IDENTIFICATION

Species: Prunus persica

Locus: Prupe.1G360700

Gene Model: Prupe.1G360700.1.p
Description: PrpEXPA-02
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.
Specific hits PLNON19
Superfanilies PLN00193 superfamily

Name Accession Description Interval E-value
[+ PLNOD193 PLN0019 expansin-A. Provisional 1-256 9.44e-174
SEQUENCES

Peptide

>PrpEXPA-02

MAKLVFALAILLGSLCSLSTYVSAFTASGWTKGHATFYGGSDASGTMGGACGYGNL
YSTGYGTRTAALSTALFNDGASCGQCYKIMCDYKTDPRWCNKGVSVTITATNFCPPN
YDLPSNNGGWCNPPLQHFDMAQPAWEKIGIYRGGIVPVLFQRVPCKKHGGVRFTING
RDYFELVLISNVGGAGSIKSAY IKGSKTGWMAMSRNWGANWQSNAYLNGQSLSFRI
TTTDGETQLFQNIVPSSWSFSQTFSSRVQFS*

CDS (coding sequence)
>PrpEXPA-02

ATGGCCAAACTCGTTTTTGCATTAGCAATCTTGCTTGGATCATTATGCAGTCTCTC
TACATATGTTTCTGCATTTACTGCATCTGGATGGACTAAAGGTCATGCCACATTTT
ATGGAGGAAGTGATGCCTCAGGAACTATGGGGGGAGCTTGTGGGTACGGTAACC
TGTATTCGACAGGGTATGGGACTAGGACCGCTGCTTTAAGTACCGCCTTGTTCAA
CGACGGGGCTTCATGTGGGCAATGCTATAAGATCATGTGCGATTATAAAACAGAT
CCTAGATGGTGCAATAAAGGAGTGTCCGTGACAATCACTGCAACAAACTTTTGTC
CTCCTAATTATGATCTTCCAAGCAACAATGGAGGATGGTGCAACCCACCCCTTCA
GCACTTTGACATGGCTCAGCCTGCTTGGGAAAAGATTGGGATTTACAGAGGTGGC
ATCGTCCCCGTCTTGTTCCAAAGGGTTCCATGCAAGAAGCATGGGGGTGTGAGGT
TCACAATAAATGGGAGGGACTACTTCGAGCTTGTTCTGATCAGCAATGTAGGAGG
AGCTGGATCTATTAAGTCTGCATACATCAAAGGTTCAAAAACTGGTTGGATGGCA
ATGTCAAGGAATTGGGGAGCAAACTGGCAGTCCAATGCCTACCTCAATGGCCAAT
CTCTGTCCTTCAGAATCACCACCACGGATGGAGAAACTCAACTCTTTCAGAACAT
TGTGCCTTCCAGTTGGAGCTTCAGCCAAACTTTCTCCAGCAGAGTGCAATTCTCAT
AA

Nucleotide
>PrpEXPA-02

AAATGAATCATTTACGTTGAATCCGGCTGCAGAGGTCCCATGTGAGGTTGTTGCA
TATTACTCAGTCCATCCATCCATCCATCCATCATCCATCCGCCCTCCCCTTATTTA

AACAACCACTTCTTTGCTTGGAAATCCCAATCAACGTAAATACAGTACCAAATCC
TATCAGCTCTCTCTCTCTCTCTCTCTCTCATTCTCATTTGTGCATTGGACAATTGAG



CGTTTAGCTAAGCAAGAATAATGGCCAAACTCGTTTTTGCATTAGCAATCTTGCTT
GGATCATTATGCAGTCTCTCTACATATGTTTCTGCATTTACTGCATCTGGATGGAC
TAAAGGTCATGCCACATTTTATGGAGGAAGTGATGCCTCAGGAACTATGGGTAAT
TATAAGTAGCTCTTTCAATCTATCTTATCCGGTCATCTAACTCTTAACCTATCTTA
ATCCTAACTAGGCGCTTTGTCTCTACCCTTTAAATTGCTAGATTTTGTATTTTGTTT
CGAAATAATTATAAGTTTTATAACATTGAGCACTTTGCTTGTGCACTGCAGGGGG
AGCTTGTGGGTACGGTAACCTGTATTCGACAGGGTATGGGACTAGGACCGCTGCT
TTAAGTACCGCCTTGTTCAACGACGGGGCTTCATGTGGGCAATGCTATAAGATCA
TGTGCGATTATAAAACAGATCCTAGATGGTGCAATAAAGGAGTGTCCGTGACAAT
CACTGCAACAAACTTTTGTCCTCCTAATTATGATCTTCCAAGCAACAATGGAGGA
TGGTGCAACCCACCCCTTCAGCACTTTGACATGGCTCAGCCTGCTTGGGAAAAGA
TTGGGATTTACAGAGGTGGCATCGTCCCCGTCTTGTTCCAAAGGTAGTTACTATAT
TTAATTAAAGTTTCTTCAAATTAATTTCAAAATTGTTTTGCTTTCCCAACTAATCG
CATTCTTCTGTCAAGCGCATGTTGATGGGATTTTGGATTCATGTGTGCGTGCAGGG
TTCCATGCAAGAAGCATGGGGGTGTGAGGTTCACAATAAATGGGAGGGACTACT
TCGAGCTTGTTCTGATCAGCAATGTAGGAGGAGCTGGATCTATTAAGTCTGCATA
CATCAAAGGTTCAAAAACTGGTTGGATGGCAATGTCAAGGAATTGGGGAGCAAA
CTGGCAGTCCAATGCCTACCTCAATGGCCAATCTCTGTCCTTCAGAATCACCACC
ACGGATGGAGAAACTCAACTCTTTCAGAACATTGTGCCTTCCAGTTGGAGCTTCA
GCCAAACTTTCTCCAGCAGAGTGCAATTCTCATAAGCTAAGCTAATAAAATTAAG
TGGCTTTACGGTTCTGGGTTAACGGCAGAGGCGTGCTTATATTATACTTTCTTTTT
TGTTATAATTAATAGAGGCAGCCCGCCACATTTTTTGGATTATCAAATCAGGTGG
TGGTTTAGGGCAATCTGGCCCGACGATTGTGAATTGTGATGGGGGACAAAAACCC
ATGAACTGATCAAGGCTATTATTCCAAGCATTTTGATCCAACCACATCTATATAAT
ATATATATATATATATATATAAATCTGTACAATAAGAAGCGCGCTGAAGATGCAG
CTTCCTTCAACTTGTAGAAATAT




