IDENTIFICATION
Species: Olea europaea
Locus: Oeu026705

Gene Model: Oeu026705.1
Description: OeuEXPA-21
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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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNO00OS0

-+ Name Accession Description Interval  E-value
[+] PLNO0050 super family 31535 expansin A; Provisional 45-262 6.43e-87
SEQUENCES

Peptide

>0euEXPA-21

MAGILQALVLSSLLILVLALPITNAFPIGKAPKPRSLHQSILRPWKKGRATFYGGADAS
GTVGGACGFEDPIKEYGLHTVALSTVLYKNGSNCGACYEIKCDKKNKMCKPGASSIY
VTATNYCPPGGWCSPPAHHFDLSEPAFTKVAEQSAGVVPILFRRVHCKKQGGIKFTV
TGSPYFNMVSISNVGGAGNVKKVEVKGHKKLNHWTELNHNWGTKWDTSATLVGE
KLSFRITTGDGRTIVSHNVAPSDWQFGQTFEGKNFNL*

CDS (coding sequence)
>0euEXPA-21

ATGGCAGGTATTTTGCAAGCACTTGTGTTATCTTCTTTGCTGATTCTTGTGCTTGC
ATTGCCTATCACAAATGCCTTCCCCATAGGTAAAGCTCCAAAACCAAGGTCGCTG
CATCAATCTATATTACGTCCGTGGAAGAAGGGTCGTGCAACCTTCTACGGTGGAG
CCGATGCCTCGGGAACCGTGGGAGGTGCCTGCGGTTTCGAAGACCCGATAAAAG
AATATGGGTTGCATACAGTGGCATTGAGCACTGTATTGTACAAAAACGGGTCAAA
TTGTGGAGCTTGCTATGAAATCAAATGTGACAAGAAAAACAAAATGTGCAAACC
CGGAGCATCATCCATTTATGTTACCGCCACCAATTATTGCCCTCCCGGCGGCTGGT
GCAGTCCGCCCGCCCACCATTTCGACTTGTCCGAGCCCGCATTTACTAAGGTTGCT
GAACAATCTGCTGGAGTCGTTCCTATTCTATTTCGAAGGGTTCATTGCAAGAAAC
AAGGAGGCATTAAATTTACCGTAACAGGGAGTCCTTATTTCAACATGGTGTCGAT
ATCGAACGTTGGAGGGGCAGGAAATGTAAAAAAGGTGGAAGTCAAAGGTCACAA
GAAATTGAATCATTGGACAGAATTGAATCATAATTGGGGTACCAAGTGGGATACC
AGTGCAACACTTGTTGGCGAGAAACTAAGTTTCCGTATAACCACTGGCGACGGCA
GAACCATAGTTTCACACAACGTTGCCCCTAGTGATTGGCAATTTGGTCAGACCTT
CGAAGGCAAAAATTTCAACCTATAG

Nucleotide
>0euEXPA-21

ATGGCAGGTATTTTGCAAGCACTTGTGTTATCTTCTTTGCTGATTCTTGTGCTTGC
ATTGCCTATCACAAATGCCTTCCCCATAGGTAAAGCTCCAAAACCAAGGTCGCTG
CATCAATCTATATTACGTCCGTGGAAGAAGGGTCGTGCAACCTTCTACGGTGGAG
CCGATGCCTCGGGAACCGTGGGTATATCCACTTTTTGCCTTTATTTATTTATTTATT
TATTTTTTTGAAAATATATAACCATGTGTAAAACTAAAAAACGTTGAAGTCCAAA




CTTCATTATTCGAAACAAATTCTCTAGAATTTATTTCTTGTATTTGCTTTACCTACG
AATCATAATATATAATGAAAAGGTCATCAGGATTTGAGAGCCCCGCTTGACAATT
TTCTGCTTCACATAGAAGAGATTCCTCACCTAATTTAAGTCAATTTACTTTAAAAT
CTCTTTTGTTCAAAATCAACTTCTTAATCTCATAAATAGATTTTGACGTTTCAAAA
GTTTTGTCGAATGAGTTCTCGATGTCTGTTTTAGTGTGTGAGAGGCATGAAGAAA
ACTTTGTCATCCTACTCTTTTTGCAGGAGGTGCCTGCGGTTTCGAAGACCCGATAA
AAGAATATGGGTTGCATACAGTGGCATTGAGCACTGTATTGTACAAAAACGGGTC
AAATTGTGGAGCTTGCTATGAAATCAAATGTGACAAGAAAAACAAAATGTGCAA
ACCCGGAGCATCATCCATTTATGTTACCGCCACCAATTATTGCCCTCCCGGCGGCT
GGTGCAGTCCGCCCGCCCACCATTTCGACTTGTCCGAGCCCGCATTTACTAAGGTT
GCTGAACAATCTGCTGGAGTCGTTCCTATTCTATTTCGAAGGTATCAAATAATAA
AAAAATCGAATAAACGTATTTTGTGAGCTATAATATCAAATTTTGAATTTTGTTGC
AGGGTTCATTGCAAGAAACAAGGAGGCATTAAATTTACCGTAACAGGGAGTCCTT
ATTTCAACATGGTGTCGATATCGAACGTTGGAGGGGCAGGAAATGTAAAAAAGG
TGGAAGTCAAAGGTCACAAGAAATTGAATCATTGGACAGAATTGAATCATAATT
GGGGTACCAAGTGGGATACCAGTGCAACACTTGTTGGCGAGAAACTAAGTTTCCG
TATAACCACTGGCGACGGCAGAACCATAGTTTCACACAACGTTGCCCCTAGTGAT
TGGCAATTTGGTCAGACCTTCGAAGGCAAAAATTTCAACCTATAG






