IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_9 59761

Gene Model: Lsat_ 1 v5 gn 9 59761.1
Description: LSEXPA-34

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
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Query seq.
Superfanilies PLNO0OOS0O

. Name Accession Description Interval E-value
[+ PLNO0050 super family cl31535 expansin A; Provisiona 7-246 6.36e-128
SEQUENCES

Peptide

> sEXPA-34

MTSSQITILALLISFFFTLVYGNWQNGHATFYGGGDASGTMGGACGYGNLYSQGYGT
NTAALSTALFNNGLSCGSCYEMRCNDDPRWCLPGSIIVTATNFCPPNPAQSNDNGGW
CNPPLQHFDLAEPAFLQIAQYRAGIVPVAFQRVPCMKKGGVRFTINGHSYFNLVLVT
NVGGAGDVHAVSIKGSKTGWQPMSRNWGQNWQSNSYLNGQSLSFQVTTSDGRTITS
YNVASSGWQFGQTFQGGQF*

CDS (coding sequence)
> SEXPA-34

ATGACTTCTTCACAAATAACAATTCTTGCTCTCCTTATTTCCTTCTTCTTCACTCTT
GTTTATGGAAATTGGCAAAATGGTCATGCCACCTTTTATGGAGGAGGAGACGCTT
CGGGCACAATGGGGGGTGCTTGTGGTTATGGGAATTTATATAGCCAAGGATATGG
GACCAATACTGCAGCATTGAGCACTGCTCTTTTTAACAATGGTTTGAGTTGTGGAT
CTTGTTATGAAATGAGATGTAATGATGACCCTAGGTGGTGCTTACCTGGTAGCAT
AATTGTGACTGCGACCAATTTTTGTCCACCGAACCCTGCTCAATCTAACGATAAT
GGTGGTTGGTGCAACCCCCCTCTCCAACACTTTGATTTGGCTGAGCCTGCTTTCTT
GCAAATAGCGCAATATCGAGCTGGTATTGTGCCTGTTGCATTCCAAAGGGTGCCT
TGCATGAAGAAGGGAGGAGTGAGATTTACAATCAACGGTCACTCATACTTCAACT
TGGTATTAGTTACAAACGTGGGAGGTGCAGGAGATGTACACGCAGTCTCAATCAA
AGGATCGAAGACAGGGTGGCAACCGATGTCACGGAACTGGGGGCAAAACTGGCA
AAGCAACTCATATCTTAACGGACAAAGTCTTTCTTTTCAAGTCACAACTAGCGAT
GGAAGAACCATCACTAGCTACAACGTCGCATCGTCTGGTTGGCAATTTGGTCAGA
CATTTCAAGGGGGGCAATTTTAA

Nucleotide
>LSEXPA-34

TTTCCCTCCCTACACTTCAATCCCCCTATATAACTATATCTTCATTTGCTCAATTTC
TCAAAACCCCCAAGACTCTTCCAATGACTTCTTCACAAATAACAATTCTTGCTCTC
CTTATTTCCTTCTTCTTCACTCTTGTTTATGGAAATTGGCAAAATGGTCATGCCAC
CTTTTATGGAGGAGGAGACGCTTCGGGCACAATGGGTATATTTACATACATATCT
I TTTGACTTTTTCATTCAAACAATCTACACTTCAATTTCACTTCTTGTTATCTAACT
TAACATGTCCATATTTGTTATAGGGGGTGCTTGTGGTTATGGGAATTTATATAGCC




AAGGATATGGGACCAATACTGCAGCATTGAGCACTGCTCTTTTTAACAATGGTTT
GAGTTGTGGATCTTGTTATGAAATGAGATGTAATGATGACCCTAGGTGGTGCTTA
CCTGGTAGCATAATTGTGACTGCGACCAATTTTTGTCCACCGAACCCTGCTCAATC
TAACGATAATGGTGGTTGGTGCAACCCCCCTCTCCAACACTTTGATTTGGCTGAG
CCTGCTTTCTTGCAAATAGCGCAATATCGAGCTGGTATTGTGCCTGTTGCATTCCA
AAGGTAACCTTTTTAGAACATGTATAGAAAGAAAAATAAGTTAAAGTTAAAGTTA
TAAAAGGGTATACAACTTCATGGGACCAAAGCATTAAGGTTATCTAGATAGAGA
ATTTATTTTTTAGAACATTACGTCATATTTTTAGAAATGGAAAGAAAATATAAAA
ATTAGGGTAAATTTGTAAAAATGTGTTCACTTATTGGGAAGCCCTTTTTTCCTTGC
TTTTTCTATTAATGTATACTTTTGAGCATTGGATAATAAATAGTTGTACATAACTT
ACTAAATTAAGTTTTATCCATATTAATTTCATGAGAAATTAAATATTTTTTTTACTT
TTTGTGTTTGTTATCTTCCTATCTATTTTATATGGTGACAAGTGTTATTTAATTTAG
TTTAAATTTGATTTGGATGTTAAATTTGTATATTTTTCATCATCTTAAACATATAG
AAAGAAAAATAGGAACAAAAGATTGGAAGTTCATTTAGTGAAAAAAAACAACGT
ATAAATATCTTTTCTCAATCGTGTGATTGACTTGTTTGCAATGTTTTTATATAGGG
TGCCTTGCATGAAGAAGGGAGGAGTGAGATTTACAATCAACGGTCACTCATACTT
CAACTTGGTATTAGTTACAAACGTGGGAGGTGCAGGAGATGTACACGCAGTCTCA
ATCAAAGGATCGAAGACAGGGTGGCAACCGATGTCACGGAACTGGGGGCAAAAC
TGGCAAAGCAACTCATATCTTAACGGACAAAGTCTTTCTTTTCAAGTCACAACTA
GCGATGGAAGAACCATCACTAGCTACAACGTCGCATCGTCTGGTTGGCAATTTGG
TCAGACATTTCAAGGGGGGCAATTTTAAGTTATAGAAACACAAAGGGTGTGAAA
GTTAAAAATGGAAAACTCAAATATGAAAAATGAAAATTTTAAGTGCAGTGGTGG
CAACTTGCAAGTTAGCACCCGCTTTCATTATACATAGTGATATTAATTGGTTTGTA
GTGTTATTGCTTTTCTGCTTTGACATAAGTCAATGTTGAGATATTAAGACACTTTA
TTATGTCTACTTCATATTGTTTTCTTGATATTGTAAAATATAGAATGAAATTTATA
AGCGTGTTAT






