1
Description: LSEXPA-27

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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DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNOQOS0

+ Name Accession Description Interval E-value
[+] PLN0OOS0 super famity 131535 expansin A; Provisiona 30-252 1.69e-128
SEQUENCES

Peptide

>LsEXPA-27

MALLAIFFLGFLAILSPVHGRGGRGGGAGWKNAHATFYGGGDASGTMGGACGYGN
LYSQGYGTNTAALSTAMFNNGLSCGSCFAIKCVNDAKWCLPATIVVTATNFCPPNNA
LPNNNGGWCNPPNHHFDLSQPIFQHIAQFKAGIVPVAY KRVPCRRRGGIRFQINGHSY
FNLVLITNVGGAGDVHAVAVKGSRTGWQQMSRNWGQNWQSNSYLNGQSLSFKVT
TSDGRTVVSYNVAPARWSFGQTFSGAQFH*

CDS (coding sequence)
>LsEXPA-27

ATGGCACTTTTAGCTATTTTCTTTCTGGGTTTTCTCGCAATCCTCTCCCCTGTTCAC
GGCAGAGGCGGCCGCGGCGGCGGAGCTGGCTGGAAAAACGCCCATGCAACCTTC
TACGGCGGCGGCGATGCATCTGGAACAATGGGTGGAGCTTGTGGATATGGGAAT
TTATACAGTCAAGGGTATGGTACAAACACAGCAGCGCTAAGTACAGCTATGTTCA
ACAATGGTTTAAGCTGTGGCTCTTGCTTTGCGATTAAATGCGTAAACGACGCTAA
ATGGTGTTTGCCGGCGACCATTGTCGTCACCGCCACCAACTTCTGCCCACCGAAC
AACGCCTTACCTAACAACAACGGCGGGTGGTGCAACCCTCCAAATCACCACTTCG
ACCTTTCTCAGCCTATCTTTCAACACATTGCCCAATTCAAAGCCGGAATCGTCCCT
GTTGCTTACAAAAGGGTACCATGTCGGAGAAGGGGTGGAATTAGGTTTCAGATA
AATGGGCACTCGTACTTCAATCTGGTGTTGATTACAAACGTGGGTGGCGCCGGTG
ACGTTCATGCGGTGGCGGTCAAAGGGTCAAGGACAGGGTGGCAGCAAATGTCTC
GGAACTGGGGGCAAAATTGGCAATCCAACTCTTACCTCAACGGGCAGTCTTTGTC
TTTTAAGGTCACCACAAGTGATGGTCGAACTGTTGTTTCATACAATGTTGCCCCTG
CCCGTTGGTCCTTCGGTCAGACCTTCAGTGGTGCCCAGTTTCACTGA

Nucleotide
>LSEXPA-27

GTAAATTCTCTTATTTATATCCTCTGCCACCACTCCCAAATTCTCTACATCACCATT
TCAATTCAAAATCCATGGCACTTTTAGCTATTTTCTTTCTGGGTTTTCTCGCAATCC
TCTCCCCTGTTCACGGCAGAGGCGGCCGCGGLCGGCGGAGCTGGCTGGAAAAACG
CCCATGCAACCTTCTACGGCGGCGGCGATGCATCTGGAACAATGGGTACTTTCTA
GTTTCATCCTTCCGTATCCAATTTCTTTCCGACTACTTTCCGTTTGAGCTCTTTGAT
TAAATTTATCGACTGAATTGTGAGCAGGTGGAGCTTGTGGATATGGGAATTTATA



CAGTCAAGGGTATGGTACAAACACAGCAGCGCTAAGTACAGCTATGTTCAACAA
TGGTTTAAGCTGTGGCTCTTGCTTTGCGATTAAATGCGTAAACGACGCTAAATGG
TGTTTGCCGGCGACCATTGTCGTCACCGCCACCAACTTCTGCCCACCGAACAACG
CCTTACCTAACAACAACGGCGGGTGGTGCAACCCTCCAAATCACCACTTCGACCT
TTCTCAGCCTATCTTTCAACACATTGCCCAATTCAAAGCCGGAATCGTCCCTGTTG
CTTACAAAAGGTACTGCAACCACATATTTCCCTTAGGGGTATTTTGGTCTTTTCAC
CTTTGTTAACATGTTATTAACTAAAACACCCTCATATGATACTTCGGCAAATTTCA
GTTTGCGTCAATGTAATAACGTTTAAGTTCTTCATTTGTAATTTTGCTTTTCTCAAA
ATTACCAAAATACCCTCAGGGGTAATATGGTAAATACGTTTGCTAAACATTTGGG
ATCTGTTTTGTAGGGTACCATGTCGGAGAAGGGGTGGAATTAGGTTTCAGATAAA
TGGGCACTCGTACTTCAATCTGGTGTTGATTACAAACGTGGGTGGCGCCGGTGAC
GTTCATGCGGTGGCGGTCAAAGGGTCAAGGACAGGGTGGCAGCAAATGTCTCGG
AACTGGGGGCAAAATTGGCAATCCAACTCTTACCTCAACGGGCAGTCTTTGTCTT
TTAAGGTCACCACAAGTGATGGTCGAACTGTTGTTTCATACAATGTTGCCCCTGCC
CGTTGGTCCTTCGGTCAGACCTTCAGTGGTGCCCAGTTTCACTGAAAAGACATAT
CTACCCTCCATACCTAATACGGTAGCGGCATATAAATTATTATTTAGTTACTGCTA
CAATTTATGACTCAGAGAGGCTTATTTTGGAAAAGGTCAATTTGGTCATTTTGGTT
TTTATGGTACCCAAGGGCCAAGGGTACCTCTATTTTTTTTTCTTTCTAAAATTAAA
GCAACGGAGGGCAGTGGTGGACTTTAACCACCCGCTAGTAGTACTGTAGTGGTAG
TAGTTGACTAAATGTCCTTATTTGTAATGGCTTTTATTGTTGAGGTAGTAAGTTGT
AAATTCATGTTTTTTTATGTTGGTAATGGAAAGTGACTCGTTT






