IDENTIFICATION

Species: Prunus persica

Locus: Prupe.1G516700

Gene Model: Prupe.1G516700.1.p
Description: PrpEXPA-04
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

GENE STRUCTURE

PrpEXPA-04
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Query seq.
Superfanilies PLN0O0OOS0O

+ Name Accession Description Interval E-value
[+ PLN00O050 super family ci31535 expansin A; Provisiona 38-261 3.21e-92
SEQUENCES

Peptide

>PrpEXPA-04

MRLPNLKALLGSLLLFLLAVFPDHAIAHHRPRFTAGPWKQSHATFYEGGSGTFGGAC
GYHDVVQEGYGLETVALSNALFNNGQSCGACYDIKCVDQPQWCKPGNPILHVTATN
NCPPNWNQASDNGGWCNPPREHFDIAKPVFLNIAEYKAGIIPIEYRRVSCQKKGGIRF
TITGNPYFNEVLVWNVAGVGDVVSVQVKGHDKLKWTMMKRMWGQRWVTDAKLV
GESLTFRVLASDKRY STSWHIAPKNWQFGQTFEGKNFR*

CDS (coding sequence)
>PrpEXPA-04

ATGAGATTGCCTAATTTGAAAGCCCTATTGGGTTCATTGCTGCTCTTTCTTCTAGC
AGTATTTCCCGACCATGCCATTGCCCACCATAGGCCAAGGTTCACTGCTGGCCCTT
GGAAGCAATCTCATGCCACATTCTATGAAGGAGGCTCCGGAACATTTGGTGGAGC
TTGTGGTTACCATGATGTTGTTCAAGAAGGATATGGCCTGGAGACAGTAGCATTG
AGCAATGCATTGTTCAACAATGGACAGTCATGTGGTGCATGCTACGATATCAAAT
GTGTAGACCAACCTCAATGGTGCAAGCCCGGGAATCCGATTCTGCATGTTACGGC
GACTAACAATTGCCCCCCGAATTGGAATCAGGCAAGCGACAATGGAGGATGGTG
CAATCCACCACGCGAGCATTTTGACATAGCCAAGCCTGTATTCCTCAATATTGCC
GAGTACAAGGCTGGCATCATCCCAATTGAATATCGCAGGGTTTCATGCCAAAAGA
AAGGAGGTATTCGATTCACAATAACCGGGAACCCTTACTTCAACGAAGTGTTGGT
GTGGAATGTGGCAGGAGTTGGGGATGTGGTCAGCGTGCAAGTGAAGGGCCACGA
CAAGTTGAAATGGACAATGATGAAGCGGATGTGGGGTCAGAGGTGGGTTACTGA
TGCCAAGTTGGTTGGTGAGTCACTCACCTTCCGAGTCCTAGCAAGTGATAAAAGA
TACTCCACCTCATGGCATATAGCCCCCAAGAATTGGCAGTTTGGCCAGACATTCG
AAGGCAAGAACTTCCGATAG

Nucleotide
>PrpEXPA-04

ATGAGATTGCCTAATTTGAAAGCCCTATTGGGTTCATTGCTGCTCTTTCTTCTAGC
AGTATTTCCCGACCATGCCATTGCCCACCATAGGCCAAGGTTCACTGCTGGCCCTT
GGAAGCAATCTCATGCCACATTCTATGAAGGAGGCTCCGGAACATTTGGTACGAA
ATTCTAAACAACGTTGTTTTGAACACAAGAGCACTATATTTTAGTTACATTATATA
TATTTTGCAACTAATTGTTTTGAGCTTGTCAGGTGGAGCTTGTGGTTACCATGATG



TTGTTCAAGAAGGATATGGCCTGGAGACAGTAGCATTGAGCAATGCATTGTTCAA
CAATGGACAGTCATGTGGTGCATGCTACGATATCAAATGTGTAGACCAACCTCAA
TGGTGCAAGCCCGGGAATCCGATTCTGCATGTTACGGCGACTAACAATTGCCCCC
CGAATTGGAATCAGGCAAGCGACAATGGAGGATGGTGCAATCCACCACGCGAGC
ATTTTGACATAGCCAAGCCTGTATTCCTCAATATTGCCGAGTACAAGGCTGGCAT
CATCCCAATTGAATATCGCAGGTAAGTTTATTCATAACAGTGTAACAACATAACA
TGTCATAGTAAGTAGCAAGAGAATATTATCGATCAACCATTTTAATTATTATCTTC
ATGTTCAACATTGAATGAAGTGTTAATAATGTTTTACAGGGTTTCATGCCAAAAG
AAAGGAGGTATTCGATTCACAATAACCGGGAACCCTTACTTCAACGAAGTGTTGG
TGTGGAATGTGGCAGGAGTTGGGGATGTGGTCAGCGTGCAAGTGAAGGGCCACG
ACAAGTTGAAATGGACAATGATGAAGCGGATGTGGGGTCAGAGGTGGGTTACTG
ATGCCAAGTTGGTTGGTGAGTCACTCACCTTCCGAGTCCTAGCAAGTGATAAAAG
ATACTCCACCTCATGGCATATAGCCCCCAAGAATTGGCAGTTTGGCCAGACATTC
GAAGGCAAGAACTTCCGATAG



