IDENTIFICATION

Species: Prunus persica

Locus: Prupe.1G276700

Gene Model: Prupe.1G276700.1.p
Description: PrpEXPA-01
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.
Superfanilies PLNO00S0O

+ Name Accession Description Interval E-value
[+] PLN0OQ50 super family 31535 expansin A, Provisional 8-251 1.68e-140
SEQUENCES

Peptide

>PrpEXPA-01

MKMALAYGFCLVGLLAMVSCAHAYGGGGWVNARATFYGGGDASGTMGGACGYG
NLYSQGYGTNTAALSTALFNNGLGCGSCYEIRCVSDPKWCLPGAIVVTATNFCPPNN
ALPNNAGGWCNPPQHHFDLSQPVFQHIAQYKAGVVPVAYRRVPCRRRGGIRFTINGH
SYFNLVLITNVGGAGDVHSVSVKGSRTGWQAMSRNWGQNWQSNSYLNGQSLSFKV
TTSDGRTVVSYNAAPAGWSFGQTYSGAQFR*

CDS (coding sequence)
>PrpEXPA-01

ATGAAAATGGCTCTTGCTTATGGGTTTTGTTTGGTGGGTCTTCTTGCAATGGTCTC
CTGTGCGCATGCTTATGGTGGAGGTGGATGGGTTAACGCTCGTGCCACTTTCTAT
GGAGGCGGTGATGCTTCCGGGACAATGGGTGGTGCTTGTGGGTATGGAAACCTCT
ACAGTCAGGGGTACGGGACAAATACTGCAGCACTGAGCACTGCTCTGTTCAACA
ATGGCTTGGGCTGTGGTTCTTGCTATGAGATTAGGTGTGTAAGTGACCCCAAATG
GTGCTTGCCTGGCGCCATTGTGGTCACAGCCACCAATTTCTGCCCACCAAACAAT
GCCCTTCCTAACAATGCTGGGGGCTGGTGCAATCCTCCTCAGCACCACTTTGACCT
CTCTCAGCCTGTCTTCCAGCACATTGCTCAGTACAAAGCTGGTGTTGTGCCTGTTG
CTTACAGAAGGGTACCTTGCAGGAGAAGGGGAGGTATCAGATTCACCATCAATG
GGCACTCCTACTTCAACCTGGTCCTCATCACAAACGTTGGTGGTGCCGGTGATGT
GCACTCTGTTTCAGTCAAAGGGTCCAGGACTGGTTGGCAAGCAATGTCCAGAAAT
TGGGGCCAGAACTGGCAAAGCAACTCCTACCTCAATGGCCAAAGCCTCTCTTTCA
AGGTCACTACCAGTGATGGCCGCACAGTGGTGTCCTACAATGCTGCCCCAGCAGG
GTGGTCCTTTGGGCAGACCTACAGTGGTGCCCAATTCCGCTAG

Nucleotide
>PrpEXPA-01

GGGCAGTGGTTTGCATGTGAGGTATGGATTCTAATGGAATCGTCACCCCCATCAA
AAAGCCAAAAAACCGCTATGTCTCAGTAGGATTGGGCAATTTCCTACTAAGCAAC
CATCAAAAACCACACGGTTTCCCCTCCAAAACTGCCCTTCCACCTCAAAAGGACT
TGTTTTTAACTATTGTAAAACCAGTTAGCCCAGCAGTTTATGGTCCCCTACAGCTT
AAATAAGAAAAAAGGAAAAAAAAAAGTGTTATGTCAGTGGTCATGGTGGTTAAA
TAGTCCCTAGCCCTTGCCCCAAAGTTGTATATAATCCCCCCCAACCCCATCCCACA



TTCCTCACTCCTCTGCCTCACGTTTTCTCTCCTTTGTTCAAATTTTCAAGGCTCATC
ATTCAACTTCAATCCAATGTAATAACCTTGTCCGTCTCTCTCACATTCCCCTTTCTT
TCTAGTGTTCACACTAGAAAGGAAAAAATGTCACCTCTTTTTTATTTATTTTTATT
TAATTTTTTTAAAAAAGCCGAGTCTTTCTGATGTAGAAAATGCTGAATGGTTCACT
GGTTTTTGTGCAGGAAAATGGCTCTTGCTTATGGGTTTTGTTTGGTGGGTCTTCTT
GCAATGGTCTCCTGTGCGCATGCTTATGGTGGAGGTGGATGGGTTAACGCTCGTG
CCACTTTCTATGGAGGCGGTGATGCTTCCGGGACAATGGGTATGCATCAAAATTA
ACAAAGATTAATTTTTTCTGTTTCTTTTTAGAAAGGAACAGTCTTTCAGATCTCTG
AGATGTTCTGTGAGTACCATTTTTCTTATTTGGGGATTTTTGTTTTCTATAGGTGGT
GCTTGTGGGTATGGAAACCTCTACAGTCAGGGGTACGGGACAAATACTGCAGCA
CTGAGCACTGCTCTGTTCAACAATGGCTTGGGCTGTGGTTCTTGCTATGAGATTAG
GTGTGTAAGTGACCCCAAATGGTGCTTGCCTGGCGCCATTGTGGTCACAGCCACC
AATTTCTGCCCACCAAACAATGCCCTTCCTAACAATGCTGGGGGCTGGTGCAATC
CTCCTCAGCACCACTTTGACCTCTCTCAGCCTGTCTTCCAGCACATTGCTCAGTAC
AAAGCTGGTGTTGTGCCTGTTGCTTACAGAAGGTAGGCCTCGTGAAATTTCATTG
CTGAAAAATCAAACCTTTATATTTTTAAAAAGATTTGTGGTTGAAAAAGTACTAA

[TTTTTTTCTGGTTTTTTATTTTTAGGGTACCTTGCAGGAGAAGGGGAGGTATCAG
ATTCACCATCAATGGGCACTCCTACTTCAACCTGGTCCTCATCACAAACGTTGGTG
GTGCCGGTGATGTGCACTCTGTTTCAGTCAAAGGGTCCAGGACTGGTTGGCAAGC
AATGTCCAGAAATTGGGGCCAGAACTGGCAAAGCAACTCCTACCTCAATGGCCA
AAGCCTCTCTTTCAAGGTCACTACCAGTGATGGCCGCACAGTGGTGTCCTACAAT
GCTGCCCCAGCAGGGTGGTCCTTTGGGCAGACCTACAGTGGTGCCCAATTCCGCT
AGGGCCCCTGCCCTCTTTATATTTAGCCATTTCCTAGGGTGATTTTTACATATATA
TACCAAGTATCAAGAAGATTAGTATGACTCTTAGTATACTAGGATATTAGTTAGT
ATACTATAGTAGTTATTGGGTCTGTTCTGTCAGTCTTCGGCCTCTGTGTTTTGGTC
AAAGTCTGAGGAGGGCTAGCTTATTTTAGAATGGCTCTCCATCATTTTAATCTCTA
AATTTTATCAGCGTGGGGGTGTAGGGTACCCTTCTATCTTTGGGACCCTGAACCCT
TTCTCGGGTCTTGTGTTTATTTTTATTTTTACTTCTGCTGTAATTGTCAAAGCAGAA
GTTGGCAGAGGTGGTGGACTTTGACCACCCGCCATTAGTGTTTGAAATAGTAAAA
GCATTTTCTGCTTGTTTTGTAAGGCCATTACTGTAATCAGCTGATGCTTCCTTCCTG
CTGATTGGTTGTTATATTTCAAAGTTTGTTGAAGACTAATGTAAATTTCCATTTTC
CACTAGTAATGGATTGCTAATTTATTATTTCTTGCTTCTTGTTTCACCTTTAATAAA
TAATAAATTATCTTGGTCATCTA




