IDENTIFICATION
Species: Olea europaea
Locus: Oeu004157

Gene Model: Oeu004157.1
Description: OeuEXPA-03
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 PLN0O0OS0

B Name Accession Description Interval E-value
[+] PLNO0O50 super family 31535 expansin A; Provisional 31-258 1.83e-120
SEQUENCES

Peptide

>0euEXPA-03

MGLVDLVCNIVFLVLLLSLVVQARIPGVYRGESWQGAHATFYGGSDASGTMGGACG
YGNLYSQGYGVNTAALSTALFNKGFSCGACFEIKCSNERQWCHAGSPSIFITATNFCP
PNYALPNDNGGWCNPPRSHFDLAMPMFLKIAEYRAGIVPVVYRRVPCRRQGGVRFTI
NGFRYFNLVLVTNVAGAGDIVKVSIKGSRTGWMSMSRNWGQNWQSNSVLVGQSLS
FRVTGSDRRTSTSWNIASAHWQFGQTFVGKNFRV*

CDS (coding sequence)
>0euEXPA-03

ATGGGTTTAGTCGATCTAGTCTGCAACATTGTTTTTCTCGTCTTACTTCTTTCACTG
GTAGTTCAAGCCAGAATCCCCGGAGTTTACAGAGGTGAATCATGGCAAGGTGCCC
ATGCCACCTTCTATGGAGGGAGTGATGCCTCTGGCACAATGGGTGGTGCTTGTGG
ATATGGAAACTTGTACAGCCAAGGTTACGGAGTTAACACCGCCGCCCTCAGCACG
GCGTTGTTCAACAAAGGGTTCAGCTGCGGGGCGTGCTTCGAGATCAAGTGTTCTA
ACGAACGGCAGTGGTGCCACGCCGGCAGCCCCTCCATTTTCATCACTGCCACCAA
TTTCTGCCCGCCCAACTACGCTCTGCCAAATGACAATGGCGGTTGGTGCAACCCG
CCAAGGTCGCACTTCGACCTAGCCATGCCCATGTTTCTTAAAATAGCCGAATATC
GGGCTGGAATTGTTCCCGTAGTTTACCGGAGAGTGCCATGCAGAAGGCAAGGAG
GCGTAAGGTTCACGATCAATGGATTCCGTTACTTTAACCTGGTTTTGGTCACCAAC
GTCGCGGGTGCAGGAGATATTGTAAAAGTAAGCATTAAGGGGTCGAGAACCGGG
TGGATGAGCATGAGTCGAAATTGGGGCCAAAACTGGCAATCAAACTCAGTTTTAG
TTGGTCAATCGCTCTCATTTAGAGTGACCGGTAGTGATCGACGCACCTCCACTTCA
TGGAACATAGCCTCTGCACATTGGCAATTTGGTCAAACTTTTGTTGGAAAGAACT
TCAGAGTCTGA

Nucleotide
>0euEXPA-03

ATGGGTTTAGTCGATCTAGTCTGCAACATTGTTTTTCTCGTCTTACTTCTTTCACTG
GTAGTTCAAGCCAGAATCCCCGGAGTTTACAGAGGTGAATCATGGCAAGGTGCCC
ATGCCACCTTCTATGGAGGGAGTGATGCCTCTGGCACAATGGGTGTGTAAAAAAT
TCATAAACTATTTCTCATATTACGTTCTGTAGATTTTTCCCTTAGAGGTAACAAGT
TTTATGTTCAGGTGGTGCTTGTGGATATGGAAACTTGTACAGCCAAGGTTACGGA



GTTAACACCGCCGCCCTCAGCACGGCGTTGTTCAACAAAGGGTTCAGCTGCGGGG
CGTGCTTCGAGATCAAGTGTTCTAACGAACGGCAGTGGTGCCACGCCGGCAGCCC
CTCCATTTTCATCACTGCCACCAATTTCTGCCCGCCCAACTACGCTCTGCCAAATG
ACAATGGCGGTTGGTGCAACCCGCCAAGGTCGCACTTCGACCTAGCCATGCCCAT
GTTTCTTAAAATAGCCGAATATCGGGCTGGAATTGTTCCCGTAGTTTACCGGAGG
TAATATTCTCGGCCCGTCCCTTTTACTCTTCTGTTTACTTGAGTATAAGTCGTGTTT
GTTACATCGCAAGCATACCTTCCGAAGTCAAATCAAGTTGTTACGTAGAGAAGTC
ACGAATTTTGTTACCAAATACTTGGCTAAATAGCAAAAAAGTTGTGCCATTAACC
TTTGTCCCTTGTTCACAATTGGACATGTGAGACCCTTTTTAGTCTCTTTCAGCTTCA
AATATTTTTTGGAGTCTCCATCAAAATCAAATTATTGCAGACCCGGCTCGTTTTGG
AGTATAGATTGCCATCCAAACGAGTAAGGGCATCAAAGGAAATTCAAACAAAAT
GCTCAAAATCGGGTGTGACCATTTCTATTCATCACTTGGAATTTGGTTGTCAAACT
AGTAGAAATTAAAACCAAGGAAACATCATATCCTTATTTAACAAGAAAAACCCG
AGCCAATCATATCGCTATCGGGACCCACTTTATCGTCATTACATCTTGTCTTTTCG
ATTTTTTTTTTCCATGTAAAATCAGCACCGTTATCCCAAGTGCACGTGAATCAACG
TACTGTAAGTAACCTTTAAACACAATTAAACGTAAATTAACACCAAACATGTGGT
TTTATTATGCAGAGTGCCATGCAGAAGGCAAGGAGGCGTAAGGTTCACGATCAAT
GGATTCCGTTACTTTAACCTGGTTTTGGTCACCAACGTCGCGGGTGCAGGAGATA
TTGTAAAAGTAAGCATTAAGGGGTCGAGAACCGGGTGGATGAGCATGAGTCGAA
ATTGGGGCCAAAACTGGCAATCAAACTCAGTTTTAGTTGGTCAATCGCTCTCATTT
AGAGTGACCGGTAGTGATCGACGCACCTCCACTTCATGGAACATAGCCTCTGCAC
ATTGGCAATTTGGTCAAACTTTTGTTGGAAAGAACTTCAGAGTCTGA






