IDENTIFICATION

Species: Prunus persica

Locus: Prupe.8G182000

Gene Model: Prupe.8G182000.1.p
Description: PrpEXPA-21
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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DOMAIN ARCHITECTURE

nng

Superfanili PLNOOOS0

IJst of domain hits

Name Accession Description Interval E-value
|+| PLNO00050 super family cl expansin A; Provisional 35-259 8.76e-90

SEQUENCES
Peptide
>PrpEXPA-21

MGGTLQATLLYLVLYLVLLHVCRCSNIVVSQDEEWKTATATYSKETDGSHTEGACG
YGDLHKISYGKHSAGLSGILFNKGSICGACYELRCVDHILWCLLGSPSVTLTATDFCPP
NYGLSKDYGGWCNFPKEHFEMSEAAFAEIAKRKADIVPVQYRRVKCERSGGLRFMM
SGSSHFYQVLITNVGSDGEILAVKVKGSRTGWIPMARNWGQNWQSNVNLKGQPLSF
EVTISSGRTLTSYNVAPANWQFGQTFEGKQF*

CDS (coding sequence)
>PrpEXPA-21

ATGGGAGGAACCCTTCAAGCTACACTTCTCTACTTGGTTCTCTACTTGGTTCTTTT
GCATGTATGCAGGTGCAGCAACATTGTTGTTTCGCAAGATGAAGAATGGAAGACT
GCTACTGCAACATATTCCAAAGAAACAGATGGGTCTATTATTACTGAAGGTGCTT
GTGGTTATGGGGACCTTCACAAGATTAGCTATGGCAAACACAGTGCTGGGTTGAG
TGGCATTTTATTCAACAAAGGGAGTATATGTGGGGCTTGTTATGAGTTGAGATGT
GTTGACCACATCTTGTGGTGCCTGTTAGGGAGCCCCTCTGTTACTCTCACTGCTAC
AGATTTCTGCCCTCCAAATTATGGGCTTTCAAAAGATTATGGTGGTTGGTGCAATT
TCCCTAAAGAACACTTTGAGATGTCAGAGGCAGCATTCGCTGAAATTGCAAAGAG
AAAAGCTGATATTGTGCCAGTTCAGTATAGGAGGGTGAAGTGTGAGAGAAGTGG
GGGGCTGAGATTCATGATGAGTGGAAGTTCTCACTTCTACCAAGTCTTGATTACA
AATGTAGGTTCAGATGGGGAAATACTTGCTGTCAAGGTGAAGGGTTCGAGAACC
GGTTGGATACCAATGGCCAGGAACTGGGGACAGAACTGGCAAAGCAATGTCAAT
CTTAAGGGGCAGCCTCTTTCCTTTGAGGTAACCATCAGTAGTGGAAGAACACTCA
CATCTTATAATGTTGCTCCAGCAAACTGGCAGTTTGGTCAGACATTTGAGGGGAA
ACAGTTCTAG

Nucleotide
>PrpEXPA-21

GAATTAGTTTTTATTTCTTTTTAATTATTTATTTCAAGGCTTTCCGTATCTCTGTCT
GCCATCAATACAAAGCCTCAAATCCCCTCCATCTTGAATGAAGCCAAATGCAGGC
GCCAAAGCCCCTTTTTGAGTCTCCATTCCCCGCGAAAAAGAAAGAAAGGAAATTA
AAGCTTCCATCTTTTCCATGGTGTATAGGGTCCAAGGCCTAAAGACCAATACACC
CTTCATCTTGGCCTCGCAGAATGTGCCCCCAGTGTGAACTCTGGACACCATTGTA




GGCTATTTGTCAAAATGTTCAATCTTTTCTCATAGAGTTTCTTTGTTTCTAGTCCAG
CAATTAACCACAACAAGCCTTACTTCATCTCAGCAAGGAGATTGAGGTAATTTAG
GCACAGAAAAAGGAGAGCTTTCTACACCCTTCTTCAACCCAGTTTGCATCAAAAG
GATAAAAAGAAAAAGGAACTCATTTCAAGTACAAACCACACTTCTCATAGATAG
GCCTCATCATCTCAAATGGGAGGAACCCTTCAAGCTACACTTCTCTACTTGGTTCT
CTACTTGGTTCTTTTGCATGTATGCAGGTGCAGCAACATTGTTGTTTCGCAAGATG
AAGAATGGAAGACTGCTACTGCAACATATTCCAAAGAAACAGATGGGTCTATTAT
TACTGGTACTCTTCTTGCTTCTGGTGCAAAAAAGTTGCAAACTTTTCTAGTTTTTT
GACTGCATAAACATAATGTTGCTCCATATTTTACAGTTTTTCAAGGTCTTTTTGTTT

TTTTGTTTGTTTATGTTGCAGAAGGTGCTTGTGGTTATGGGGACCTTCACAAGATT
AGCTATGGCAAACACAGTGCTGGGTTGAGTGGCATTTTATTCAACAAAGGGAGTA
TATGTGGGGCTTGTTATGAGTTGAGATGTGTTGACCACATCTTGTGGTGCCTGTTA
GGGAGCCCCTCTGTTACTCTCACTGCTACAGATTTCTGCCCTCCAAATTATGGGCT
TTCAAAAGATTATGGTGGTTGGTGCAATTTCCCTAAAGAACACTTTGAGATGTCA
GAGGCAGCATTCGCTGAAATTGCAAAGAGAAAAGCTGATATTGTGCCAGTTCAGT
ATAGGAGGTAATAGAAAATTCTTGTTTGATTTTTTTTGTTTTTTCCTTTGTTCTATT
TTTGATATTTGGCACTAAGCAAAGATCTCTTTGGGATTTTTTTTTCTTGTGCAGGG
TGAAGTGTGAGAGAAGTGGGGGGCTGAGATTCATGATGAGTGGAAGTTCTCACTT
CTACCAAGTCTTGATTACAAATGTAGGTTCAGATGGGGAAATACTTGCTGTCAAG
GTGAAGGGTTCGAGAACCGGTTGGATACCAATGGCCAGGAACTGGGGACAGAAC
TGGCAAAGCAATGTCAATCTTAAGGGGCAGCCTCTTTCCTTTGAGGTAACCATCA
GTAGTGGAAGAACACTCACATCTTATAATGTTGCTCCAGCAAACTGGCAGTTTGG
TCAGACATTTGAGGGGAAACAGTTCTAGCATGGGAAACGTGTAAGTTTGAACTTG
AAATGCTCCGGCTATCAGATTATCATTTCTGAAATGTGGCTGTCTGATTGGAACCT
CTAAGTCCTGATCTCATCAGTTTTGAAGATTTAAACAGAACTTGCACATTTACTCA
TGGTCATGTGTCCTTGTATCACTCCAATTTTTCTGCTATCCTACAAAGTTTGGGTT
GTGGTCAAAAAGAAGAGAGAAAATTGTAGAAGAAAGTTGAAAAAAGGGGAATA
CGAGGTCCCAGTTTTGTTTCTTAATGATATGATGATTAGAAAGTGTAGTATTTGAT
GGAACATGTAATTATTTAAAATTAAAGTTATGCCACTACATCCTTCGTTGTATTCT
GACTTTAATGGCTATATTTGCTTTATGTGTTTTTTGTCTTTGGAGAAAAAGAAGAT
ACACATGTGAAAATGAAGATCATTCAGAAAGAAAAGGAAAATGAGCAGTAAAAT
GAAAGAAAATATGAGAAGGGCTGAGAAAATCTTAGAGAAAACATTCAGAGAGA
AGTATGTTTCATTGAAGTTTGTGTTTATAAACTGAATTACATTGGTAACTCATCCT
TATATGGTGAAGCTAGAGTCAGTTACATAATGCAAACACTTACAGACTGGTAATC
AGCCTACATAAGTCCCATTTTCTCTTAGAGAAGTTAGTAAGACAAGTTTGTGATA
TCTGGCACTTCTGCCCACCTCAGCCATGGTCTTCGATACACTTGAAGGATTTCCAG
ATTGTGTTTGGGTGTTGTGCAGCTTCCTTTGATTTTGTTTGTTTGGTCACTTGTGCT
CTGCTGCTGTTATCATAACAAATTCCCTTCCATTTGGCTAACAAAACTGTCCGGCA
TACGCATTCAAACAAGTGTGATGCAACACATATGTGCCCGACTGAAAGAGCTTCT
CTTGCTCGAGTTGAGGAAGTACTTGCTTTAAAATGTAAACATCCAACATAGGCAG
CTAAACCAATCGTACCACTTCTAGTGTGCACAATAAGAAATGATAACGTAGGACA
ATCCATTATAC




