IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_5 170161

Gene Model: Lsat_ 1 v5 gn 5 170161.3
Description: LSEXPA-18

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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GENE STRUCTURE

LsEXPA-18
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Query seq,
Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+] PLND0O50 super family 31535 expansin A; Provisional 7-255 403e-125
SEQUENCES
Peptide
>LsEXPA-18

MAVVSSIVFIIFSVLSVAECRIQGNYAGGPWEGAHATFYGGSDASGTMGGACGYGNL
YSQGYGVNTAALSTALFNNGLSCGACFEIKCADDPRWCHPGSPSIFVTGTNFCPPNFA
LPNDNGGWCNPPRTHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKAGGIRFTINGFR
YFNLVLISNVAGAGDIQKVWVKGTKTNWMSMSRNWGQNWQSNAVLIGQSLSFRVT
ASDRRTSTSWNIAPANWQFGQTFAGKNFRISEHLGDAEAAAKKKNAARSKMLLKNF
SEKVKRG*

CDS (coding sequence)
> SEXPA-18

ATGGCGGTAGTCTCCAGCATTGTCTTCATCATTTTCTCGGTGTTGTCCGTCGCCGA
ATGTAGAATTCAAGGAAACTACGCCGGCGGCCCTTGGGAAGGTGCTCATGCTACC
TTCTACGGTGGAAGCGACGCCTCCGGTACAATGGGAGGCGCTTGTGGCTACGGGA
ATCTTTACAGCCAAGGATACGGAGTCAACACGGCGGCGCTCAGCACCGCCCTCTT
CAACAACGGGCTAAGCTGCGGCGCATGTTTTGAAATCAAGTGCGCCGACGACCCT
AGGTGGTGCCACCCTGGTAGTCCCTCCATTTTCGTTACCGGGACCAACTTCTGTCC
TCCCAATTTCGCTCTTCCAAACGACAATGGTGGGTGGTGCAACCCTCCTCGAACC
CACTTCGACCTCGCCATGCCCATGTTCCTTAAGATTGCTGAATACCGCGCCGGAA
TTGTCCCCGTCTCCTACCGCCGGGTGCCATGCCGGAAAGCTGGTGGAATCAGGTT
CACGATCAACGGTTTCCGTTACTTCAACTTGGTTTTGATCAGCAATGTCGCGGGTG
CAGGGGATATCCAGAAAGTTTGGGTGAAAGGAACCAAAACAAATTGGATGAGTA
TGAGTCGTAACTGGGGGCAAAATTGGCAATCGAATGCAGTTCTCATCGGACAATC
TCTTTCTTTCAGAGTCACCGCCAGTGACCGCCGTACCTCCACCTCGTGGAACATTG
CTCCGGCGAATTGGCAATTTGGTCAGACCTTCGCCGGAAAGAATTTCCGGATTTC
CGAACATTTAGGTGACGCTGAGGCGGCTGCAAAAAAGAAAAATGCAGCCCGCAG
CAAAATGCTGCTAAAGAATTTTAGTGAAAAAGTGAAAAGGGGATAA

Nucleotide
>LSEXPA-18

ATAGTTACCCTCCTGACACCCCTAGGCTTTCCTCCATAAGTACTCCCAACACCCCT
AGCCATTTCTCCTCACCGCATAATCCACCGTTAGTCACTCTCTCATCGCCTTTCCT
CTGTGCAGTTGAACCCTAAATGGCGGTAGTCTCCAGCATTGTCTTCATCATTTTCT



CGGTGTTGTCCGTCGCCGAATGTAGAATTCAAGGAAACTACGCCGGCGGCCCTTG
GGAAGGTGCTCATGCTACCTTCTACGGTGGAAGCGACGCCTCCGGTACAATGGGT
ATGTCACAATTCCTTCGCATTCTCTAACATAGTAATGGATTTCACAAATTGGATAT
GTATTTAGCTATACAGTACAAGTAGACCATCTACATCGTCCACAAAAGCTTCGGA
TCCTAAATTTCATGTACATATGCCGTATATATAGTCGTATAGTACAACTGGTTAAT
ACACATCATCTAGAAACTTCGGATTCCGGTAATCCTTACGAAATTTTAAGCTTAAT
TTTACTCCCCTGTTACAGGAGGCGCTTGTGGCTACGGGAATCTTTACAGCCAAGG
ATACGGAGTCAACACGGCGGCGCTCAGCACCGCCCTCTTCAACAACGGGCTAAG
CTGCGGCGCATGTTTTGAAATCAAGTGCGCCGACGACCCTAGGTGGTGCCACCCT
GGTAGTCCCTCCATTTTCGTTACCGGGACCAACTTCTGTCCTCCCAATTTCGCTCT
TCCAAACGACAATGGTGGGTGGTGCAACCCTCCTCGAACCCACTTCGACCTCGCC
ATGCCCATGTTCCTTAAGATTGCTGAATACCGCGCCGGAATTGTCCCCGTCTCCTA
CCGCCGGTAAGAACCTCCCTCTGAAATGAGGATATATCATATACAACTCTCTTTG
CAGCAAGTACATGTTACTTTTCCTCAAAATGTTAAGCTATTTTACTGAAATACCCC
TGGAATAAATCTTTTTACCGGGAACAGATACCCGAAATTCCGGCCACTTCAATTT
TTTTTTTCTCTATCCCTGAACTAGTTTGGATTAAACGAAAACGACCCTCTAAATAC
ATATCGTTACAAGCTAGCCCTTTTTGTTTCAAAATTAATTATTTTCGATACCTTCAT
TTTTTGTGTGTTTTGCCTCAAAACACTGCTTTTAAAGAAACGTAGGATTTTCTGGC
TAAAGTACAAGCATAGATGCAAGAGGTACAAGTGGAGAGTGACCAGTCGGTTTT
CAACTGTCTATAGGGGGTAGTTATTTCACATGGGCTGATTTTAAATGTTTTCAAAG
ATAGGTGAATTAATTGAACTAGAAAATTTAATGCTTACGGTGTCGTTTGGCTGAA
TGCATGTGCGATGCTTAGCCACGTGATGTACGTAAGTTTTTAGGTCCCACCATAAT
TACCGTAGATCCTAGCGCGTGATTTATGATTACATGTCTGCCGTTAGGAGTATCTG
ATTGATGAAATCACGGCCGTTGGTTTCACTATAGTAGGGGCAACAATCTTGAATA
TGCGAGCAAGATCGCCGTACTGCGTGTTTTCTCATCTTCCCTACGCTTCATGTCCT
GTCCCCCTGTTGCATGATATCAAATCCACTTTTGGGTATTTGTAATTTGACGATAT
TGACCTTATGGTTGTTGGATTTTACACAGGGTGCCATGCCGGAAAGCTGGTGGAA
TCAGGTTCACGATCAACGGTTTCCGTTACTTCAACTTGGTTTTGATCAGCAATGTC
GCGGGTGCAGGGGATATCCAGAAAGTTTGGGTGAAAGGAACCAAAACAAATTGG
ATGAGTATGAGTCGTAACTGGGGGCAAAATTGGCAATCGAATGCAGTTCTCATCG
GACAATCTCTTTCTTTCAGAGTCACCGCCAGTGACCGCCGTACCTCCACCTCGTGG
AACATTGCTCCGGCGAATTGGCAATTTGGTCAGACCTTCGCCGGAAAGAATTTCC
GGGTGTGAGGTTAAAGTGAAATCCCCGTATTACCCTTATTTAGGAAAAATGGTTT
TATTATTATTGTTTGTTTTTTGCTTTAATTGCTTTTATCGGGGGTGGTGAAAGTTGG
TATATGTGGAAAAGATGGAGGGGTGGAATAGACATGTTTTGGAAACTTTTTCAGA
TTTCCGAACATTTAGGGTTTGTGTTTTAACAGTGACGCTGAGGCGGCTGCAAAAA
AGAAAAATGCAGCCCGCAGCAAAATGCTGCTAAAGAATTTTAGTGAAAAAGTGG
TGTTTTTATTTTTGTATTTTGGTTCTAGTTTCTAAATGTGAACTGTATTTAGGGTTT
GTGTTGCTACTAATTTACATCTTGTAAGTCAGAAAAATAGACTTGGTTTGTTTTAA
TCTGTAATCCAATGTATTGTTGAGAATTATCTTNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAATCTATGAATG
GTGGAAATAAGGATAGTTTTATCTTGTTAGATAAAACTATGGCAAACCGGCAGAA
ATTAAAACAAGGGATTTTTGTTAAATTATTTTTTGGTTTATGTTATTTTATATAGA
AAAGGGGATAA






