IDENTIFICATION

Species: Lactuca sativa

Locus: Lsat 1 v5 gn_9 37760

Gene Model: Lsat_ 1 v5 gn 9 37760.3
Description: LSEXPA-33

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-33 -
3
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tibp 20bp 400bp G0y 800bp 16K 12000 1400p 1600bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

: S 100 125 150 175 200 225 283

Query seq.

Superfanilies PLNOOOS50

Name Accession Desecription Interval E-value
[+] PLNO0Q50 super family cl31535 expansin A; Provisional 6-249 1.13e-127
SEQUENCES
Peptide
>LsEXPA-33

MQIMAILFLLTIMLLSLHTIHANKGGWQKAHATFYGGEDASGTMGGACGYGNLYSD
GYGTNTAALSTTLFNNGQSCGSCYQLRCIDDPKWCLHGIHTITATNYCPPNYALANDN
GGWCNPPLRHFDLSQPAFLKIAQYRAGIVPVAYRRVPCVKRGGMRFTINGHSYFENLV
LITNVGGAGDIHGVSIKGSKTGWQRMTRNWGQNWQSNSYLDGQRLSFRVTAGDGR

TVTSYNVVPAGWQFGQTFQGGQYENF*

CDS (coding sequence)
> sSEXPA-33

ATGCAAATCATGGCTATTCTCTTCCTTTTAACCATCATGCTCTTGTCTCTCCACACC
ATCCATGCCAATAAAGGGGGTTGGCAAAAGGCTCATGCAACTTTCTACGGTGGTG
AGGATGCTTCTGGTACCATGGGTGGTGCATGCGGGTACGGCAATCTTTACAGCGA
CGGCTACGGCACAAATACGGCGGCGTTGAGCACCACCCTCTTCAACAACGGCCA
GAGCTGCGGTTCCTGCTACCAACTGCGGTGTATCGACGACCCAAAATGGTGTCTT
CATGGAATCATCACCATCACCGCCACCAACTATTGCCCACCAAATTACGCCCTTG
CTAATGACAACGGCGGGTGGTGCAACCCACCGCTCCGCCACTTCGATCTGTCACA
GCCTGCTTTCTTAAAGATCGCACAGTATCGCGCCGGAATAGTCCCTGTTGCGTAC
AGAAGGGTACCATGTGTAAAGAGAGGAGGGATGAGGTTCACCATTAATGGTCAC
TCTTACTTTAACTTGGTTTTGATAACCAACGTCGGAGGTGCAGGAGATATTCATG
GGGTTTCAATCAAAGGGTCGAAAACAGGGTGGCAAAGGATGACCAGAAACTGGG
GTCAAAATTGGCAAAGCAACTCGTATCTTGATGGTCAACGCCTCTCTTTTAGGGT
AACGGCAGGTGACGGAAGAACAGTCACCAGCTATAACGTGGTGCCTGCTGGTTG
GCAGTTTGGGCAGACGTTTCAAGGTGGCCAATATGAAAATTTTTGA

Nucleotide
>LSEXPA-33

ACCATCTCTCCCATTGTAAATTTGTTCATGCAAATCATGGCTATTCTCTTCCTTTTA
ACCATCATGCTCTTGTCTCTCCACACCATCCATGCCAATAAAGGGGGTTGGCAAA
AGGCTCATGCAACTTTCTACGGTGGTGAGGATGCTTCTGGTACCATGGGTACGTT
TTCCTGTATCTGCATTTACATTGTACATATGATTTTGTGTTTATTAGAACCCTAAG
GGCTTTTTTAATCGACTTTTAATTGACAAATTAATGCTTACATACCCTTTGAATAA
TCAAGATCATGAAGGACAAACTCATTGAGGTCATTGGAGACAAATTAAGATGGG




CACTTGTTATTTGATGTGTAAATTATGCTTCATGCCACATTTTTGTTTATAATTAAT
ATATAATCTATGGTCCAGAGTTTCATTTTGTATTATATCGATTTATATTTTTCATTG
ATTACAATTATAACGTCTAAGATACACTTAAAATTACACAATTGTTGTGAAAGTA
CGAATTATAGATTAAAGATTGCATCAAAGTATATGATCTTTCAATATGAATTTAG
GATCTTCCCTAATTTGATTGGCTTTGAAACACTTAATGGTAATGGTAAGTTCAGTT
GAATGATTTTTTTTCGTCTTACCTACTAGAAAAAACTTATTTTATTAATTTAAACTT
TAAACCATTTTATACGTACATTTTATTTCTCCATTTGTGGGGACCTTATTTCTACTC
ATGTTACTATATGAAATATGGATATATAATCCATATTTATTGTGAGACACGGTTGT
ATTGTTGCATGGGTGGCAACCAACCTCCTAGGGTTTAGCAATTAGCTGGCTTAGT
GGACTCATGACTCACTTTTCTGTGACCAAATTTAATACGCAGGTGGTGCATGCGG
GTACGGCAATCTTTACAGCGACGGCTACGGCACAAATACGGCGGCGTTGAGCAC
CACCCTCTTCAACAACGGCCAGAGCTGCGGTTCCTGCTACCAACTGCGGTGTATC
GACGACCCAAAATGGTGTCTTCATGGAATCATCACCATCACCGCCACCAACTATT
GCCCACCAAATTACGCCCTTGCTAATGACAACGGCGGGTGGTGCAACCCACCGCT
CCGCCACTTCGATCTGTCACAGCCTGCTTTCTTAAAGATCGCACAGTATCGCGCCG
GAATAGTCCCTGTTGCGTACAGAAGGTACAATAACACACCAGTAACTGTGCATAA
CGTAAAATAATCGAGTCTTTTTTTATATATTTTTATAATTTGATAAGCGTATTTCA
GGGTACCATGTGTAAAGAGAGGAGGGATGAGGTTCACCATTAATGGTCACTCTTA
CTTTAACTTGGTTTTGATAACCAACGTCGGAGGTGCAGGAGATATTCATGGGGTT
TCAATCAAAGGGTCGAAAACAGGGTGGCAAAGGATGACCAGAAACTGGGGTCAA
AATTGGCAAAGCAACTCGTATCTTGATGGTCAACGCCTCTCTTTTAGGGTAACGG
CAGGTGACGGAAGAACAGTCACCAGCTATAACGTGGTGCCTGCTGGTTGGCAGTT
TGGGCAGACGTTTCAAGGTGGCCAATATGAAAATTTTTGAACCAACAAAACTATA
ATTGAAATCCCATTAAGATTAAAATAAAAGAGGGGATTTATGTGTTACTAGTGAT
GTTGAAAAAAAGCATTGAATCTTGTTTGTATTATATATAATTGTATACTAAAAGTT
GTTAAAATAATTGAAAGTGGGAGAATATATGTTTCAAGTGTTG






