
IDENTIFICATION 

Species: Citrus sinensis 

Locus: orange1.1g024457m  

Gene Model: orange1.1g024457m 

Description: CisEXPA-13 

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-13 

MSPQLLTLVIQLLLLFTPAPTTVTSHYNYNFTSTSPPSQSEWRPARATFYAASDPRDK

VGGACGYGDLEKAGYGQATAGLSEILFERGQICGACFELRCFEDIRWCIPGTSIIVTVT

NFCAPNYGFNPDGGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRYNFILILSIRF

TIDGSDIFISALISNVAGAGDVVAVKIKGSRTGWLPMGRNWGQNWHINANLKNQPLS

FEVTTSDGLTVTSYNVAPKNWNFGQTFEGKQFES* 

CDS (coding sequence) 

>CisEXPA-13 

ATGTCGCCACAACTGTTAACTCTTGTAATACAACTGCTGCTTCTGTTCACACCAGC

ACCGACAACAGTCACCTCACACTACAACTACAACTTCACTTCCACGTCTCCCCCA

TCGCAATCCGAGTGGCGGCCGGCACGCGCCACTTTCTACGCGGCCTCCGATCCCC

GTGACAAGGTGGGCGGCGCGTGCGGGTACGGCGACCTCGAAAAGGCAGGCTACG

GTCAGGCCACCGCTGGACTGTCTGAGATTCTCTTCGAGCGCGGCCAGATCTGCGG

CGCCTGCTTTGAGCTCCGCTGTTTCGAGGATATCCGATGGTGCATTCCTGGAACCT

CTATAATTGTCACTGTCACTAACTTTTGTGCTCCTAATTACGGTTTTAACCCCGAT

GGCGGTGGCCACTGTAATCCTCCTAATAAGCATTTTGTTCTTCCCATCGAGGCTTT

CGAGAAAATCGCCATTTGGAAAGCTGGCAACATGCCCGTCCAGTACCGCAGGTAT

AATTTTATTTTAATTTTAAGCATTCGATTTACGATTGATGGTTCGGATATCTTCATT

TCAGCGTTGATCAGCAATGTTGCAGGTGCTGGAGATGTGGTTGCAGTGAAGATCA

AGGGTTCAAGAACCGGTTGGCTTCCAATGGGTCGGAATTGGGGCCAAAACTGGC

ACATAAATGCCAATCTGAAAAATCAACCTCTCTCATTTGAGGTCACCACTAGTGA

TGGCCTCACGGTTACATCTTATAATGTTGCTCCTAAGAATTGGAACTTTGGGCAG

ACCTTTGAAGGCAAACAATTTGAGTCTTAG 

Nucleotide 

>CisEXPA-13 

ATGTCGCCACAACTGTTAACTCTTGTAATACAACTGCTGCTTCTGTTCACACCAGC

ACCGACAACAGTCACCTCACACTACAACTACAACTTCACTTCCACGTCTCCCCCA

TCGCAATCCGAGTGGCGGCCGGCACGCGCCACTTTCTACGCGGCCTCCGATCCCC



GTGACAAGGTGGGCGGCGCGTGCGGGTACGGCGACCTCGAAAAGGCAGGCTACG

GTCAGGCCACCGCTGGACTGTCTGAGATTCTCTTCGAGCGCGGCCAGATCTGCGG

CGCCTGCTTTGAGCTCCGCTGTTTCGAGGATATCCGATGGTGCATTCCTGGAACCT

CTATAATTGTCACTGTCACTAACTTTTGTGCTCCTAATTACGGTTTTAACCCCGAT

GGCGGTGGCCACTGTAATCCTCCTAATAAGCATTTTGTTCTTCCCATCGAGGCTTT

CGAGAAAATCGCCATTTGGAAAGCTGGCAACATGCCCGTCCAGTACCGCAGGTAT

AATTTTATTTTAATTTTAAGTCCTGCATTTAATTAATATCACCAAAATCGTTTTTCT

GTTCATCTATCCGGTAGCTATAATAAAGAAGGGTTAGCGTTTGGTCATTTCCTTGT

AGAATTAGTGAATCACTCTCAAACTCGAGCTTCGTTTTCTGAAATTTCTTAGAATA

AACCAAAGGACAAGGGGCAAAGTTTACAGGGGTGATTGTTTTTGGATAATTATTG

CTGCTTTTTTTTTTTTTTTTTGGGTGTCGCAAGGCAGTGAGTATATAACCCCAGAG

GTTGATCGTATGAAGTAGATGTCTTGAAATTTGACTATCTGGTGTGTGAGTTGAG

AATTGCATGAGATTGGAGACTGCGATAAATTATGACAATGATCTGAAGCATTTAT

AACAAGGACCATTTCTAGGTCATTTCATGCGTGCAGCTGTCTTCCTTTGCCTCTAT

TTTACTTCATCGTGTAATAATTTTCCATGATGTGTATAAGGAAATGGGATATGATG

CAACATTAGTGTAGGTACTGGTCTTCAGATTGAATAAGAACATGCCAATAAATGC

TATAGAGATGGCACCTACTATATGGTTGCATCTCACTCATGCAGTTGTACATTTGT

GCTAATTTTTTGATGATCTGGCCGAAGAAGTGGTTCTAACACTAGCTCTTTGTTCG

TCTTAACCACCTCAGTGTAATCACAGACACAGTTATTTGAAGATCCTATGTGGAA

TGATAGTGGTAGGGGCTACCCTAATGAATTAAGAAAATCTGGTTTTGTTCTTTACC

TTTGCTCCAATGTTTATAATTTCAATTTCCTACTATTGTTAATTCTGCCCTTTACTT

GCTTTTACTTGACGTAAAGCTGTCTTCCGAGTTCCAATTTCTTCTTTTTGAAGTTGA

TCTAAATACATTTACACTGTTTTTGTTGAGGAACTCGTATTTTGGTTGTAAGCATA

TTGTAATCTTGAAAGGATTTCCCTTTCCTTATACATGTTGATTTTTGTTGGCATAG

GATAAAGTGCAAGAAAGGAANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNGGAGGCATTCGATTTACGATTGATGGTTCGG

ATATCTTCATTTCAGCGTTGATCAGCAATGTTGCAGGTGCTGGAGATGTGGTTGC

AGTGAAGATCAAGGGTTCAAGAACCGGTTGGCTTCCAATGGGTCGGAATTGGGG

CCAAAACTGGCACATAAATGCCAATCTGAAAAATCAACCTCTCTCATTTGAGGTC

ACCACTAGTGATGGCCTCACGGTTACATCTTATAATGTTGCTCCTAAGAATTGGA

ACTTTGGGCAGACCTTTGAAGGCAAACAATTTGAGTCTTAGATTAGCACCAATAG

CTTAATTAATTAAGTATACAGAAGAAGGTTTTTTTTTTTTTTTTTTTTTGGTTGTAT

TCGGGTGGAAGGTGTATGGTGGGTTTTTCTATTGCTGGGAAGATACTATTCTTCAA

GGTGTAATGATTCAGTGAATTATTGTGATTTTTGTACCTCTGTTTTGTTCCATTTTA

AGACCCCTTTCTTTAATAGGCACATTTAGGAACCCTTCTGCTCAATTGCTTGGGTT

TACCCATAAAGCACTGCGATCCGAAAATCTATTCGAAACATGACAACAGTAATAA

TAAAATTTTTTTATCCTCAACTAATACGAAACCAGGAAATTGCTACCTTACAACG

GATATATGTTACATAACTTGCAGCATTTTTCTATGAACAGACTAATTTTAAGTCTC

ATAAATATTTAAAGTCATCTGTGACCATCCAGCATCAGAACCGAACTTACTGATT

CACATTAGTGAAGAGTATAGATTCTGCAATGTAAACAGGATTGGTACAAATCTGT

GAACAATCTTGACAAAAGGTGCACA 




