IDENTIFICATION

Species: Prunus persica

Locus: Prupe.8G174500

Gene Model: Prupe.8G174500.1.p
Description: PrpEXLA-01
Family: Expansin Like Alpha

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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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNO3O23

. Name Accession Description Interval E-value
[+ PLN03023 super family cl3362 Expansin-like B1; Provisional 60-244 1.17e-61
SEQUENCES

Peptide

>PrpEXLA-01

MALFLCFLFFFLISSASACDRCRHQSKAAYFSTASALSSGACGYGSLALGLGGGHLAA
GVPSLYKDGAGCGACFQIRCKNTTLCTKQGTRVTLTDLNKSNQTDFVLSSRAFMAM
AQKGLGQDILRHGIVDVEYKRVPCEYKNQNLALRVEESSQKPHYLAIKILYQGGQTEI
VAIDVAQVGSSNWGFLTRNNGAIWDTSRVPAGGLQFRFLVTAGYDGKTVWAQNVL
PANWKPGMIYDTKVQISDIAKEGCSTTCDDGSWK*

CDS (coding sequence)
>PrpEXLA-01

ATGGCTTTGTTTCTTTGCTTCCTCTTCTTCTTTCTCATCTCCTCTGCCTCTGCTTGTG
ACCGCTGTAGGCACCAATCCAAGGCAGCCTATTTCTCCACAGCCTCTGCACTTTC
ATCTGGGGCTTGTGGGTATGGTTCCTTGGCCTTGGGACTTGGTGGAGGACACCTT
GCAGCTGGTGTGCCTTCCCTCTACAAAGATGGAGCTGGCTGTGGTGCATGCTTCC
AGATAAGATGCAAGAACACAACTCTTTGCACAAAACAAGGGACCAGAGTTACTT
TGACTGATCTCAATAAAAGTAATCAGACAGATTTTGTTCTCAGCAGCAGAGCTTT
CATGGCCATGGCTCAAAAGGGTTTGGGCCAAGACATTTTGAGACACGGCATTGTC
GATGTGGAATATAAGAGGGTACCATGTGAATACAAAAACCAAAATCTAGCCTTG
CGTGTGGAAGAATCGAGCCAAAAGCCACATTACTTAGCAATCAAAATTCTGTATC
AAGGTGGTCAGACAGAAATAGTAGCCATTGATGTTGCTCAGGTTGGTTCTTCAAA
TTGGGGTTTCCTGACTCGAAACAATGGGGCAATCTGGGACACGAGTAGGGTTCCG
GCAGGGGGCCTACAGTTCCGGTTCTTGGTGACGGCCGGGTACGATGGGAAGACG
GTTTGGGCACAGAATGTGCTCCCTGCTAACTGGAAACCTGGGATGATATATGACA
CAAAAGTTCAAATAAGTGACATTGCAAAAGAGGGTTGCTCTACTACTTGTGATGA
TGGGAGCTGGAAATGA

Nucleotide
>PrpEXLA-01

CCAGTCTCATGTTTACACAGAGCCTTGAAAAAAACTCAAAAAGAGTCGGTGACA
GACAAAACCCATAATCTTCCACTTTTCTTTGTCCAGCATTTCAGCAATTGCCTGTC
TCTTTCCTTCTTGTTATTATAGCTTTCCCACAAATTCCCCCATAATCACTTACAGCA
AACAAACCAAACCCATACTAAATAAAAAATAAGTCCAAAGTTTTGTATTTTCAGC
ACATGCTGACCTGTCCTCCATAGTCCACAGTCCACCCTCCCTTTTCTCCAATCTTTT




GAACTATATATATAGCCCACGGCTTTCTCTTCCTTTCACTATAACTTTCTGCAATC
AATTCTGATCAGCAAAATCAAAACTCCAAAATGGCTTTGTTTCTTTGCTTCCTCTT
CTTCTTTCTCATCTCCTCTGCCTCTGCTTGTGACCGCTGTAGGCACCAATCCAAGG
CAGCCTATTTCTCCACAGCCTCTGCACTTTCATGTAAGATCATCAGTTTCTTAATC
TCCTTACCCTTGATGTAATTTCTCTGTTTGATTAAAACCCAGTTGATGATTTTGTG
AATAAATTAGTGGGTTAATTTTGTTTTTTGGATTTTATGCAGCTGGGGCTTGTGGG
TATGGTTCCTTGGCCTTGGGACTTGGTGGAGGACACCTTGCAGCTGGTGTGCCTTC
CCTCTACAAAGATGGAGCTGGCTGTGGTGCATGCTTCCAGGTACTATATTTTCTTC
TTTAATTTGTTGGCTGAAATTTGTATGCCATACATTGTATTGATTTGATTTTGTTTG
CAGATAAGATGCAAGAACACAACTCTTTGCACAAAACAAGGGACCAGAGTTACT
TTGACTGATCTCAATAAAAGTAATCAGACAGATTTTGTTCTCAGCAGCAGAGCTT
TCATGGCCATGGCTCAAAAGGGTTTGGGCCAAGACATTTTGAGACACGGCATTGT
CGATGTGGAATATAAGAGGTAAGCATATGCAAAAGTTTTAATTAGAAACTTCATT
ATAATAAAAAATTTATCAAAACTCACACGCCAAAATTAGAATTTAAAAGTAAATT
AAATTGGTCTTTTTTTTTCTTCCAGAAATTCATAAAGCTTTTTGTTGCACCGACATT
TGTGTTGTGGACCAGCATTTAAATATTAGGTCCTCCAGACAAAAAAAACCCAATC
ACATTAATGCTAATAACGGTCAAAAATGTACCCAAAAAGAAAATAAAACTATAC
TATTTCTGTTCTGATATAATTTTTTTTTTCATTTTGTATGTGACAGGGTACCATGTG
AATACAAAAACCAAAATCTAGCCTTGCGTGTGGAAGAATCGAGCCAAAAGCCAC
ATTACTTAGCAATCAAAATTCTGTATCAAGGTGGTCAGACAGAAATAGTAGCCAT
TGATGTTGCTCAGGTTGGTTCTTCAAATTGGGGTTTCCTGACTCGAAACAATGGG
GCAATCTGGGACACGAGTAGGGTTCCGGCAGGGGGCCTACAGTTCCGGTTCTTGG
TGACGGCCGGGTACGATGGGAAGACGGTTTGGGCACAGAATGTGCTCCCTGCTA
ACTGGAAACCTGGGATGATATATGACACAAAAGTTCAAATAAGTGACATTGCAA
AAGAGGGTTGCTCTACTACTTGTGATGATGGGAGCTGGAAATGAGCTTAAAGTTG
GATGTTTTGTCCCTGCTTCTCTAAATACACATAATATAGTTCAGCTACACTAAAAT
CAATTCGTTTGTAACATTAGAGTTAGGAGGTTAGGCGTATTTTATGTGTTTAGAGA
TTTATTTGTCAATTTTTGTTACTTTTCAACTCTTGTAATGTAATATGTAACATGTAA
ATTTCGTGTTACTTATATTTGGGCCACTTTAATGCTTAATAACAATGGCATTCTTT
AAAGATTATTGGGCCTTATGTTCGTTGTCAAACCACACCTCAATTGCTTTGAAGA
GTCGTTTTATAGTGAAAG




