IDENTIFICATION
Species: Olea europaea
Locus: Oeu010219

Gene Model: Oeu010219.1
Description: OeuEXPA-10
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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Query seq,
Superfanilies PLNO0OS0

+ Name Accession Deseription Interval E-value
[+] PLN0ODO50 super family 31535 expansin A; Provisiona 1-226 9 23e-131
SEQUENCES

Peptide

>0euEXPA-10

MVSCAYGYYGGWINAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTAL
FNNGLSCGACFQLVCVNDPQWCLRGSIIVTATNFCPPGGWCDPPNHHFDLSQPVFLRI
AQYRAGIVPVAYRRVPCRRRGGIRFTINGHSYFNLVLITNVGGAGDVHAVFIKGSRTA
WQPMSRNWGQNWQSNSYLNGQSLSFKVTTSNGRAVVSYNVAPPNWSFGQTFSGRQ
FR*

CDS (coding sequence)
>0euEXPA-10

ATGGTGTCATGTGCATATGGCTACTATGGTGGTTGGATTAATGCTCATGCCACCTT
CTACGGAGGCGGTGATGCTTCTGGAACAATGGGTGGCGCATGTGGGTATGGAAA
CCTGTACAGTCAGGGTTATGGAACTAATACAGCAGCATTGAGTACAGCCCTTTTC
AACAATGGATTGAGTTGTGGTGCATGTTTTCAATTAGTGTGTGTGAATGATCCAC
AATGGTGTCTTCGTGGCAGCATTATTGTTACAGCCACAAACTTCTGCCCTCCAGG
GGGTTGGTGCGATCCCCCGAACCACCACTTTGATCTCTCTCAGCCCGTTTTCTTGC
GTATTGCGCAATACAGAGCCGGGATTGTTCCCGTGGCTTACAGAAGGGTACCCTG
CAGGAGAAGGGGTGGCATTAGGTTCACCATCAATGGTCATTCATATTTCAATCTT
GTTCTAATTACCAATGTTGGGGGTGCAGGTGATGTGCATGCAGTGTTCATCAAGG
GCTCAAGAACTGCCTGGCAACCAATGTCAAGAAACTGGGGCCAAAATTGGCAGA
GTAATTCTTACCTCAATGGACAAAGTTTATCATTTAAGGTTACCACTAGCAATGGT
CGAGCCGTCGTCTCTTACAACGTTGCCCCTCCAAACTGGTCTTTCGGCCAAACTTT
TTCAGGTCGTCAGTTCCGCTAA

Nucleotide
>0euEXPA-10

ATGGTGTCATGTGCATATGGCTACTATGGTGGTTGGATTAATGCTCATGCCACCTT
CTACGGAGGCGGTGATGCTTCTGGAACAATGGGTATGTACATACACATAAACATT
TCCCATTTTTGCCTAATCATATTGAATAAAGCTGTTTGTACAGATGAACTGTACAA
GGTAGGTAACCGGTGTTGAGATGTCAACACGATATTGAATATTTTAACTTTATTCT
TTGTCCAAACTTCAATGAAATGTTGTCATCTGACATTCTGTAAATTCATCCGGCAA
ATATGTCCATACATTTAGCATCGTTGAATCATATTTTAAAATTATTTCCTCGACCA

CAGAACTACCGAATATTTTATTAGAGATGACCGTTGCTCTCGTTAGTAAGGATTA




GGGTATAATCAATGACATTGTCTTACTTCTTTCTTAATTCTTATAGGTGGCGCATG
TGGGTATGGAAACCTGTACAGTCAGGGTTATGGAACTAATACAGCAGCATTGAGT
ACAGCCCTTTTCAACAATGGATTGAGTTGTGGTGCATGTTTTCAATTAGTGTGTGT
GAATGATCCACAATGGTGTCTTCGTGGCAGCATTATTGTTACAGCCACAAACTTC
TGCCCTCCAGGGGGTTGGTGCGATCCCCCGAACCACCACTTTGATCTCTCTCAGCC
CGTTTTCTTGCGTATTGCGCAATACAGAGCCGGGATTGTTCCCGTGGCTTACAGA
AGGTGATCGTCGTGTAGAGTTTGCATTTTCCAATTTTTACTCGAGTCAATCCTAAT
GAAGGTCATTTTGTTTTCTTTTAACTGTTTTGTGTAGGGTACCCTGCAGGAGAAGG
GGTGGCATTAGGTTCACCATCAATGGTCATTCATATTTCAATCTTGTTCTAATTAC
CAATGTTGGGGGTGCAGGTGATGTGCATGCAGTGTTCATCAAGGGCTCAAGAACT
GCCTGGCAACCAATGTCAAGAAACTGGGGCCAAAATTGGCAGAGTAATTCTTACC
TCAATGGACAAAGTTTATCATTTAAGGTTACCACTAGCAATGGTCGAGCCGTCGT
CTCTTACAACGTTGCCCCTCCAAACTGGTCTTTCGGCCAAACTTTTTCAGGTCGTC
AGTTCCGCTAA




