IDENTIFICATION

Species: Prunus persica

Locus: Prupe.7G125000

Gene Model: Prupe.7G125000.1.p
Description: PrpEXPA-20
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 PLN00050

+ Name Accession Deseription Interval  E-value
[+ PLN00050 super family 31535 expansin A; Provisiona 62-287 2 60e-98
SEQUENCES

Peptide

>PrpEXPA-20

MAMPMSSLSAKAMTMKTLQALLGSLLLFLLLLPDHVQVFAANRVLLGAKEEHDED
GPRFKPSPWKRAHATFYEGGSGTFGGACGYHDVVKEGYGLETVALSDALFNKGQSC
GSCFEIKCVDSPQWCKPGQPVLAVTATNHCPPNWNQPSDNGGWCNPPREHFDIAKP
VFLNIVAQHKAGIVPVEYRRVPCKKKGGIRFTITGNPYFHEVLVWNAAGSGDVTSVE
VKGGKLQWTPLERMWGQRWVTGAKLSGEALTFRVGESDGRTITSVNVAPKNWQFG
QTYEGKNFD*

CDS (coding sequence)
>PrpEXPA-20

ATGGCCATGCCAATGTCGTCACTGAGTGCAAAAGCCATGACAATGAAGACATTGC
AAGCCCTCTTGGGGTCATTGCTGCTCTTTCTTCTTCTGCTACCTGACCATGTCCAA
GTCTTTGCTGCTAACCGTGTACTTCTTGGCGCCAAGGAGGAGCACGATGAGGATG
GGCCAAGGTTCAAGCCCAGCCCTTGGAAGCGTGCTCATGCCACATTCTATGAAGG
AGGCTCCGGAACCTTTGGTGGAGCTTGTGGTTACCATGACGTTGTTAAAGAAGGC
TATGGCCTAGAAACCGTAGCATTAAGCGATGCATTGTTTAACAAAGGACAGTCAT
GTGGTTCATGTTTTGAAATCAAATGTGTAGACTCGCCTCAATGGTGCAAACCCGG
GCAGCCAGTTCTCGCAGTCACAGCAACAAACCACTGCCCACCAAATTGGAATCAG
CCTAGTGACAATGGAGGATGGTGCAATCCTCCACGCGAGCATTTCGACATAGCCA
AGCCTGTCTTCCTCAATATTGTTGCCCAGCACAAGGCCGGCATCGTGCCGGTAGA
ATACCGAAGAGTTCCATGCAAGAAGAAAGGAGGAATTAGGTTTACAATAACTGG
GAACCCTTATTTCCATGAAGTGTTGGTTTGGAATGCGGCTGGCTCTGGGGATGTG
ACAAGTGTGGAAGTGAAGGGTGGGAAGCTTCAATGGACGCCGCTGGAGCGAATG
TGGGGTCAGAGGTGGGTCACTGGTGCTAAGCTTTCTGGGGAGGCACTGACATTTA
GGGTTGGAGAGAGTGATGGGAGAACCATAACCTCTGTGAATGTTGCCCCCAAGA
ATTGGCAGTTTGGCCAGACCTACGAAGGCAAGAACTTCGACTAG

Nucleotide
>PrpEXPA-20

AGAAATTAACATCTGAGAAACAAAAATATATACCAATTAATTAATTAATGGCCAT
GCCAATGTCGTCACTGAGTGCAAAAGCCATGACAATGAAGACATTGCAAGCCCTC
TTGGGGTCATTGCTGCTCTTTCTTCTTCTGCTACCTGACCATGTCCAAGTCTTTGCT



GCTAACCGTGTACTTCTTGGCGCCAAGGAGGAGCACGATGAGGATGGGCCAAGG
TTCAAGCCCAGCCCTTGGAAGCGTGCTCATGCCACATTCTATGAAGGAGGCTCCG
GAACCTTTGGTATGAATTAATGATCAATCCTCTTAAGCGATCCAGATCTTCTACTT
GTATATATCGTATTTATGTTCAAAAAGATGTCATTATAGGCTTCCATTTAACTATA
TATTCCCAATACAAACTATATATATATATATATATATCAGTCCTCTTTTATTGAGG
GATCCCTCAAATAATTTTATTTAGGGGACGCCCTTTAGGGTACCTTACATTTTTTT
TTTCCAATGATCCAAACCATCTATTTTTTAGGTCTTCATTCATAGATCATCCTTAC
AAAAAATTAGACAAATCGGAAAACCGTTTCAACATCCAATTGTGTCCTACAAAAT
CAATGAACACGGTGTTTCAAGAAAGTACTAAAATTTCAATAACTCAATTGAATGG
TCAAATGATATCGAATTCAAGTGATTTTTTTACTTTGTATTTATAAAACCGTGGTT
ATGCATATGAATACATGTCAAGTGTTGAGAAGAGTGGTGATGATACACTTTGGGT
TAAAGTGCCGTGCAAGAATATTTCCCATATGAAACTCATTTTCCTATCTAATTTGA
GATTCTTTTCCATGACACATGGCTTACTGGTTGCTTGCTTCTGTATTAGGACATAA
ATTCCATTAATTAGAATATTTACAATATTTGTGCGACTAATTTATGGAATTTTTTTT
AATCAACATCCTAGGTGGAGCTTGTGGTTACCATGACGTTGTTAAAGAAGGCTAT
GGCCTAGAAACCGTAGCATTAAGCGATGCATTGTTTAACAAAGGACAGTCATGTG
GTTCATGTTTTGAAATCAAATGTGTAGACTCGCCTCAATGGTGCAAACCCGGGCA
GCCAGTTCTCGCAGTCACAGCAACAAACCACTGCCCACCAAATTGGAATCAGCCT
AGTGACAATGGAGGATGGTGCAATCCTCCACGCGAGCATTTCGACATAGCCAAG
CCTGTCTTCCTCAATATTGTTGCCCAGCACAAGGCCGGCATCGTGCCGGTAGAAT
ACCGAAGAGTTCCATGCAAGAAGAAAGGAGGAATTAGGTTTACAATAACTGGGA
ACCCTTATTTCCATGAAGTGTTGGTTTGGAATGCGGCTGGCTCTGGGGATGTGAC
AAGTGTGGAAGTGAAGGGTGGGAAGCTTCAATGGACGCCGCTGGAGCGAATGTG
GGGTCAGAGGTGGGTCACTGGTGCTAAGCTTTCTGGGGAGGCACTGACATTTAGG
GTTGGAGAGAGTGATGGGAGAACCATAACCTCTGTGAATGTTGCCCCCAAGAATT
GGCAGTTTGGCCAGACCTACGAAGGCAAGAACTTCGACTAGCTTGGAAAAGAAA
CATGTCATGAGTTCTAATGCTTTCGACGGATGTCAATGAAGAAAGTTTTGGTGTTT
TTTTGCTATATTTTCTTTTACATAGAATTCAGTGATTTCAGTTTGTTAGTTGTGAAA
TTAAATAAATACGAAGGGTAACGAAGACCAGCTTGGTATCATTTTTACTGTTTTA
TTTATTCGTAGTTAAAGAAGTGAAAAGAGAGATGATAGAGTTGAGAACTCGATG
AGGGACAATACAGAAAGGTGTCAAAGGTTAATGGCTACGGGCGCCAAGTTAAAA
GGTTAAGCAGGTCAAGGGCCACGACCAGCTCAAATGGGCAATGATGAGTCGGAT
GTGGGCGTCAGCTGTGGCTTACCGGCGACAAGTTGGTTGGCGAGTCACTGACCTT
CCGGGTCAAAGCAAGTGATAAGAAACTCTACCTCATGTCAAGTTGGAAAGAACT
GGCATTTTGGCTATTATATGTTATTATAGAA




