IDENTIFICATION

Species: Prunus persica

Locus: Prupe.6G256500

Gene Model: Prupe.6G256500.1.p
Description: PrpEXPA-17
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Ppersica_v2_ 1
KEGG: https://www.genome.jp/entry/gn:T03092

EXTERNAL RESOURCES
https://www.rosaceae.org/species/prunus persica/genome v2.0.al



https://phytozome-next.jgi.doe.gov/info/Ppersica_v2_1
https://www.genome.jp/entry/gn:T03092
https://www.rosaceae.org/species/prunus_persica/genome_v2.0.a1
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Query seq.

Superfanilies PLNO0O50

+ Name Accession Deseription Interval E-value
[+] PLN0O0O50 super family 31535 expansin A; Provisional 29-256 480e-123
SEQUENCES

Peptide

>PrpEXPA-17

MAFVHMLCIASLLSLFMAANARIPGVYTGGPWEGAHATFYGGSDASGTMGGACGY
GNLYSEGYGVNTAALSTALFNNGLSCGACFEIKCGDDPKWCHPGNPSIFITATNFCPP
NYALPNDDGGWCNPPRTHFDLAMPMFLQIAEYKAGIVPVSFRRVPCRKEGGVRFTIN
GFRYFNLVLITNVAGAGDIVRVSVKGANTEWMPMSRNWGQNWQSNADLVGQTLSF
RVTGSDRRTSTSWNVAPGHWQFGQTFSGKNFRV*

CDS (coding sequence)
>PrpEXPA-17

ATGGCTTTCGTTCACATGCTCTGCATTGCTTCGCTATTGTCACTTTTCATGGCGGC
CAACGCCAGAATCCCAGGCGTTTACACCGGCGGGCCATGGGAGGGCGCCCACGC
CACCTTCTATGGCGGCAGCGACGCCTCTGGAACCATGGGCGGTGCTTGTGGGTAC
GGAAATCTCTACAGCGAGGGCTACGGCGTCAACACGGCGGCCCTAAGCACAGCT
CTGTTCAACAATGGCCTCAGCTGCGGAGCCTGCTTTGAGATTAAGTGTGGAGATG
ACCCCAAATGGTGCCACCCAGGCAACCCGTCCATCTTCATCACTGCCACCAACTT
CTGTCCTCCAAACTACGCTCTGCCCAACGACGATGGCGGCTGGTGCAACCCTCCT
CGCACCCACTTCGACCTTGCCATGCCCATGTTTCTCCAGATCGCTGAGTACAAAG
CTGGTATCGTCCCGGTCTCCTTCCGCCGAGTCCCATGTAGAAAGGAAGGCGGAGT
GAGATTCACAATTAACGGCTTCCGTTACTTCAACTTGGTTCTAATCACCAACGTCG
CGGGCGCAGGAGATATCGTGCGGGTGAGCGTTAAAGGCGCGAACACTGAGTGGA
TGCCGATGAGCCGCAACTGGGGACAAAACTGGCAATCCAATGCAGACCTCGTGG
GTCAGACCCTGTCCTTTAGAGTCACGGGCAGCGACAGGCGTACCTCCACCTCATG
GAACGTGGCACCCGGTCATTGGCAGTTCGGACAAACTTTTTCCGGGAAGAATTTC
CGGGTTTAA

Nucleotide
>PrpEXPA-17

CACCCTCTTCCCGCTATTCGGCCCCAACCCAATCCTATACATCACACTCTCTCTCT
CTCTCTCTCTCTCTCTCTCTACCTCTCTCTCTCTCTCTGACTCTCTCTGCGGCAATG
GCTTTCGTTCACATGCTCTGCATTGCTTCGCTATTGTCACTTTTCATGGCGGCCAA
CGCCAGAATCCCAGGCGTTTACACCGGCGGGCCATGGGAGGGCGCCCACGCCAC
CTTCTATGGCGGCAGCGACGCCTCTGGAACCATGGGTACGTAACTTTTCTTCCACC



ACACTATGTTCTCTTTGTTTTCCAAAGCCCATATCTTACTTTCTCGTTTTCTTTTCA
AAATCTCAGGCTCTTAGGCTCTTAACAAACCCATTTGTCTCTGTTTTGCAGGCGGT
GCTTGTGGGTACGGAAATCTCTACAGCGAGGGCTACGGCGTCAACACGGCGGCC
CTAAGCACAGCTCTGTTCAACAATGGCCTCAGCTGCGGAGCCTGCTTTGAGATTA
AGTGTGGAGATGACCCCAAATGGTGCCACCCAGGCAACCCGTCCATCTTCATCAC
TGCCACCAACTTCTGTCCTCCAAACTACGCTCTGCCCAACGACGATGGCGGCTGG
TGCAACCCTCCTCGCACCCACTTCGACCTTGCCATGCCCATGTTTCTCCAGATCGC
TGAGTACAAAGCTGGTATCGTCCCGGTCTCCTTCCGCCGGTGAGTACATCAAAAC
CTACTCTCACAGTCACAGTCTCTGTCTCTGTTCCTTCAGCTTTGTTTTTCTCTGTTT

[TTTTGTTTTTGAACTGACCGAAATACCCTCGTTTTTGTATTCCTTTTGCTCTTTCT
AAATTCTGTTTGGTTGCCGAGAAACCAGGCAAGAATAAAGCCTTTTGAGCCCCTC
ATCCGACTATTCAGTTAGGAACATTCTCGTTTTCTTTATAACCAAACAGCATAAAT

TTTTAATTTTCTCGCGAACCAAACAGCCCGAATTGTCAGAACCTTTCGTGTGTTA
GTTGAGCCTCCGTCACGTTTTACGTCGTTTACCCAGAAATAACCAAAGGCACATC
CGTTTCCTCCTCCCCGCTTGCACAAAATGACTAAAGTAGCCTCACCCTAGAAATC
CCTTGTTGTTTGCTTTAGTGAAGCATGTAAATTAGTGAAGTCCTGAAGGGCATAT
GAGTGATTTCATGAGGGTTGTTACAGATATTTCACGCCGTTCGACGCGTGTATGG
AAAAGGCGCTAACTTTATGGGGACTTTGCGCCACTCCCGCATCGGAAATTACCAG
TCAAACATTAACTAGTGATTTTAACTGCAGTAATTAACTGAGTCACCACAGTAAT
AAGTTTGACTGTTTATTTTTAACAGAGTCCCATGTAGAAAGGAAGGCGGAGTGAG
ATTCACAATTAACGGCTTCCGTTACTTCAACTTGGTTCTAATCACCAACGTCGCGG
GCGCAGGAGATATCGTGCGGGTGAGCGTTAAAGGCGCGAACACTGAGTGGATGC
CGATGAGCCGCAACTGGGGACAAAACTGGCAATCCAATGCAGACCTCGTGGGTC
AGACCCTGTCCTTTAGAGTCACGGGCAGCGACAGGCGTACCTCCACCTCATGGAA
CGTGGCACCCGGTCATTGGCAGTTCGGACAAACTTTTTCCGGGAAGAATTTCCGG
GTTTAAAAAAAAGTTCATCCACTGCCTCTATCTTTTATTTTTATTTTGCTTTATAAC
TTTTATTATCAGTTAAATTCCCCGCCTTCGGTTTTCCCTTTATTATCCCGGAAAAA
GTTGAAGTGGTGGGAGTAAAAGTAAAAGTAGATTTGGGTGTAATGGGCTTTTGGG
TAGGATGAAGATGGAAAGTAAAAGTGAGTTAAAAAATGGTGGTAAGATAGGGGT
AGAAAAGTGACTCTTTTAAGTGTGGTGTGTATGTTTTTTTGAAGCTATAAGTGCGG
CTGGTAAAATTTATGTAATCCAGCAAAGATGGTATATTGGTGCCTGATGTTGGAG
CTGAAGCGGCTGCA




