
IDENTIFICATION 

Species: Citrus sinensis 

Locus: orange1.1g025007m 

Gene Model: orange1.1g025007m 

Description: CisEXLA-01 

Family: Expansin Like Alpha 

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 

>CisEXLA-01 

MAILLCFLFFLLSSATACDHCVHQSKVSYFSKTSALSKGACGYGSLALGLGSGHIAAA

VPSIYKNGAACGGTCFQVRCKNRALCSRKGTRVIVTDLNHNNKTDMVLSRRAFRAL

ANKGMDNEILKQRAVDVEYIRVPCEYKHHNLAVRVEESSKNPNYLAIKVLYQGGKT

EILGVVLSEYGSPVRIDMRRKFGAVWETDRAPKGPLQFGFPIVQGFDVKWIWAKNPV

PADWKIGVTYDAGVQITDVDFTDGCAECGPWN* 

CDS (coding sequence) 

>CisEXLA-01 

ATGGCTATCTTGCTTTGCTTTCTCTTCTTTCTCTTATCATCTGCCACTGCTTGTGAT

CACTGTGTGCACCAATCCAAGGTTTCCTACTTCTCCAAAACCTCCGCACTTTCAAA

GGGGGCATGTGGGTATGGCTCGTTGGCATTAGGGTTAGGTAGTGGACACATTGCT

GCTGCTGTTCCTTCCATTTACAAAAACGGAGCTGCCTGTGGTGGTACATGCTTTCA

GGTAAGGTGCAAGAACAGAGCTCTATGTAGCAGAAAAGGAACCAGAGTGATTGT

GACCGATCTCAATCACAACAACAAAACAGACATGGTCCTCAGCAGGAGAGCTTT

CAGGGCACTGGCCAACAAGGGCATGGACAATGAAATCTTGAAACAGAGAGCTGT

GGATGTGGAATACATAAGGGTTCCATGTGAATACAAACACCATAATTTAGCTGTG

CGCGTAGAAGAATCAAGCAAAAACCCAAATTACTTGGCGATTAAAGTGCTATAC

CAAGGCGGTAAAACAGAAATATTAGGAGTTGTTTTATCTGAGTATGGATCTCCCG

TTCGGATCGACATGCGCAGAAAATTTGGTGCTGTTTGGGAAACGGACAGAGCACC

GAAAGGGCCATTGCAGTTTGGATTTCCAATAGTACAAGGGTTTGATGTGAAGTGG

ATTTGGGCGAAGAACCCTGTTCCAGCTGACTGGAAGATTGGGGTCACATATGACG

CTGGAGTTCAGATTACTGACGTTGATTTTACGGATGGTTGTGCTGAATGTGGTCCT

TGGAACTGA 

Nucleotide 

>CisEXLA-01 

ATGGCTATCTTGCTTTGCTTTCTCTTCTTTCTCTTATCATCTGCCACTGCTTGTGAT

CACTGTGTGCACCAATCCAAGGTTTCCTACTTCTCCAAAACCTCCGCACTTTCAAG

TAAGCACTAAGCATCGATCTTGCTTTCATCCATTGTCCTTAATGATACCTTTTTTCT

TTTCTTTTCATAAAAAACAAATCTTTTTCTTTTCTTTTAATCAAAATCAAAACTGC



ATTGACCCATATGATATTTTAATAAGATTTTCAATGGGTACTCTTCATTTTTTGGA

TATGATGCAGAGGGGGCATGTGGGTATGGCTCGTTGGCATTAGGGTTAGGTAGTG

GACACATTGCTGCTGCTGTTCCTTCCATTTACAAAAACGGAGCTGCCTGTGGTGGT

ACATGCTTTCAGGTGTGTATAAATTATAATATACCCTCATTCATTTTTCCCCCCTTT

TTATTACTGTTTCTGTTATATGAAAATATGTTTTTAACTTGGGTAGATACTATAAT

TATTACTTTTGACAGGTAAGGTGCAAGAACAGAGCTCTATGTAGCAGAAAAGGA

ACCAGAGTGATTGTGACCGATCTCAATCACAACAACAAAACAGACATGGTCCTCA

GCAGGAGAGCTTTCAGGGCACTGGCCAACAAGGGCATGGACAATGAAATCTTGA

AACAGAGAGCTGTGGATGTGGAATACATAAGGTAATAGTAAGCAGATTATATGA

ACTTCAACTTAATTGATTATTATTATTACTATAATTTTAATGTGCAGACTAAGAGA

TTTTTTTTTTTTTTTTAAGTCTGATATTGCTGTCATCTAATGGATTTATTCTATATGC

TGCGTTGAATTAATTGTTCAGGGTTCCATGTGAATACAAACACCATAATTTAGCT

GTGCGCGTAGAAGAATCAAGCAAAAACCCAAATTACTTGGCGATTAAAGTGCTA

TACCAAGGCGGTAAAACAGAAATATTAGGAGTTGTTTTATCTGAGGTTAGTGACA

AAATTGAGAGAAGTCTGATTGGGTGTTTCTGGTGTATACACTCGCCGCAAAGTAA

TATGATCATATTTACGTAAGAGCAAATATGCGTGCACTTGAAGGAGTATACACCA

TAAATACTTAAACATTTTTCATATCATCATAGAATTTAATCAAAAAAAAAAATCC

TTAACTAATGAATGCTGCCGTATTTACAGTATGGATCTCCCGTTCGGATCGACATG

CGCAGAAAATTTGGTGCTGTTTGGGAAACGGACAGAGCACCGAAAGGGCCATTG

CAGTTTGGATTTCCAATAGTACAAGGGTTTGATGTGAAGTGGATTTGGGCGAAGA

ACCCTGTTCCAGCTGACTGGAAGATTGGGGTCACATATGACGCTGGAGTTCAGAT

TACTGACGTTGATTTTACGGATGGTTGTGCTGAATGTGGTCCTTGGAACTGA 




