IDENTIFICATION

Species: Prunus persica

Locus: Prupe.6G292300

Gene Model: Prupe.6G292300.1.p
Description: PrpEXPA-18
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-18 | — e |

L 1 1 1 1
obp S00bp 1000bp 1500p 2000

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

100 125 150 175 200 225 250 250
P S T Y AT N ST Sk AN SN SN SN S TN TN TR St AN T T S S A ST R ST T A

Query seq.
Superfanilies

PLN00193
. Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 33-256 2.06e-128
SEQUENCES

Peptide

>PrpEXPA-18

MAMKAMNILQFLLLILHLSLQATHGIGRYGGEWQTAHATFYGGSDSSGTMGGACGY
GNLYSQGYGTSTAALSTALFNNGLSCGACYQLRCNHESDPKWCLPGGITITATNFCPP
NNALSNDNGGWCNPPLQHFDLAEPAFLHIAAYRAGIVPVLFKRVPCVKKGGIRFTMN
GHSYFNLVLITNVGGSGDVRAVSIKGSKTGWLPMSRNWGQNWQSNSYLNGQSLSFK
VTASDGLTLTSSNVVPASWKFGQTFEGGQF*

CDS (coding sequence)
>PrpEXPA-18

ATGGCTATGAAAGCAATGAACATCCTGCAATTTCTCTTGCTTATCCTCCATCTAAG
TCTTCAAGCCACACATGGCATTGGCAGATATGGTGGTGAATGGCAAACTGCCCAT
GCAACATTTTATGGTGGCAGTGATTCTTCTGGCACAATGGGAGGGGCATGTGGTT
ACGGAAACTTGTACAGCCAAGGCTACGGAACTAGCACAGCAGCTCTAAGCACTG
CTCTGTTCAACAATGGTTTAAGCTGCGGGGCATGTTATCAATTAAGATGCAACCA
TGAGAGTGACCCCAAATGGTGCCTCCCTGGTGGCATCACTATCACAGCCACCAAC
TTCTGTCCTCCTAATAACGCTTTGTCCAATGACAATGGTGGGTGGTGCAATCCTCC
TCTTCAACACTTCGATTTGGCTGAGCCTGCTTTCTTGCACATTGCAGCCTATCGTG
CCGGAATTGTCCCCGTACTCTTCAAAAGGGTTCCATGTGTGAAGAAAGGAGGCAT
AAGGTTCACCATGAATGGTCACTCATACTTCAACTTGGTGTTGATAACAAATGTT
GGGGGTTCAGGGGATGTGAGAGCAGTATCGATCAAGGGGTCTAAAACGGGGTGG
CTGCCAATGTCAAGAAACTGGGGCCAAAATTGGCAGAGCAACTCCTACCTCAATG
GCCAAAGCCTCTCCTTTAAAGTCACCGCTAGCGATGGACTCACACTCACCAGCTC
CAATGTCGTGCCTGCTAGTTGGAAATTTGGACAGACCTTTGAAGGTGGTCAATTT
TAG

Nucleotide
>PrpEXPA-18

TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGACACACAAATTGAATCA
GATAAATAAAACAATGGCTATGAAAGCAATGAACATCCTGCAATTTCTCTTGCTT
ATCCTCCATCTAAGTCTTCAAGCCACACATGGCATTGGCAGATATGGTGGTGAAT
GGCAAACTGCCCATGCAACATTTTATGGTGGCAGTGATTCTTCTGGCACAATGGG
TAAGCTAGAAATTAAAATGATTGATACTGGTTTAATTAGTTTCACGATCCGAAAT



GAGCACTTCTACACTCACTAAATTTGTTCGTGATATGATCGTGACAGTTTTTCATT
TATTCAAATTTCGAATTATTATAATTTATAAATTGGTGAGTATAATATTTTGTAGG
AGGGGCATGTGGTTACGGAAACTTGTACAGCCAAGGCTACGGAACTAGCACAGC
AGCTCTAAGCACTGCTCTGTTCAACAATGGTTTAAGCTGCGGGGCATGTTATCAA
TTAAGATGCAACCATGAGAGTGACCCCAAATGGTGCCTCCCTGGTGGCATCACTA
TCACAGCCACCAACTTCTGTCCTCCTAATAACGCTTTGTCCAATGACAATGGTGG
GTGGTGCAATCCTCCTCTTCAACACTTCGATTTGGCTGAGCCTGCTTTCTTGCACA
TTGCAGCCTATCGTGCCGGAATTGTCCCCGTACTCTTCAAAAGGTAACATATCTTA
GTTCCAAAAATCATGGATGGTACACATGTTATGTTGTTAAGTTATGAATCTTGAG
ATACAACTATACTAAATTTTGTCTCATCAGATTAACGATTAGATTGACAGTCTGAC
AACATAACATACTAGATTGTCTGAGAAATGAAAATTCGCGTCGTAAACTTAATTA
GATGTAACTGGTTAGGGAGATATTTGTGTTGCTTACCTAGTTGTAATTTTCTTGTT
TTAGGGTTCCATGTGTGAAGAAAGGAGGCATAAGGTTCACCATGAATGGTCACTC
ATACTTCAACTTGGTGTTGATAACAAATGTTGGGGGTTCAGGGGATGTGAGAGCA
GTATCGATCAAGGGGTCTAAAACGGGGTGGCTGCCAATGTCAAGAAACTGGGGC
CAAAATTGGCAGAGCAACTCCTACCTCAATGGCCAAAGCCTCTCCTTTAAAGTCA
CCGCTAGCGATGGACTCACACTCACCAGCTCCAATGTCGTGCCTGCTAGTTGGAA
ATTTGGACAGACCTTTGAAGGTGGTCAATTTTAGATAATCTGTGGACAAGAATGA
CTTATACATAGACTTGTTCATAAATCATGCATAAAACTGCTTTGCAGTTTGCATCT
TTGATTTTGTAAAATAAAATTATAATGTAAGTAAAATCAATGAAGTTAATTATGA
TCCGTGGAAATGAAGGAAACAAGTGCTCTACAGCATGGTTTCTTTCATCAAATCA
ACTCGAACATATCAAACTTTACTTACAAACATATTTCAAGAGGCAGTATCTACTC
ACACTCTAAAACAACCCAAAGACACATCCTCTTCTCATTCGGTCCATCACACAGC
CAAAGGTTACATTGCAGGATGAACATCAAAAGACACTGCCTCTTCCCCTAACAAA
AACCACCACTGCACATCCATCATGCAAATGTATAGACTCAATAATTTAGCAACGA
GTATTTCACTCTCAAAACAATTTTTCCTTTCTCCACACCAAGCTTTCCACCCGTAA
CCAACCAATGACCTGGATCATCTTGCGGCCCCTTGCTCATCTCGGACATGTCCAC
AAACTTCACCAACTTGTTTCCCGCAACATTTTCTCTTGAACCTGAACTTGAGTCAC
TGGTGGACGTCAGTTTCTTTGACTTTTCTTTTGGGGTATGATCCCACAAGGATCTT
CGTATAGTGCAGCCTGGTAGCCTAGAATATAAAAGCTTCATGTACAAGACATTTC
TTGATCCAAAATCCCACACTCCAAGCTGTGCTCCAGTGACTATGTAGACACCAGA
GAGGTCACCTATGAAGGTCTCGGGGTTCTCAATAGGTGCAGTGCTCACATGAGAG
AAGTTTCTCCATTTCACTGGCTCGAACCATCGGCTATCTTGCTCCTCGGGTCCTTG
CCACTTCGGAGCACCAATTGCGACATGGGTGTCCCAATATGGTAAAAGGATCTTT
GGAAGAGATGCTAAGTGTTGAAGATGGATACAAAGTCGATTCTGCTTGCTTCCTT
CTAGACATAACTGTACGCCTGTCACTGGCTTCCGTCCAACAGTTACCTGTGTGTAG
CAAAATTTTGTTGAAAAGGATTAAGATGAAATCACCTACGACAATTTGTAATTTG
GACGGACTATCACTA




