IDENTIFICATION
Species: Olea europaea
Locus: Oeu017145

Gene Model: Oeu017145.1
Description: OeuEXPA-24
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Oeuropaea vl 0
KEGG: https://www.genome.jp/entry/T05244

EXTERNAL RESOURCES
http://olivegenome.org/
https://genomaolivar.dipujaen.es/db/index.php



https://phytozome-next.jgi.doe.gov/info/Oeuropaea_v1_0
https://www.genome.jp/entry/T05244
http://olivegenome.org/
https://genomaolivar.dipujaen.es/db/index.php
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Superfanilies PLNO0OS0

+ Name Accession Description Interval E-value
[+] PLNOGOS0 super famity 31535 expansin A; Provisional 4-207 1.18e-113
SEQUENCES

Peptide

>0euEXPA-24

MIRGACGYGNLYSQGYGTNTSALSTALFNNGLSCGACYEMRCNDDPKWCLPGTITIT
ATNFCSPNYALANNNGGWCNPPLQHFDLAQPAFLKIALYHAGIVPVAYRRIPCVKKG
GMRFTINGHSYFNLVLITNVGGVGDVHAVWIKGSSTGWQQLSRNWGQNWQSNSYL
NGQSLSFRVTASDGHTVTSHNIVPAGWPFGQTFEGGQFLTSPRKQYLSLINRVSTYW
QKVMQP*

CDS (coding sequence)
>0euEXPA-24

ATGATACGTGGGGCGTGTGGATATGGTAATTTGTACAGCCAAGGTTATGGGACTA
ATACTTCTGCATTGAGCACTGCCCTTTTCAACAATGGGCTGAGCTGTGGTGCGTGC
TACGAAATGAGGTGCAACGACGACCCCAAATGGTGTCTTCCGGGGACGATAACC
ATCACCGCCACCAATTTCTGCTCACCAAACTATGCATTAGCTAATAACAACGGCG
GCTGGTGCAATCCACCTCTTCAACACTTCGATCTGGCTCAGCCTGCATTCTTGAAA
ATTGCACTGTACCATGCTGGTATAGTTCCTGTGGCCTATAGAAGGATTCCATGTGT
GAAGAAAGGAGGAATGAGGTTCACAATCAATGGCCATTCTTACTTCAACTTGGTG
TTGATAACAAACGTAGGTGGAGTAGGAGATGTGCATGCAGTATGGATCAAAGGG
TCAAGCACTGGTTGGCAACAGTTGTCAAGAAATTGGGGCCAAAATTGGCAGAGC
AATTCATACCTAAACGGCCAAAGTCTTTCTTTTAGAGTAACAGCCAGTGATGGCC
ACACAGTTACCAGCCACAACATTGTACCAGCAGGCTGGCCGTTTGGACAGACTTT
TGAAGGAGGCCAATTTTTAACAAGTCCTAGGAAACAATATTTGTCTCTCATTAAC
CGTGTTTCCACATATTGGCAAAAGGTAATGCAGCCGTAA

Nucleotide
>0euEXPA-24

ATGATACGTTAGATCACACACATTACTATGTAATAATATTTGGTCCAATCCAGTAT
ATGTAATAAACATGGCATCGTTGTTTTCAGGTGGGGCGTGTGGATATGGTAATTT
GTACAGCCAAGGTTATGGGACTAATACTTCTGCATTGAGCACTGCCCTTTTCAAC
AATGGGCTGAGCTGTGGTGCGTGCTACGAAATGAGGTGCAACGACGACCCCAAA
TGGTGTCTTCCGGGGACGATAACCATCACCGCCACCAATTTCTGCTCACCAAACT
ATGCATTAGCTAATAACAACGGCGGCTGGTGCAATCCACCTCTTCAACACTTCGA
TCTGGCTCAGCCTGCATTCTTGAAAATTGCACTGTACCATGCTGGTATAGTTCCTG



TGGCCTATAGAAGGTATAATTTTGAGTTAAAAATGCTCAGTTTCAAATTCTGAAA
TTAAATAACTATTTTTTCTTTTTCTTTTTTAATAATAATTGGAGCTCTTAAATTTCA
CTATCACGTACCAAACCCTCCATAAACTTCCAAAATGAGCAGTAAATGATGGAAA
TGCATAAATGGATTGTAATGCAACTCATAAAGGGCACGTTTGGCAATTGGCACAC
AATAATAGCATACCGATCTCCTGTCCATGGTGGGAAGAAGGTATCTTGTCCATCG
ATGAGGTAGCAAGACACCTAACAGGTATTTTTAGACTCGACCAGTGGACAAGAT
ATCTCTTGCCCTAATAATTAGTATAATAGACAATTTTTTAACTTATTTTTCTTTTGT
TCAGTCTACTTTATCACACATATTAAAAGATCATTATCACCTAGTTATATGTGCGT
CATTTTGATTGTACTTCCTTATAATAATCATACGACAGTTGTTAACGGATTCATCA
ACGACGTCATTTATGTTGCTTTTTGACAGGATTCCATGTGTGAAGAAAGGAGGAA
TGAGGTTCACAATCAATGGCCATTCTTACTTCAACTTGGTGTTGATAACAAACGT
AGGTGGAGTAGGAGATGTGCATGCAGTATGGATCAAAGGGTCAAGCACTGGTTG
GCAACAGTTGTCAAGAAATTGGGGCCAAAATTGGCAGAGCAATTCATACCTAAA
CGGCCAAAGTCTTTCTTTTAGAGTAACAGCCAGTGATGGCCACACAGTTACCAGC
CACAACATTGTACCAGCAGGCTGGCCGTTTGGACAGACTTTTGAAGGAGGCCAAT
TTTTAACAAGTCCTAGGAAACAATATTTGTCTCTCATTAACCGTGTTTCCACATAT
TGGCAAAAGGTAATGCAGCCGTAA






