IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_8 51000

Gene Model: Lsat_ 1 v5 gn 8 51000.3
Description: LSEXPA-26

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.

Superfanilies PLNO0OS0

+ Name Accession Description Interval E-value
[+] PLND0O50 super family c31535 expansin A; Provisional 64-288 1.45e-130
SEQUENCES

Peptide

> sSEXPA-26

RRSYITVRQYSKFSYLYPLPPLPNSLHHHFNSKSMALLAIFFLGFLAILSPVHGRGGRG

GGAGWKNAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTAMFNNGLSC
GSCFAIKCVNDAKWCLPATIVVTATNFCPPNNALPNNNGGWCNPPNHHFDLSQPIFQ

HIAQFKAGIVPVAYKRVPCRRRGGIRFQINGHSYFNLVLITNVGGAGDVHAVAVKGS

RTGWQQMSRNWGQNWQSNSYLNGQSLSFKVTTSDGRTVVSYNVAPARWSFGQTFS
GAQFH*

CDS (coding sequence)
>LsEXPA-26

CGACGTTCATACATCACTGTGCGCCAATACAGTAAATTCTCTTATTTATATCCTCT
GCCACCACTCCCAAATTCTCTACATCACCATTTCAATTCAAAATCCATGGCACTTT
TAGCTATTTTCTTTCTGGGTTTTCTCGCAATCCTCTCCCCTGTTCACGGCAGAGGC
GGCCGCGGCGGCGGAGCTGGCTGGAAAAACGCCCATGCAACCTTCTACGGCGGC
GGCGATGCATCTGGAACAATGGGTGGAGCTTGTGGATATGGGAATTTATACAGTC
AAGGGTATGGTACAAACACAGCAGCGCTAAGTACAGCTATGTTCAACAATGGTTT
AAGCTGTGGCTCTTGCTTTGCGATTAAATGCGTAAACGACGCTAAATGGTGTTTG
CCGGCGACCATTGTCGTCACCGCCACCAACTTCTGCCCACCGAACAACGCCTTAC
CTAACAACAACGGCGGGTGGTGCAACCCTCCAAATCACCACTTCGACCTTTCTCA
GCCTATCTTTCAACACATTGCCCAATTCAAAGCCGGAATCGTCCCTGTTGCTTACA
AAAGGGTACCATGTCGGAGAAGGGGTGGAATTAGGTTTCAGATAAATGGGCACT
CGTACTTCAATCTGGTGTTGATTACAAACGTGGGTGGCGCCGGTGACGTTCATGC
GGTGGCGGTCAAAGGGTCAAGGACAGGGTGGCAGCAAATGTCTCGGAACTGGGG
GCAAAATTGGCAATCCAACTCTTACCTCAACGGGCAGTCTTTGTCTTTTAAGGTCA
CCACAAGTGATGGTCGAACTGTTGTTTCATACAATGTTGCCCCTGCCCGTTGGTCC
TTCGGTCAGACCTTCAGTGGTGCCCAGTTTCACTGA

Nucleotide
> sEXPA-26

CGACGTTCATACATCACTGTGCGCCAATACAGTAAATTCTCTTATTTATATCCTCT
GCCACCACTCCCAAATTCTCTACATCACCATTTCAATTCAAAATCCATGGCACTTT
TAGCTATTTTCTTTCTGGGTTTTCTCGCAATCCTCTCCCCTGTTCACGGCAGAGGC



GGCCGCGGCGGCGGAGCTGGCTGGAAAAACGCCCATGCAACCTTCTACGGCGGC
GGCGATGCATCTGGAACAATGGGTACTTTCTAGTTTCATCCTTCCGTATCCAATTT
CTTTCCGACTACTTTCCGTTTGAGCTCTTTGATTAAATTTATCGACTGAATTGTGA
GCAGGTGGAGCTTGTGGATATGGGAATTTATACAGTCAAGGGTATGGTACAAAC
ACAGCAGCGCTAAGTACAGCTATGTTCAACAATGGTTTAAGCTGTGGCTCTTGCT
TTGCGATTAAATGCGTAAACGACGCTAAATGGTGTTTGCCGGCGACCATTGTCGT
CACCGCCACCAACTTCTGCCCACCGAACAACGCCTTACCTAACAACAACGGCGGEG
TGGTGCAACCCTCCAAATCACCACTTCGACCTTTCTCAGCCTATCTTTCAACACAT
TGCCCAATTCAAAGCCGGAATCGTCCCTGTTGCTTACAAAAGGTACTGCAACCAC
ATATTTCCCTTAGGGGTATTTTGGTCTTTTCACCTTTGTTAACATGTTATTAACTAA
AACACCCTCATATGATACTTCGGCAAATTTCAGTTTGCGTCAATGTAATAACGTTT
AAGTTCTTCATTTGTAATTTTGCTTTTCTCAAAATTACCAAAATACCCTCAGGGGT
AATATGGTAAATACGTTTGCTAAACATTTGGGATCTGTTTTGTAGGGTACCATGTC
GGAGAAGGGGTGGAATTAGGTTTCAGATAAATGGGCACTCGTACTTCAATCTGGT
GTTGATTACAAACGTGGGTGGCGCCGGTGACGTTCATGCGGTGGCGGTCAAAGG
GTCAAGGACAGGGTGGCAGCAAATGTCTCGGAACTGGGGGCAAAATTGGCAATC
CAACTCTTACCTCAACGGGCAGTCTTTGTCTTTTAAGGTCACCACAAGTGATGGTC
GAACTGTTGTTTCATACAATGTTGCCCCTGCCCGTTGGTCCTTCGGTCAGACCTTC
AGTGGTGCCCAGTTTCACTGAAAAGACATATCTACCCTCCATACCTAATACGGTA
GCGGCATATAAATTATTATTTAGTTACTGCTACAATTTATGACTCAGAGAGGCTTA
TTTTGGAAAAGGTCAATTTGGTCATTTTGGTTTTTATGGTACCCAAGGGCCAAGG
GTACCTCTATTTTTTTTTCTTTCTAAAATTAAAGCAACGGAGGGCAGTGGTGGACT
TTAACCACCCGCTAGTAGTACTGTAGTGGTAGTAGTTGACTAAATGTCCTTATTTG
TAATGGCTTTTATTGTTGAGGTAGTAAGTTGTAAATTCATGTTTTTTTATGTTGGT
AATGGAAAGTGACTCGTTT






