IDENTIFICATION

Species: Citrus sinensis

Locus: orangel.1g025298m

Gene Model: orangel.1g025298m
Description: CisEXPA-02
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-02
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DOMAIN ARCHITECTURE
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Query seq. e

Specific hits PLN00193
Superfanilies PLN00193 superfamily

Name Accession Description interval E-value
[+] PLNO0193 PLN00193 expansin-A; Provisional 1-255 1.14e-169
SEQUENCES

Peptide

>CisEXPA-02

MAKTLLTSAILIQLCCLSVSIKAFSPSGWTQAHATFYGGSDASGTMGGACGYGNLYS
TGYGISTAALSTALFNDGASCGQCYRIMCDYKSDTRWCIKGTSVTITATNFCPPNFAL
PSDNGGWCNPPRQHFDMAYPAWQKIGIYRGGIVPVLYQRVPCKKPGGVRFTINGRD

YFELVLISNVAGAGSIKSAYIKGSSTNWMAMSRNWGANWQSNAY LNGQSLSFKVTT
TDGETRIFPNVVPSNWHFGQSFASSIQF*

CDS (coding sequence)
>CisEXPA-02

ATGGCGAAAACCTTGCTTACATCTGCAATCTTGATTCAACTCTGCTGTTTAAGTGT
CAGTATCAAAGCTTTTTCGCCTTCAGGCTGGACCCAAGCTCATGCCACATTCTACG
GAGGCAGCGATGCCTCAGGGACAATGGGGGGAGCCTGCGGGTATGGCAACTTGT
ATTCAACTGGGTATGGAATAAGCACAGCAGCATTGAGCACCGCATTGTTCAACGA
TGGAGCTTCATGTGGGCAATGCTACCGGATCATGTGTGACTATAAATCTGATACT
AGATGGTGCATAAAAGGTACATCTGTAACCATTACCGCTACAAACTTTTGCCCTC
CTAACTTCGCTCTTCCAAGCGACAATGGTGGCTGGTGCAATCCTCCTCGCCAGCA
TTTTGACATGGCTTATCCCGCTTGGCAAAAGATTGGCATTTACAGAGGCGGGATC
GTGCCCGTTCTGTACCAAAGGGTACCGTGCAAGAAGCCTGGTGGAGTGAGATTCA
CTATTAATGGGAGGGATTATTTTGAGCTCGTATTGATTTCAAACGTGGCTGGGGC
TGGATCGATTAAATCTGCATACATCAAAGGTTCAAGTACAAATTGGATGGCAATG
TCAAGAAACTGGGGAGCTAATTGGCAATCAAATGCTTATCTCAATGGCCAATCGC
TATCATTCAAAGTCACTACTACAGATGGTGAAACAAGAATATTTCCAAATGTTGT
GCCATCTAACTGGCATTTTGGCCAATCTTTCGCTAGCAGTATCCAGTTCTAG

Nucleotide
>CisEXPA-02

ATGGCGAAAACCTTGCTTACATCTGCAATCTTGATTCAACTCTGCTGTTTAAGTGT
CAGTATCAAAGCTTTTTCGCCTTCAGGCTGGACCCAAGCTCATGCCACATTCTACG
GAGGCAGCGATGCCTCAGGGACAATGGGTACGTAAATTTTTCCTTTCATATCCCT

AGAGTTTGTTTGTAACCGTTGTGCTTCAACTTGAACTTAATTTTGAGACTACAATA




GCTAATAGAGCATATATATGTAAAAATCATCTGCATTTGGCTATAGGGGGAGCCT
GCGGGTATGGCAACTTGTATTCAACTGGGTATGGAATAAGCACAGCAGCATTGAG
CACCGCATTGTTCAACGATGGAGCTTCATGTGGGCAATGCTACCGGATCATGTGT
GACTATAAATCTGATACTAGATGGTGCATAAAAGGTACATCTGTAACCATTACCG
CTACAAACTTTTGCCCTCCTAACTTCGCTCTTCCAAGCGACAATGGTGGCTGGTGC
AATCCTCCTCGCCAGCATTTTGACATGGCTTATCCCGCTTGGCAAAAGATTGGCAT
TTACAGAGGCGGGATCGTGCCCGTTCTGTACCAAAGGTATCATCTTGATTCGCGG
GAGTGATAGATTCTTTCAGTTGAAATAACATAGCTAGTACCACCGGCATTATGTT
TATGATGTTAATTTTGGTGTTTTTACGGAGCAGGGTACCGTGCAAGAAGCCTGGT
GGAGTGAGATTCACTATTAATGGGAGGGATTATTTTGAGCTCGTATTGATTTCAA
ACGTGGCTGGGGCTGGATCGATTAAATCTGCATACATCAAAGGTTCAAGTACAAA
TTGGATGGCAATGTCAAGAAACTGGGGAGCTAATTGGCAATCAAATGCTTATCTC
AATGGCCAATCGCTATCATTCAAAGTCACTACTACAGATGGTGAAACAAGAATAT
TTCCAAATGTTGTGCCATCTAACTGGCATTTTGGCCAATCTTTCGCTAGCAGTATC
CAGTTCTAGTCAAGTTGAAAACGGCTTCAGGGTACAGGATTTGTGGTTTCAATTG
GCAGAGGCGTCCTTGTTATTTCATTGAAGCAGCCCGCCAGATTTTAATGACTTTTC
TGACTATAAGAACGGTTAATGTCAAATCTCAGGTGAACGAAATTGGAAGCAATCC
ATGAACTCGAAGCCACTGATGATTTGTTGATGCTGAAATTATTCAAAGATCATGT
TAAATAGTCATGCACAACAATAAGAAGCTCAGCCACTTAAGCTGCAGCTTCGACA
TATA





