IDENTIFICATION

Species: Solanum tuberosum

Locus: PGSC0003DMP400066761

Gene Model: PGSC0003DMP400066761
Description: StEXPB-04

Family: Beta 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

SIEXPB-4
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

1y
List of domain hits "

Name Accession Description Interval E-value
[+] DPBB_RIpA_EXP_N-like super family cl41724 double-psi beta-barrel fold of RipA. N-terminal domain of expansins, and similar domains; The ... 35-143 3.27e-47
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 22-247 1.06e-34
Peptide

>StEXPB-04

MDPPNPSGLAHTGFASQVKLTSYFGRPAKIKPNPSQGGACGLEDDVARSPYNSMITA
GNQALFKQGVGCGACYQVFCNQTQNSHCSGNPITVTLTDECPGTCNNDPVHFDLSGI
AFAKLAKSGEEGELHKAGRIPIFYNRVPCNYNRNILFKVDKGSNPNFFAVVSEAVDG

DGDLSLVEIQTGGENTWKSMNRMIGSTWSVGIEPNTQKPPFSLKLTSGTKQTVTALN

VIPDGWQPTKVYDSNVNFPTKL*

CDS (coding sequence)
>StEXPB-04

ATGGACCCGCCCAATCCATCCGGGCTAGCCCACACAGGCTTTGCAAGTCAGGTTA
AGTTGACCAGTTATTTTGGTAGGCCAGCGAAAATCAAGCCCAACCCATCACAAGG
TGGAGCGTGTGGGCTAGAAGATGACGTGGCAAGATCTCCTTACAATTCTATGATC
ACAGCAGGGAATCAAGCTCTTTTTAAGCAAGGTGTTGGATGTGGTGCATGCTATC
AGGTGTTTTGCAACCAAACCCAGAATTCACATTGTTCAGGAAATCCGATAACAGT
AACGCTTACTGATGAGTGTCCTGGAACATGCAATAATGATCCAGTTCACTTTGAT
TTAAGTGGAATAGCATTCGCAAAATTGGCAAAATCTGGTGAAGAGGGAGAACTA
CATAAAGCAGGAAGAATTCCCATTTTTTATAATAGGGTACCATGCAATTACAACA
GAAATATATTGTTCAAGGTAGATAAAGGGTCGAACCCTAATTTTTTCGCGGTTGT
ATCTGAAGCAGTAGACGGAGATGGTGATCTATCTTTAGTTGAAATACAAACAGGA
GGGGAGAATACATGGAAATCTATGAATAGAATGATTGGATCAACTTGGAGTGTT
GGCATAGAACCAAATACACAAAAACCTCCATTTTCTCTAAAACTTACTTCTGGAA
CAAAGCAAACTGTCACTGCCCTAAATGTCATTCCAGATGGTTGGCAACCAACTAA
AGTTTACGATTCAAATGTTAATTTTCCCACTAAATTATAG

Nucleotide
>StEXPB-04

ATGGACCCGCCCAATCCATCCGGGCTAGCCCACACAGGCTTTGCAAGTCAGGTTA
AGTTGACCAGTTATTTTGGTAGGCCAGCGAAAATCAAGCCCAACCCATCACAAGG
TGCGTGGGTTGCGGGTCGTGCTGGGCCAACTCATTTTCTTTTAAAAGAAGTGTTA
ATTTTTTATAATCATTTAATTTAAATTTAAGTTTTAAATATTAATATAAATATCTAT
AAGATAATACTAAATTGTGTTATTATGTAAATATCTTGGGTACAATCATATAAGG



AAATGATCTTATTGGACATAAAATCTATGTGAAACTAAATAACTTTTGACATGAT
ACCATTCAAATCAATAGAGATATTAGTAAGCAAACTAAACAATTGACGAATAAC
ATATAACTAACTAAATAGAAATATTAACTTGTTATATTTATATATGATGGTTTAAG
TAGACTTTGTGTTTGAATTCCTCTTGTTTACTTACTTTAATATTTTTATTTGATCTA
CAGATAGGTTGAACTCACATTGCTCAAGTCCCACATGCCAACAGACTTATTCGAA
GCGGGCTAAAGAGATATGTTTTTAAATGGGCTCTAAAACTTTTACTCCAATCTTAT
AAAATCATGAATTGGATAGGGCCTAGCCCATACTGACGGCTTTACTAAAAAAATA
AAATAAATTTTAATGGTCAGTAGTTATGCATTCTTAATTACTTTCTTAGGAGAAAA
TATTCATAAATCAAATGTAGAAAATCTTCAATCACCTTATTTTTAAATGCTACTCC
CTCCGTTTACTTTTATTTGTCATGTTGCACTTTTTGAAAGTCAATTTGACTAATTTT
CAAAGTTAAATTAGATTAAATTAATTTGATATTCTTAACAAAAAAAAATTAATAT
TCAAAAACTATATGGAAAGTACTATAAATTGCAATTTTTGCATATCAATATGCTG
AAAAAATACATCATAAATGTTAGTCAAAGCTTTTATAGTTTAACTCTAAAAAGGA
AAATTATGACAATTAAAAGTGAACGGAGGTACGTACCAAACTTTCAATCTAGATA
CCAAGACAATAAATTCTTTTAAAGTAATCATTGACTCTAATTAATCTCCTAGATTC
CATTTTTGCTATAAATATGTCCCCAACAATTCTGAAATTTCATAAGCAATTAGCAA
AAAGTATTAGAGTATAATTATTAAGTCATGGCTGCAAATCTTTCCCTTTGGATTAT
CACTATAGTTTTTTGGTCATATTTGGTTACATTTTCTTCTTGTCAACCAAGTGGTTT
TTCACTAGCTGTTGCAACTTTTTATACAGATTCTGGAAGTGGTAATATATATATCT
ATCTATCTTTGTTTTTCCATAAAATACAATCTTATAAGGTCGTTTGCCTTATTGGTG
AAGGCTTGATTCCCCATATATATTCGATTTGTTGTAGGTGGAGCGTGTGGGCTAG
AAGATGACGTGGCAAGATCTCCTTACAATTCTATGATCACAGCAGGGAATCAAGC
TCTTTTTAAGCAAGGTGTTGGATGTGGTGCATGCTATCAGGTATATATAACGAAT
CCCTTTTTTTTCAATTAACATAAACATATATATATTATATATATGTCTGACGAACA
TGACATCAATGTAGGTGTTTTGCAACCAAACCCAGAATTCACATTGTTCAGGAAA
TCCGATAACAGTAACGCTTACTGATGAGTGTCCTGGAACATGCAATAATGATCCA
GTTCACTTTGATTTAAGTGGAATAGCATTCGCAAAATTGGCAAAATCTGGTGAAG
AGGGAGAACTACATAAAGCAGGAAGAATTCCCATTTTTTATAATAGGTATATAGT
CAGTCAGTTGACAACAACTAAATTACTTATTAGTCGTTCTCTAATTTGGAATTCAC
ATTAATATTATTACAGGGTACCATGCAATTACAACAGAAATATATTGTTCAAGGT
AGATAAAGGGTCGAACCCTAATTTTTTCGCGGTTGTATCTGAAGCAGTAGACGGA
GATGGTGATCTATCTTTAGTTGAAATACAAACAGGAGGGGAGAATACATGGAAA
TCTATGAATAGAATGATTGGATCAACTTGGAGTGTTGGCATAGAACCAAATACAC
AAAAACCTCCATTTTCTCTAAAACTTACTTCTGGAACAAAGCAAACTGTCACTGC
CCTAAATGTCATTCCAGATGGTTGGCAACCAACTAAAGTTTACGATTCAAATGTT
AATTTTCCCACTAAATTATAG






