IDENTIFICATION

Species: Solanum tuberosum

Locus: PGSC0003DMP400039412

Gene Model: PGSC0003DMP400039412
Description: StEXPA-18

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Stuberosum_v4 03
KEGG: https://www.genome.jp/entry/T02981

EXTERNAL RESOURCES
http://spuddb.uga.edu/



https://phytozome-next.jgi.doe.gov/info/Stuberosum_v4_03
https://www.genome.jp/entry/T02981
http://spuddb.uga.edu/

GENE STRUCTURE

SIEXPA-18
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
Query se. u-—u-—-a—-u—-—u--—u-—-n—-—-u--—u--—u-—u

Superfanilie:

List of domain hits

. Name = Accession Description Interval E-value
[+] PLN00193 super family ..J. 3 expansin-A; Provisional 16-244 8.09e-96

SEQUENCES
Peptide
>StEXPA-18

MAAPYYSTPTISPTMFKAMPWKQAFATFYGDETASETMGGACGYGNLFNSGYGTAT
AALSTVLFGNGYSCGQCFQIMCVKSKFCYTGFTTITATNLCPPNWSQDSNHGGWCNP
PRQHFDMAKPAFMKIAQWKAGIVPVSYRRVPCVKKGGIKFALQGNGYWLLVYVMN
VAGGGDVASMWVKGSKTGWMSMSHNWGASYQAFATLSGQTLSFKLTSYTSHETII
VNNVAPSNWRVGMTYQANVNFH*

CDS (coding sequence)
>StEXPA-18

ATGGCTGCACCCTATTATTCCACCCCCACCATTAGCCCCACTATGTTTAAAGCCAT
GCCTTGGAAACAAGCTTTTGCCACATTTTACGGAGACGAAACTGCTTCTGAAACA
ATGGGTGGAGCTTGTGGATATGGAAACTTGTTTAATTCAGGTTATGGAACAGCAA
CAGCAGCATTGAGCACAGTATTATTTGGCAATGGATATTCATGTGGTCAATGTTTT
CAAATAATGTGTGTAAAATCAAAATTTTGCTATACAGGGTTTACCACAATTACAG
CCACAAACCTTTGTCCACCTAATTGGTCCCAAGACTCAAACCATGGTGGATGGTG
CAACCCACCACGCCAACATTTTGACATGGCAAAACCTGCTTTCATGAAAATTGCC
CAATGGAAGGCTGGCATTGTCCCTGTATCGTACCGCAGGGTACCTTGCGTTAAGA
AAGGTGGGATTAAATTCGCGCTCCAAGGAAACGGTTATTGGTTATTGGTATACGT
GATGAACGTGGCGGGAGGTGGTGACGTGGCAAGCATGTGGGTGAAAGGAAGTAA
AACAGGATGGATGAGCATGAGCCACAATTGGGGAGCATCATATCAAGCATTTGC
AACACTTTCAGGCCAAACACTTTCATTCAAGCTCACTTCATACACATCTCATGAG
ACAATTATAGTTAATAATGTTGCACCTTCTAATTGGCGTGTAGGCATGACTTACCA
GGCCAATGTCAACTTCCATTAG

Nucleotide
>StEXPA-18

ATGGCTGCACCCTATTATTCCACCCCCACCATTAGCCCCACTATGTTTAAAGCCAT
GCCTTGGAAACAAGCTTTTGCCACATTTTACGGAGACGAAACTGCTTCTGAAACA
ATGGGTGCGTTACTTAGCTGATATCGACTATATAAATCCTTTTTTTCATAGTTTGG
TTACACCTTTACAGTCTACCATCAACGTACCATAATTTTTTTTTCCTTATATATATC
TAGATTTCGGAATAATCCATTATGCATGTGAATCAACCAAGTTACACAAAACATT
ACTTAATTATGTCTTTAAAAAAATCACCAAATATTTTTTTTCGAAGTTCAGTAATT



TTCCACACGAATATCTATACTCAGCTTTAAAATATTGGGTTCAATTGAACTCGTTG
ATCACTTATAGTGTAGAGAATATATACATTATTACTGGATTTTAACCTGTTATAGT
ATGTTATTTGTCTTATTTTTCAAGTTACTGATCTCACTCGTTATTTGTCATAGTCTT
TTAGGCGATCTGACAGTATAATCATTTTTTTTTTGTGGTTTTTTAGGTGGAGCTTGT
GGATATGGAAACTTGTTTAATTCAGGTTATGGAACAGCAACAGCAGCATTGAGCA
CAGTATTATTTGGCAATGGATATTCATGTGGTCAATGTTTTCAAATAATGTGTGTA
AAATCAAAATTTTGCTATACAGGGTTTACCACAATTACAGCCACAAACCTTTGTC
CACCTAATTGGTCCCAAGACTCAAACCATGGTGGATGGTGCAACCCACCACGCCA
ACATTTTGACATGGCAAAACCTGCTTTCATGAAAATTGCCCAATGGAAGGCTGGC
ATTGTCCCTGTATCGTACCGCAGGTACGTAATAGTAATTTTTACATCATGAGATCA
CCTGAAAAAGTTATCGAGATATGTGGTAGTGTAAAGAATTTACAAGCATGATTTA
TTCATTTTGTTGACTTTAATTAAAGAATCAACTTTTAGGACAATGAACCATTAACC
AGTAGGTTAGAAGATCGAGTCATGCAATTTTAAAAAATTCTTCATTTCATTGAATT
TTAATCAAGATTGTGCTTGGGCGGTAAAGTATATATGCACCACTATCATCAACCA
GTAGATTGGAAGTTCGAGTCAAATAATTTTAAGAAATTCTTTGAAATTTCCAATTT
TGTCCCTCTAGGGTTAATTTTGCATCATTTCTTACCTCTAAAAAAATGTCTATGGT
TATAGGGTACCTTGCGTTAAGAAAGGTGGGATTAAATTCGCGCTCCAAGGAAACG
GTTATTGGTTATTGGTATACGTGATGAACGTGGCGGGAGGTGGTGACGTGGCAAG
CATGTGGGTGAAAGGAAGTAAAACAGGATGGATGAGCATGAGCCACAATTGGGG
AGCATCATATCAAGCATTTGCAACACTTTCAGGCCAAACACTTTCATTCAAGCTC
ACTTCATACACATCTCATGAGACAATTATAGTTAATAATGTTGCACCTTCTAATTG
GCGTGTAGGCATGACTTACCAGGCCAATGTCAACTTCCATTAG






