IDENTIFICATION

Species: Solanum tuberosum

Locus: PGSC0003DMP400041197

Gene Model: PGSC0003DMP400041197
Description: StEXPA-13

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-13
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.

Superfanilies PLNO0OOS0

11 PLN00OS50 super famiy 31535 expansin A: Provisiona o= soe
SEQUENCES

Peptide

>StEXPA-13

MGIMIIAVLLFVDSCFNIVEGRIPGVYSGGSWQTAHATFYGGSDASGTMGGACGYG
NLYSQGYGVNTAALSTALFNNGLSCGACFELKCTNTPNWKWCLPGSPSILITATNFCP
PNYALPNDNGGWCNPPRSHFDLAMPMFLKLAQYRAGIVPVTYRRIPCRKQGGIRFTI
NGFRYFNLVLITNVAGAGDIIKVWVKGTKTNWIPLSRNWGQNWQSNAVLTGQSLSF
RVKASDHRSSTSWNIVPSHWQFGQTFTGKNFKI*

CDS (coding sequence)
>StEXPA-13

ATGGGTATCATGATTATCATCGCTGTTCTTCTTTTTGTGGACTCATGTTTCAACATT
GTTGAAGGAAGAATCCCTGGTGTTTACTCTGGTGGTTCATGGCAAACTGCACATG
CTACATTTTACGGTGGAAGTGATGCTTCTGGAACAATGGGTGGTGCCTGTGGTTA
TGGAAATTTATACAGCCAAGGATACGGAGTTAACACAGCAGCACTAAGTACTGCT
TTGTTTAACAATGGATTAAGTTGTGGAGCTTGCTTTGAACTTAAATGTACAAATAC
TCCTAATTGGAAATGGTGTCTCCCTGGAAGCCCTTCAATTTTAATCACAGCTACCA
ATTTCTGCCCACCAAACTATGCATTGCCAAATGATAATGGTGGCTGGTGCAATCC
TCCTCGCTCTCACTTTGATCTCGCTATGCCTATGTTTCTCAAGCTTGCTCAGTACCG
TGCTGGCATTGTTCCTGTTACTTATCGCAGGATACCATGCCGCAAGCAAGGAGGA
ATCAGGTTCACAATCAATGGTTTCCGTTACTTCAACTTAGTCTTGATCACGAATGT
AGCAGGTGCAGGAGATATTATTAAAGTTTGGGTAAAAGGAACAAAGACTAATTG
GATTCCATTGAGCCGTAATTGGGGTCAAAATTGGCAATCAAATGCGGTTTTAACT
GGTCAATCACTCTCTTTCAGGGTTAAAGCTAGTGACCATCGCTCTTCTACTTCATG
GAATATTGTTCCTTCTCATTGGCAATTTGGCCAAACTTTCACCGGAAAGAATTTCA
AAATATAA

Nucleotide
>StEXPA-13

ATGGGTATCATGATTATCATCGCTGTTCTTCTTTTTGTGGACTCATGTTTCAACATT
GTTGAAGGAAGAATCCCTGGTGTTTACTCTGGTGGTTCATGGCAAACTGCACATG
CTACATTTTACGGTGGAAGTGATGCTTCTGGAACAATGGGTGGTGCCTGTGGTTA
TGGAAATTTATACAGCCAAGGATACGGAGTTAACACAGCAGCACTAAGTACTGCT
TTGTTTAACAATGGATTAAGTTGTGGAGCTTGCTTTGAACTTAAATGTACAAATAC



TCCTAATTGGAAATGGTGTCTCCCTGGAAGCCCTTCAATTTTAATCACAGCTACCA
ATTTCTGCCCACCAAACTATGCATTGCCAAATGATAATGGTGGCTGGTGCAATCC
TCCTCGCTCTCACTTTGATCTCGCTATGCCTATGTTTCTCAAGCTTGCTCAGTACCG
TGCTGGCATTGTTCCTGTTACTTATCGCAGGTAATAATCAATTAAATATACCTCTG
TACTATCGGAAATAATGTTTATATGACATTCCATAATAATAGTAATGTATATTTGT
GAAATGTTCAGGATACCATGCCGCAAGCAAGGAGGAATCAGGTTCACAATCAAT
GGTTTCCGTTACTTCAACTTAGTCTTGATCACGAATGTAGCAGGTGCAGGAGATA
TTATTAAAGTTTGGGTAAAAGGAACAAAGACTAATTGGATTCCATTGAGCCGTAA
TTGGGGTCAAAATTGGCAATCAAATGCGGTTTTAACTGGTCAATCACTCTCTTTCA
GGGTTAAAGCTAGTGACCATCGCTCTTCTACTTCATGGAATATTGTTCCTTCTCAT
TGGCAATTTGGCCAAACTTTCACCGGAAAGAATTTCAAAATATAA





