
IDENTIFICATION 

Species: Prunus persica 

Locus: Prupe.5G195200 

Gene Model: Prupe.5G195200.1.p 

Description: PrpEXPA-14 

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.a1  

 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>PrpEXPA-14 

MAVLGLALVGFLLLSLSSSAYGSDGGWVNAHATFYGGGDASGTMGGACGYGNLYS

QGYGTNTAALSTALFNNGLSCGACFEIRCASDPKWCLPGSIFVTATNFCPPNNALPNN

AGGWCNPPQQHFDLAQPVFQRIAQYRAGIVPVSYRRVPCIKKGGIRFTINGHSYFNLV

LITNVGGAGDVHAVSIKGSKTGWQTLSRNWGQNWQSNSYLNGQSLSFKVTTSDGRT

VVANNVAPAGWSFGQTFSGVQF* 

CDS (coding sequence) 

>PrpEXPA-14 

ATGGCAGTTCTTGGGCTTGCCTTGGTTGGTTTTCTTCTTCTTTCTCTGAGCTCCTCT

GCTTATGGCTCTGATGGGGGCTGGGTTAATGCGCATGCCACTTTCTATGGAGGAG

GTGATGCCTCTGGCACAATGGGCGGGGCTTGTGGATATGGCAACCTGTATAGCCA

AGGGTATGGAACCAACACAGCAGCTCTGAGCACAGCCCTGTTCAACAATGGGCT

AAGCTGCGGGGCTTGCTTTGAGATTAGGTGTGCGAGTGATCCAAAATGGTGTCTT

CCAGGCTCAATTTTCGTCACAGCCACCAACTTCTGCCCTCCAAACAATGCCCTCCC

CAACAATGCAGGCGGTTGGTGCAACCCTCCACAGCAACATTTTGATCTTGCCCAG

CCAGTCTTCCAGCGGATTGCTCAATACAGAGCTGGGATTGTGCCTGTGTCTTACC

GAAGGGTCCCATGCATAAAGAAGGGAGGCATAAGATTCACAATCAACGGCCACT

CATACTTCAATCTGGTGCTGATCACAAACGTTGGCGGTGCCGGAGATGTTCATGC

AGTTTCCATCAAAGGGTCAAAAACTGGTTGGCAAACCTTGTCTAGGAACTGGGGG

CAGAATTGGCAGAGCAACTCTTATCTGAATGGCCAGAGTCTCTCCTTCAAGGTCA

CCACCAGCGACGGCCGCACCGTCGTCGCCAACAACGTCGCTCCTGCCGGCTGGTC

ATTTGGCCAGACATTCAGTGGCGTACAATTCTGA 

Nucleotide 

>PrpEXPA-14 

CCTAAGCAAACAAAGCTCTGTTTCTCCTCCCCTCCTCCCACCATCTATTTATCCCC

CCCACTCTCCTCCACTTCTCCTCACAACTCACAGCCCTCCTCTGCTCCTCCTTCCCT

TCTTTCTCTTTCTTCATTTGCTCTCTTTCTCACACTTCCAAAAGGTCTGCCTCTGCT

TCAAAACATGGCAGTTCTTGGGCTTGCCTTGGTTGGTTTTCTTCTTCTTTCTCTGAG

CTCCTCTGCTTATGGCTCTGATGGGGGCTGGGTTAATGCGCATGCCACTTTCTATG

GAGGAGGTGATGCCTCTGGCACAATGGGTAAGCACAAAAGCTCCTGAAAACCAA



TTGGTTAAGTAATTTTTCTGAGTGCCCACCCATGAATTAATTTTTGATGCCCAAAT

TGCAGGCGGGGCTTGTGGATATGGCAACCTGTATAGCCAAGGGTATGGAACCAA

CACAGCAGCTCTGAGCACAGCCCTGTTCAACAATGGGCTAAGCTGCGGGGCTTGC

TTTGAGATTAGGTGTGCGAGTGATCCAAAATGGTGTCTTCCAGGCTCAATTTTCGT

CACAGCCACCAACTTCTGCCCTCCAAACAATGCCCTCCCCAACAATGCAGGCGGT

TGGTGCAACCCTCCACAGCAACATTTTGATCTTGCCCAGCCAGTCTTCCAGCGGA

TTGCTCAATACAGAGCTGGGATTGTGCCTGTGTCTTACCGAAGGTATGAATTTCA

GGTCTCATGCCTCATTTGTTTTTGTTTTTTTGTCACAATTTTTTGTTTGTTTATGTTT

ATGTTTCCTTTCACACTCCACCCAAGTAACAGGGGTTTTTTTGTAATTCAGTAAAA

CAAATTTATAATTTCTAGTGGTTTTAGTTTCGCCACATTTAAATGGCAAGTTTTAA

AATCGGGCAATAATAAAAAAGGTCTTGTAACTCAAGTAGTTAAATGAATTTGACA

ATCCATCTAAGTTCCATGTTTGATTCGATCACCCCAACATATATCAGCTTTTTAAT

ATATCTTTTAAATCATCAGCTTTTAATTTATCTTTTATATCATCAGCTTTTCTAGTT

TTTCAAATTTCCAAAACTACCCTTCAATTGCCAAGACTGATTATTCTTTTTTCAAT

GTGTCTTTTTTTGTAGGGTCCCATGCATAAAGAAGGGAGGCATAAGATTCACAAT

CAACGGCCACTCATACTTCAATCTGGTGCTGATCACAAACGTTGGCGGTGCCGGA

GATGTTCATGCAGTTTCCATCAAAGGGTCAAAAACTGGTTGGCAAACCTTGTCTA

GGAACTGGGGGCAGAATTGGCAGAGCAACTCTTATCTGAATGGCCAGAGTCTCTC

CTTCAAGGTCACCACCAGCGACGGCCGCACCGTCGTCGCCAACAACGTCGCTCCT

GCCGGCTGGTCATTTGGCCAGACATTCAGTGGCGTACAATTCTGAAACAACACAA

GACTTAACAAGCTAAAAACGACTTGTTTGGTGGTGTCACACTGTCTAGAGTTAGT

TTTAGAGTCGAAATGAGAAAAAGGGGCTTATTATTTTAAGATGGCCATTTTATCA

TTTAAAAATTAAAGGGTTATGGGGTCATTGTGCTTTGTTCTGCTTTCTTTTTGGGA

AAGGCAGGCAGAGAGGGAGAAGAGAGAGATTTGGCAGCGGTGGGCATAAACCA

CCCGCCACTTTTTTGTTAGGTTAAGTTTGTTTTGGTTTAATTTCATTGTAACGCAGT

TTTATTTTGAATTACTTGTATGGTTTGGTGAATAAAATCTTCCTCTCTCTTCATGAG

GGTGAAAATAGTTGCCCT 


