
IDENTIFICATION 

Species: Citrus sinensis 

Locus: orange1.1g025347m 

Gene Model: orange1.1g025347m 

Description: CisEXPA-19 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>CisEXPA-19 

MTNIAASSSVALLLFVLNFCFRGTFGDYGGGWQSGHATFYGGGDASGTMGGACGY

GNLYSQGYGTNTAALSTALFNNGLSCGSCYEMKCENDPKWCLPGSIIVTATNFCPPN

LALSNDNGGWCNPPLQHFDMAEPAFLQIAQYRAGIVPISFRRIPCAKKGGIRFTVNGH

SYFNLVLITNVGGAGDVHSVSIKGSKTGWQAMSRNWGQNWQSNSYLNGQSLSFQLT

ASDGRTVTSNNVVPGNWQFGQTFEGGQF*  

CDS (coding sequence) 

>CisEXPA-19 

ATGACCAATATTGCAGCATCATCTAGCGTTGCTCTCCTTTTGTTTGTGCTCAATTTT

TGCTTTCGTGGCACATTTGGAGACTATGGTGGTGGGTGGCAAAGTGGCCATGCAA

CTTTCTATGGCGGGGGTGATGCTTCCGGCACAATGGGTGGTGCTTGTGGGTATGG

CAATTTGTACAGCCAAGGCTATGGGACTAACACTGCAGCACTCAGTACCGCTCTA

TTCAACAATGGCCTAAGCTGTGGTTCATGCTATGAAATGAAATGTGAAAATGACC

CCAAGTGGTGCCTCCCCGGCTCCATCATTGTCACCGCCACCAACTTCTGCCCACCT

AACCTTGCCCTGTCTAACGACAACGGCGGTTGGTGCAATCCTCCCCTCCAGCACT

TTGACATGGCTGAGCCCGCTTTCTTGCAAATTGCCCAATACCGCGCCGGCATCGT

CCCAATTTCCTTCAGAAGGATCCCGTGTGCGAAGAAAGGAGGAATAAGGTTTACC

GTCAATGGACACTCATACTTCAACCTGGTTTTGATCACAAATGTCGGAGGAGCAG

GAGATGTACATTCAGTATCAATCAAGGGTTCAAAGACTGGATGGCAAGCAATGTC

AAGGAACTGGGGCCAAAATTGGCAGAGCAATTCTTATCTTAACGGCCAAAGTCTT

TCTTTCCAATTGACAGCCAGTGACGGCAGGACTGTGACTAGCAACAATGTTGTGC

CTGGAAATTGGCAATTTGGGCAAACCTTTGAGGGTGGTCAGTTTTAG  

Nucleotide 

>CisEXPA-19 

AAGCCACTAAGCACTCAAAGCATCTCTCTTTTTCTTAACAAAAAAACACATAAAC

ATAAGCAGCCAGCAGTAGCAGCCATGACCAATATTGCAGCATCATCTAGCGTTGC

TCTCCTTTTGTTTGTGCTCAATTTTTGCTTTCGTGGCACATTTGGAGACTATGGTGG

TGGGTGGCAAAGTGGCCATGCAACTTTCTATGGCGGGGGTGATGCTTCCGGCACA



ATGGGTAAGTGTATAAGTAACAAGTTAAAACATTTGTCTCTTTTGTTGCATAACTT

TTTGGTCAATTTGCCATGATGGCAATTGATGTTTTCTACTTGGTACTGTAGGTGGT

GCTTGTGGGTATGGCAATTTGTACAGCCAAGGCTATGGGACTAACACTGCAGCAC

TCAGTACCGCTCTATTCAACAATGGCCTAAGCTGTGGTTCATGCTATGAAATGAA

ATGTGAAAATGACCCCAAGTGGTGCCTCCCCGGCTCCATCATTGTCACCGCCACC

AACTTCTGCCCACCTAACCTTGCCCTGTCTAACGACAACGGCGGTTGGTGCAATC

CTCCCCTCCAGCACTTTGACATGGCTGAGCCCGCTTTCTTGCAAATTGCCCAATAC

CGCGCCGGCATCGTCCCAATTTCCTTCAGAAGGTAACAACATATCACATTATAAA

GTTGATGTCACTACACTTGTAAGCCTGTATGAATCTGATTTTGACATGTTTCTATC

CGGATTTGTAATCAGGATCCCGTGTGCGAAGAAAGGAGGAATAAGGTTTACCGTC

AATGGACACTCATACTTCAACCTGGTTTTGATCACAAATGTCGGAGGAGCAGGAG

ATGTACATTCAGTATCAATCAAGGGTTCAAAGACTGGATGGCAAGCAATGTCAAG

GAACTGGGGCCAAAATTGGCAGAGCAATTCTTATCTTAACGGCCAAAGTCTTTCT

TTCCAATTGACAGCCAGTGACGGCAGGACTGTGACTAGCAACAATGTTGTGCCTG

GAAATTGGCAATTTGGGCAAACCTTTGAGGGTGGTCAGTTTTAGATTTTAAAAAA

GTGAATCAGAATTTGTATATTTAATTGAATTTGGCACTGTTTGTGAGGGAGGAAG

GGTGAGAATAGGGGTAGGTGAGGCTCAGGCCTGGCCGATGTGGCCTGTCTTGTTG

CTGTGGTGGTCTGTTGGCACCCGCTAGGCCTCTATAAATAGAAATGATTGTGTTCT

ATATATAGTTATTACTTCAATTGAATGAACGGGTATAATTTCATTCAGCGTTGTGA

TTTCTGGTTATCATTTGAGACATCAGTTAAAAGTTTATTGATAAAAAAAATTTCAA

TCTTAATGTGTAATTCAGAATTTTTTTTGATGAAAAATAAAAAATTTCCTCTCCAA

ATTATTAAACTACGTAGCCCGACCTATATAAAAATCGGTTTCCACCAACATCATA

TTCATAACACAATTTTGGATGTTATTCTTAAATCAACTCATTTTTACATAAATTTG

AACGCAAGTGTAAATAATTTATAAACAGAAATCACCTCAAGAACATTTTGTTTTC

TATCATACCAAAAGCTAATGGATGATTATTATTATTATCATCATCATCATCATCAT

CGTCATCTTTTGGCTAGTTGATAAATCAACAATTACCTCTTAAAAATGTGATAAA

AATAAAAATCAAAAGCCTCATATTTATGTTACT 




