IDENTIFICATION

Species: Prunus persica

Locus: Prupe.2G237000

Gene Model: Prupe.2G237000.1.p
Description: PrpEXPA-06
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-06
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Superfanilies PLNOOOS0

+ Name Accession Description Interval E-value
[+ PLNO0050 super family ci3153 expansin A; Provisiona 30-257 267e-123
SEQUENCES

Peptide

>PrpEXPA-06

MATMALLCIVSLIALASTIVEARIPGVYSGEAWQGAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANQPQWCHSGSPSIFVTATNFCPP
NYALPNDNGGWCNPPRSHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKQGGIRFTVN
GFKYFNLVLITNVAGAGDIVKVSVKGSKTGWMSLSRNWGQNWQSNAVLAGQSLSF
RVTGSDRRTSTSWNIVPANWQFGQTFTGKNFRV*

CDS (coding sequence)
>PrpEXPA-06

ATGGCTACCATGGCTCTTCTCTGCATTGTCTCTCTCATAGCATTGGCAAGTACAAT
TGTTGAGGCCAGAATTCCTGGTGTTTACTCTGGCGAGGCATGGCAGGGTGCTCAT
GCTACTTTCTATGGCGGCAGTGACGCCTCTGGAACTATGGGAGGAGCATGTGGGT
ACGGAAATTTGTACAGCCAAGGCTACGGTGTGAACACAGCGGCACTGAGCACAG
CTCTTTTTAACAACGGTTTGAGCTGTGGAGCTTGCTTCGAGATCAAGTGTGCAAAT
CAGCCTCAATGGTGTCACTCTGGTAGCCCCTCCATTTTTGTCACCGCCACTAACTT
TTGCCCTCCAAATTACGCCTTGCCCAACGACAATGGCGGCTGGTGCAATCCTCCT
CGCTCCCACTTCGATCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGCGC
CGGCATTGTCCCTGTCTCTTATCGCCGGGTGCCATGCCGGAAGCAAGGTGGGATC
AGGTTCACGGTCAACGGCTTCAAGTACTTCAACTTGGTTTTGATCACCAACGTCG
CGGGTGCAGGGGATATAGTGAAGGTGAGCGTGAAAGGGTCGAAGACTGGATGGA
TGAGCTTGAGCCGCAACTGGGGTCAGAACTGGCAGTCAAATGCTGTCTTGGCTGG
ACAGTCACTCTCCTTCAGGGTCACAGGGAGTGACCGGCGCACTTCCACTTCCTGG
AACATTGTCCCTGCCAATTGGCAGTTTGGCCAAACTTTCACTGGAAAGAATTTCA
GAGTCTAA

Nucleotide
>PrpEXPA-06

ATTTGCCTCCTCGGCCTCGATAAATAGCACTCCACCCCTCTGCCTTCTGCTCACAC
CCAACCTCCAAGAAAAAACCCATTTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCT
CTCTCTCTCTCTCTCTCTCTCTTCCAGAGAAGTGCTGAAAAGCAATGGCTACCATG
GCTCTTCTCTGCATTGTCTCTCTCATAGCATTGGCAAGTACAATTGTTGAGGCCAG
AATTCCTGGTGTTTACTCTGGCGAGGCATGGCAGGGTGCTCATGCTACTTTCTATG



GCGGCAGTGACGCCTCTGGAACTATGGGTAATTTCAAGAACTTTCATGACCCCCT
GCATTTTAGTATTTTACTAAGCACAGCATAACATAAAGTTCATCCCTTTTGGATTT
GGAACTCCCAATTTCCAAAACCCACATCAAATTTTTCCACAATTTTCTCACATTCT
CTATGTACCAATTTCATGAAAACCATGATTCAGTTTTGGTTCATAAACGTAAAGTT
CGTTCCTTTCATGCATTTTGCTAAGCATTACATAACATAATGTTCACTCCTTTTTGT
ATTTCGAAAACCCACATCAAATTTCCACAATGTTCTCAAGTTATGTACCCGATTTT
ATGAAGAAACCATACTTCAATTTTACTTCATAGCATAAAGTTCATTCCTTTTGGAT
TCGGACCTCCCAATATCAAAAACCCACATCAAATTTTCCCTTAAATTTCTCACATT
CTTGATGTACCCAAATTTAAGAAAAAACCATGTCTCAATTTTAGTTCATAACATA
AAGTTCATTCCTTTTGATTGATTTTGTGTATGTACTATACAGGAGGAGCATGTGGG
TACGGAAATTTGTACAGCCAAGGCTACGGTGTGAACACAGCGGCACTGAGCACA
GCTCTTTTTAACAACGGTTTGAGCTGTGGAGCTTGCTTCGAGATCAAGTGTGCAA
ATCAGCCTCAATGGTGTCACTCTGGTAGCCCCTCCATTTTTGTCACCGCCACTAAC
TTTTGCCCTCCAAATTACGCCTTGCCCAACGACAATGGCGGCTGGTGCAATCCTCC
TCGCTCCCACTTCGATCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGCG
CCGGCATTGTCCCTGTCTCTTATCGCCGGTGAGCTCCCTCTCCGCCGACATTAAAT
TAGAGTAGTTTAGACTACCAATTGTAAGAAAATGACTCATAGTTTATACGTAGAG
AAATTACTTAAATGCCCTTTTGTGTGTAGGGTGCCATGCCGGAAGCAAGGTGGGA
TCAGGTTCACGGTCAACGGCTTCAAGTACTTCAACTTGGTTTTGATCACCAACGTC
GCGGGTGCAGGGGATATAGTGAAGGTGAGCGTGAAAGGGTCGAAGACTGGATGG
ATGAGCTTGAGCCGCAACTGGGGTCAGAACTGGCAGTCAAATGCTGTCTTGGCTG
GACAGTCACTCTCCTTCAGGGTCACAGGGAGTGACCGGCGCACTTCCACTTCCTG
GAACATTGTCCCTGCCAATTGGCAGTTTGGCCAAACTTTCACTGGAAAGAATTTC
AGAGTCTAATATTCAATTTTCCCGCTTTATTATATCATTTTGTTTATATATTTGTTT
TTGGGAAAAGAGAGAAAGAGTTGTGCGGTTAAAAACTTTTTTTTGACTGTTGGTG
GGGGGTGAGGAGAGAGAAAAAGAAGAAGGTAAAAGTGAAGTTGTAAGCAGCTG
AGGTGGCTGGTCGTGTAGCCCGCAGCTTTGGTTGTTGTTAACTTATAATATATATA
CCATAAGTTATAGACATGATCAAGTATTTTTCAATTTTCTTGCTTTTGATTTTGTTT
CATGTTGAGTGCTTTTGGGCTTGCTTTTGACAATGGTTCGCACTCGGGGTGTGATT
TTACCTATAATCATGGATTTTGAAGGGATGTCTGCCACTAGCAGCTGAA




