IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_2 124880

Gene Model: Lsat_ 1 v5 gn 2 124880.1
Description: LSEXPA-09

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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Superfanilies PLNO00O50

+ Name Accession Description Interval E-value
[+ PLN0D050 super family cl31535 expansin A; Provisional 8-245 5.81e-130
SEQUENCES

Peptide

> sEXPA-09

MAFSTFTTVSLLLCSFNLVYGGWESGHATFYGGGDASGTMGGACGYGNLYSQGYG
TNTAALSTALFNNGLSCGSCYEMRCNDDPKWCLPGSIIVTATNFCPPNPGLSNDNGG
WCNPPLQHFDLAEPAFLQIAQYRAGIVPVSFQRVPCMKKGGVRFTINGHSYFNLVLIT
NVGGAGDVHSVSIKGSKTGWQPMSRNWGQNWQSNSYLNGQSLSFQVTTSDGKTITS
YNAAPSNWQFGQTFQGAQF*

CDS (coding sequence)
>LsEXPA-09

ATGGCCTTTTCAACTTTCACCACTGTTTCTCTACTTCTATGCTCTTTCAATCTTGTC
TATGGAGGTTGGGAAAGTGGCCATGCCACTTTTTATGGCGGCGGGGATGCCTCAG
GAACAATGGGTGGTGCTTGCGGATATGGAAATTTGTATAGCCAAGGATATGGTAC
AAACACTGCGGCACTTAGCACTGCTCTATTCAATAATGGTTTGAGTTGTGGGTCTT
GTTATGAGATGAGATGCAATGACGACCCTAAATGGTGTCTCCCTGGTTCCATAAT
TGTAACTGCAACCAATTTCTGTCCACCTAACCCTGGCTTGTCTAACGATAATGGTG
GGTGGTGCAACCCTCCCCTTCAACATTTTGACCTGGCTGAGCCTGCTTTCCTACAA
ATTGCACAATATCGAGCTGGAATTGTACCTGTGTCATTTCAAAGAGTGCCTTGTAT
GAAGAAAGGAGGTGTAAGGTTTACTATAAATGGCCATTCATATTTCAACTTGGTT
TTGATCACCAACGTTGGAGGTGCAGGGGATGTCCACTCGGTATCAATCAAAGGGT
CGAAAACCGGGTGGCAACCCATGTCAAGGAACTGGGGGCAAAACTGGCAAAGCA
ACTCATATCTTAACGGACAAAGTCTTTCTTTTCAAGTCACAACAAGTGACGGAAA
GACCATCACAAGCTATAATGCGGCACCATCAAACTGGCAATTTGGTCAGACATTT
CAAGGGGCTCAATTTTAA

Nucleotide
>LsEXPA-09

CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCAATGGCC
TTTTCAACTTTCACCACTGTTTCTCTACTTCTATGCTCTTTCAATCTTGTCTATGGA
GGTTGGGAAAGTGGCCATGCCACTTTTTATGGCGGCGGGGATGCCTCAGGAACAA
TGGGTATGCCAAAAATATATATAAAACAATGAATACGATTATTTTGAAAAAGTAC
ATCATTGTGACTCTATTGCTTTCTTGCTAGGTGGTGCTTGCGGATATGGAAATTTG
TATAGCCAAGGATATGGTACAAACACTGCGGCACTTAGCACTGCTCTATTCAATA



ATGGTTTGAGTTGTGGGTCTTGTTATGAGATGAGATGCAATGACGACCCTAAATG
GTGTCTCCCTGGTTCCATAATTGTAACTGCAACCAATTTCTGTCCACCTAACCCTG
GCTTGTCTAACGATAATGGTGGGTGGTGCAACCCTCCCCTTCAACATTTTGACCTG
GCTGAGCCTGCTTTCCTACAAATTGCACAATATCGAGCTGGAATTGTACCTGTGTC
ATTTCAAAGGTATTGTATGATGCTCTATCACTTTATATATATGTCACAATATTTAT
TGTAAAGTTTTAATAAATTGATTAATTTGATTTATAGAGTGCCTTGTATGAAGAAA
GGAGGTGTAAGGTTTACTATAAATGGCCATTCATATTTCAACTTGGTTTTGATCAC
CAACGTTGGAGGTGCAGGGGATGTCCACTCGGTATCAATCAAAGGGTCGAAAAC
CGGGTGGCAACCCATGTCAAGGAACTGGGGGCAAAACTGGCAAAGCAACTCATA
TCTTAACGGACAAAGTCTTTCTTTTCAAGTCACAACAAGTGACGGAAAGACCATC
ACAAGCTATAATGCGGCACCATCAAACTGGCAATTTGGTCAGACATTTCAAGGGG
CTCAATTTTAATTTTTCTTTTTAATACGAAAGGGAAAAAGGTTAGAATTTGAATTT
TATTATTTAAAAATTCAAAATTACAATCTAAATTTTAAAGAAATTTGTATATGGTT
TTTATTGAGTGGGATTTGAGGTGGAGGATTAGGGGATTGCTGAGGTGGCTGGTTT
GCAACCCGCATAAATTTGTATTAGAAATATAGTGTTATTACCGGTTTCTCCTTACG
AAAGAGAAACTTGCCTTATTTAGATTGAAAAGCATCATAATGTACTTGTCATAAA
GTTTGTAATTTCATGGTATAATTATTGAAGTGCAAAATTAGAAATTCCTTTGCTAC
GTTGTCTA






