IDENTIFICATION

Species: Solanum tuberosum

Locus: PGSC0003DMP400051072

Gene Model: PGSC0003DMP400051072
Description: StEXPA-23

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/
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GENE STRUCTURE

SIEXPA-23
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Peptide

>StEXPA-23

MANNVNLALGFIIGLCTFFSSANGFSADSGWTSAHATFYGGGDASGTMGGACGYGN
LYSTGYGTRTAALSTALFNDGGSCGQCYKIICDYKADPQWCKKGVSVTITSTNFCPP
NYNLPSNNGGWCNPPRPHFDMAQPAWEKIGIYKGGIVPVLYKRVPCKKHGGVRFTI
NGRDYFELVLISNVAGAGSVQSVQIKGSNTNWLTMSRNWGASWQSNAYLDGQPISF
KVTTSDGVTKTFLNIVPSGWKFGQTFSSQTQF*

CDS (coding sequence)
>StEXPA-23

ATGGCCAATAATGTCAATTTAGCATTGGGATTTATAATTGGTTTGTGTACATTTTT
CTCAAGTGCAAATGGTTTCTCAGCAGATTCTGGATGGACAAGTGCTCATGCCACA
TTTTATGGTGGAGGTGATGCTTCTGGCACAATGGGAGGTGCTTGTGGATATGGCA
ATTTGTATTCAACAGGATATGGTACTAGGACAGCAGCATTGAGCACAGCACTGTT
CAATGATGGAGGATCATGTGGTCAATGCTACAAAATCATTTGTGATTACAAGGCT
GATCCTCAATGGTGCAAAAAGGGAGTATCTGTTACAATTACATCTACAAATTTTT
GTCCACCAAATTACAATCTTCCTAGTAACAATGGAGGATGGTGCAACCCTCCACG
TCCACATTTTGATATGGCTCAACCAGCTTGGGAAAAAATTGGAATTTACAAAGGT
GGCATTGTTCCTGTTCTCTACAAAAGGGTACCTTGCAAGAAGCATGGTGGAGTTA
GATTCACAATAAATGGAAGAGACTATTTTGAACTAGTATTAATAAGCAATGTAGC
AGGGGCAGGATCTGTTCAATCAGTTCAAATCAAAGGCTCAAACACAAATTGGCTA
ACTATGTCAAGAAATTGGGGAGCAAGTTGGCAATCCAATGCATATCTTGATGGAC
AACCAATATCATTTAAGGTCACTACTAGTGATGGTGTCACAAAAACATTCTTAAA
TATTGTTCCATCTGGTTGGAAATTTGGCCAAACATTTTCAAGCCAAACTCAATTCT
GA

Nucleotide
>StEXPA-23

ATGGCCAATAATGTCAATTTAGCATTGGGATTTATAATTGGTTTGTGTACATTTTT
CTCAAGTGCAAATGGTTTCTCAGCAGATTCTGGATGGACAAGTGCTCATGCCACA
TTTTATGGTGGAGGTGATGCTTCTGGCACAATGGGTACGTATCGAGAAATAGATT
CAAAATTTAAAAATATTACGTGCACCTCTAGATATATATATGCACTACTTACATTA
CATGTAAGGGACAGCATTTATGAACTTCCTACTAATGGTTCGTTTTGTTAGAAGTG



TTTATCGAAAAAGTAATTTTCAAGAGAAGTAATTTGTGTTATGCTAATTTATTTGA
AAAGAACACTTCATTTAGTCAATATTGAAGTAGTAATTTGTGCTTTACCATGGTCT
CAAAAGTGCTGATGAGTAATGAGGAAAATTTACTTTTTTTTCAATTTCTATTATTC
CTCAAACACTTTTTTTTTCCTCCTAAATATTTGTCTGGACACCAACTTTCAAACGT
AAGCACTTTTGACTTATCAAAAGCTTGATCAAACTTCGCGATTACTTTCAAACATA
AGCATTTTTTACTTCTCAAAAGCTTGATCAAACATCACAACTTTCAAACGTAAGC
ACTTTTAACTTGTCAAAAGCTTGATGAAACTTCCAACTTTCAAACATAAGCATTTT
TGACTTCTCAAAAGCTTGACCAAACATCGCAACTTTCAAACGTAAGCACTTTTAA
CTTATCAGAAGCTTGATGAAACTTCCAACTTTCAAACATAAGCATTTTTGACTTCT
CAAAAGCTTGACCAAACATCGCAACTTTCAAACGTAAGCACTTTTAACTTATCAG
AAGCTTGATGAAACTTCCAACTTTCAAACATAAGCATTTTTGACTTCTCAAAAGCT
TGACCAAACATCGCAACTTTCAAACGTAAGCACTTTTAACTTATCAGAAGCTTGA
TGAAACTTCCAACTTTCAAACATAAGCATTTTTGACTTCTCAAAAGCTTGACCAA
ACATCGCAACTTTCAAACGTAAGCACTTTTAACTTATCAGAAGCTTGATGAAACT
TCCAACTTTCAAACATAAGCATTTTTGACTTCTCAAAAGCTTGACCAAACATCGC
AACTTTCAAACGTAAGCACTTTTAACTTATCAGAAGCTTGATGAAACTTCCAACTT
TCAAACATAAGCATTTTTGACTTCTCAAAAGCTTGACCAAACATCGCAACTTTCA
AACGTAAGCACTTTTAACTTATCAGAAGCTTGATGAAACTTCCAACTTTCAAACA
TAAGCATTTTTGACTTCTCAAAAGCTTGACCAAACATCGCAACTTTCAAACGTAA
GCACTTTTAACTTATCAGAAGCTTGATGAAACTTCCAACTTTCAAACATAAGCATT
TTTGACTTCTCAAAAGCTTGACCAAACATCGCAACTTTCAAACGTAAGCACTTTTA
ACTTATCAGAAGCTTGATGAAACTTCCAACTTTCAAACATAAGCATTTTTGACTTC
TCAAAAGCTTGATCAAACATCGCAACTTTCAAACATAAACACTTTTGGCTACTCG
AAAGCTTGGACACATACTTAAAATTTGGTCAACCCTATCAACTTTAAAAGTACAC
ACTTTTGACTATTCAGAAGCTTGACCAAACAGGCGACAAATGATCGAATTTTTTC
TTTTTTGGCTTGGAAAAAAACAGGAGGTGCTTGTGGATATGGCAATTTGTATTCA
ACAGGATATGGTACTAGGACAGCAGCATTGAGCACAGCACTGTTCAATGATGGA
GGATCATGTGGTCAATGCTACAAAATCATTTGTGATTACAAGGCTGATCCTCAAT
GGTGCAAAAAGGGAGTATCTGTTACAATTACATCTACAAATTTTTGTCCACCAAA
TTACAATCTTCCTAGTAACAATGGAGGATGGTGCAACCCTCCACGTCCACATTTT
GATATGGCTCAACCAGCTTGGGAAAAAATTGGAATTTACAAAGGTGGCATTGTTC
CTGTTCTCTACAAAAGGTAAGTCATTCTTCAATATTATTGACAATTGATACTAAAA
GTTCGAGTAGGGAATGAGTTGTTGTCTCCTCGTATGGTCTTAGACAATTTTTTACT
TAACAAACTAAATTTTGAGACTAAGTGAGTCCAAGGTGGTATCAGAGTCAGAGTC
AACCTTGTTTCTTGATTTCCCAGTATTAAGCCTCTGTGTTATATTGTCCTTCCTCTA
AGGGGTGTTACAATGTCCTATATTGATTGAGTGAATTGTTGTTATCGAGATTCTTG
TTGATTGATTGATGTCAATTGTCATGTGCTAGAATTCAGAACTCAAAAAGTTAAA
ATTCTTGCTCCACCTCTGCCAATATTGGCCTCCATGTTATATTTTCCGCCCTTCAAA
GGGTGTAGCAATGTCCTTCATTGATTGATTGAGTTGTTGCTAAACTTGTTATCATG
ATTTTTGACAACTAATACTAAATTTATGAAGGCAATGTTAGAATATTGCACTGAA
TTATTGTAATCTTCTCATATGGTCTTAGACAATACTTCGTAAATTAATTTCATGAG
CTACACTTTGAGATTAAATTTAGCTTGAAGTCAATTTTCTTTACATGATATCAGAG
TCAGATACATCCTTATTTCATGACTTATCCCCACACTATGTTGTATCGAAGTCAGA
CACATTCTTAGAATGGTCTCACGTTCATCGATGAAATAGGTTGTTGTCTCCTTATA
CGATCTCGAGCAATTAATGTTTTTTTTTGTGGAGCAGGGTACCTTGCAAGAAGCA
TGGTGGAGTTAGATTCACAATAAATGGAAGAGACTATTTTGAACTAGTATTAATA
AGCAATGTAGCAGGGGCAGGATCTGTTCAATCAGTTCAAATCAAAGGCTCAAAC




ACAAATTGGCTAACTATGTCAAGAAATTGGGGAGCAAGTTGGCAATCCAATGCAT
ATCTTGATGGACAACCAATATCATTTAAGGTCACTACTAGTGATGGTGTCACAAA
AACATTCTTAAATATTGTTCCATCTGGTTGGAAATTTGGCCAAACATTTTCAAGCC
AAACTCAATTCTGA





