IDENTIFICATION

Species: Citrus sinensis

Locus: orangel.19044678m

Gene Model: orangel.1g044678m
Description: CisEXPA-03
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Csinensis_v1 1
Kegg: https://www.genome.jp/entry/T02983

EXTERNAL RESOURCES

https://www.citrusgenomedb.org/organism/Citrus/sinensis



https://phytozome-next.jgi.doe.gov/info/Csinensis_v1_1
https://www.genome.jp/entry/T02983
https://www.citrusgenomedb.org/organism/Citrus/sinensis

GENE STRUCTURE

CisEXPA-03
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Legend:
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 17-239  4.91e-99
SEQUENCES

Peptide

>CisEXPA-03

MAIALSLFSSASTLNEWSPAHATFYGDMAGNETMYGACGYGDLFKQGYGLETTALS
TALFNNGQTCGACYQIVCYNSKWCLKGAGAIGVTATNFCPPNYSKPHENWCNPPLK
HFDLSQPMFRKIAEYKGGIVPVLYRRVSCVKSGGVMFEMLGNPYWILVLVYNVGGA
GEVINVKIKGSSTGWIQMSRNWGQNWQTSAQLLGQSLSFQVTTSDGKMVQFDDVAP
PHWQFGDVFEGKQNF*

CDS (coding sequence)
>CisEXPA-03

ATGGCAATAGCGCTGAGTCTCTTTAGCTCAGCTTCAACGTTAAATGAGTGGAGTC
CCGCACATGCAACGTTTTACGGTGACATGGCTGGCAATGAAACAATGTACGGAGC
TTGTGGCTATGGAGACCTATTTAAACAAGGGTATGGCCTCGAGACAACAGCTTTA
AGCACAGCTCTTTTCAACAATGGCCAAACTTGCGGCGCCTGTTATCAAATCGTGT
GCTATAACTCCAAATGGTGCCTGAAGGGGGCGGGTGCTATTGGCGTAACTGCGAC
AAATTTTTGCCCTCCGAATTACAGCAAACCCCATGAAAATTGGTGCAATCCTCCC
CTGAAACACTTTGATTTGTCACAACCCATGTTCCGAAAAATTGCAGAGTACAAAG
GTGGCATTGTCCCTGTCTTATACCGAAGAGTGTCTTGCGTTAAATCTGGAGGGGTT
ATGTTTGAAATGCTTGGGAATCCTTATTGGATACTTGTTTTAGTGTACAATGTTGG
GGGTGCTGGTGAGGTGATTAATGTGAAGATTAAAGGATCAAGCACGGGTTGGAT
ACAAATGTCGCGAAACTGGGGCCAGAACTGGCAAACTTCTGCACAATTACTAGG
GCAAAGCTTGTCATTTCAAGTCACTACCAGTGATGGCAAAATGGTTCAATTTGAT
GATGTTGCACCGCCGCATTGGCAATTTGGTGATGTGTTTGAGGGCAAACAGAATT
TTTAA

Nucleotide
>CisEXPA-03

ATGGCAATAGCGCTGAGTCTCTTTAGCTCAGCTTCAACGTTAAATGAGTGGAGTC

CCGCACATGCAACGTTTTACGGTGACATGGCTGGCAATGAAACAATGTGTAAATT
ACTTCAACCTCAATGTCGAGATTTTTCTTTTCTTTTCTTTTTCAGAAACATAGATTG
CAATCCTGAAAAATTGAACCATTAATTTCGTTTTCATTTTGCACGTAACATACATG
CAGACGGAGCTTGTGGCTATGGAGACCTATTTAAACAAGGGTATGGCCTCGAGAC




AACAGCTTTAAGCACAGCTCTTTTCAACAATGGCCAAACTTGCGGCGCCTGTTAT
CAAATCGTGTGCTATAACTCCAAATGGTGCCTGAAGGGGGCGGGTGCTATTGGCG
TAACTGCGACAAATTTTTGCCCTCCGAATTACAGCAAACCCCATGAAAATTGGTG
CAATCCTCCCCTGAAACACTTTGATTTGTCACAACCCATGTTCCGAAAAATTGCA
GAGTACAAAGGTGGCATTGTCCCTGTCTTATACCGAAGAGTGTCTTGCGTTAAAT
CTGGAGGGGTTATGTTTGAAATGCTTGGGAATCCTTATTGGATACTTGTTTTAGTG
TACAATGTTGGGGGTGCTGGTGAGGTGATTAATGTGAAGATTAAAGGATCAAGC
ACGGGTTGGATACAAATGTCGCGAAACTGGGGCCAGAACTGGCAAACTTCTGCA
CAATTACTAGGGCAAAGCTTGTCATTTCAAGTCACTACCAGTGATGGCAAAATGG
TTCAATTTGATGATGTTGCACCGCCGCATTGGCAATTTGGTGATGTGTTTGAGGGC
AAACAGAATTTTTAA





