
IDENTIFICATION 

Species: Gossypium raimondii 

Locus: Gorai.004G206100 

Gene Model: Gorai.004G206100.1 

Description: GrEXPA-11 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Graimondii_v2_1  

Kegg: https://www.genome.jp/entry/T04129  

EXTERNAL RESOURCES 

https://www.cottongen.org/species/Gossypium_raimondii/jgi_genome_221 

https://phytozome-next.jgi.doe.gov/info/Graimondii_v2_1
https://www.genome.jp/entry/T04129


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>GrEXPA-11 

MTSFDPWSFNFFSMTLATLAIIVSKSSVTVALPIEFRPSPWSLAHATFYGDETASETLG

GACGYGNLFSNGYGTDTAALSTTLFNNGFACGTCYQIQCVESTWCYPGVPFTTVTAT

NLCPPNWAQDSNYGGWCNPPRVHFDMSKPAFMKIAQWKAGIVPVMYRRVPCVRPG

GLRFYFQGNGYWLLIYVMNVGGGGDIAQMWVKGSKTGWISMSHNWGATYQAFAT

LGGQSLSFKITSYTSKETIIAWDVAPANWNVGSTYTTDVNFH* 

CDS (coding sequence) 

>GrEXPA-11 

ATGACTTCTTTTGATCCATGGAGTTTCAACTTCTTTTCGATGACGCTTGCAACGTT

GGCCATCATCGTCAGCAAATCTTCAGTCACTGTTGCATTACCAATCGAGTTCCGG

CCAAGCCCTTGGTCTCTTGCCCATGCCACCTTTTATGGCGACGAAACCGCCTCCGA

GACGCTGGGAGGAGCTTGTGGTTATGGGAATTTGTTTAGCAATGGTTATGGTACG

GACACAGCTGCTCTAAGTACAACGTTGTTCAACAATGGTTTTGCTTGTGGGACAT

GTTACCAGATACAGTGTGTTGAGTCAACTTGGTGCTACCCTGGGGTTCCATTCACC

ACAGTGACTGCTACCAATCTTTGCCCTCCAAATTGGGCCCAAGACTCCAACTACG

GTGGCTGGTGCAACCCTCCACGAGTCCACTTCGACATGTCCAAGCCCGCTTTTAT

GAAAATTGCACAATGGAAAGCTGGCATTGTCCCTGTCATGTATAGAAGGGTTCCA

TGTGTAAGGCCGGGGGGCCTTCGATTTTATTTCCAAGGAAATGGGTACTGGTTGT

TGATATACGTGATGAATGTAGGAGGCGGGGGTGACATTGCCCAAATGTGGGTTA

AAGGAAGCAAAACAGGGTGGATTAGCATGAGCCATAACTGGGGAGCTACATATC

AGGCATTTGCAACTCTTGGAGGCCAATCTCTTTCCTTTAAGATCACTTCATACACA

TCCAAGGAGACTATCATTGCCTGGGATGTTGCACCTGCTAATTGGAATGTAGGAT

CCACTTACACCACAGATGTGAACTTCCATTAA 

Nucleotide 

>GrEXPA-11 

ATGACTTCTTTTGATCCATGGAGTTTCAACTTCTTTTCGATGACGCTTGCAACGTT

GGCCATCATCGTCAGCAAATCTTCAGTCACTGTTGCATTACCAATCGAGTTCCGG

CCAAGCCCTTGGTCTCTTGCCCATGCCACCTTTTATGGCGACGAAACCGCCTCCGA

GACGCTGGGTATGTTCATCATATAATCATCTTCATAATGGCTAGTTATTGATGAGT

GCATATTTTCACTTGTTATGGTGACAGGAGGAGCTTGTGGTTATGGGAATTTGTTT

AGCAATGGTTATGGTACGGACACAGCTGCTCTAAGTACAACGTTGTTCAACAATG

GTTTTGCTTGTGGGACATGTTACCAGATACAGTGTGTTGAGTCAACTTGGTGCTAC



CCTGGGGTTCCATTCACCACAGTGACTGCTACCAATCTTTGCCCTCCAAATTGGGC

CCAAGACTCCAACTACGGTGGCTGGTGCAACCCTCCACGAGTCCACTTCGACATG

TCCAAGCCCGCTTTTATGAAAATTGCACAATGGAAAGCTGGCATTGTCCCTGTCA

TGTATAGAAGGTATATTTAAATTTTCAGTTTGATTATTCAACATGAATTTACATAT

GAAGAAGGACGTTATGAACCATGATCAACTTGGATTCCAATGGTTGCAGGGTTCC

ATGTGTAAGGCCGGGGGGCCTTCGATTTTATTTCCAAGGAAATGGGTACTGGTTG

TTGATATACGTGATGAATGTAGGAGGCGGGGGTGACATTGCCCAAATGTGGGTTA

AAGGAAGCAAAACAGGGTGGATTAGCATGAGCCATAACTGGGGAGCTACATATC

AGGCATTTGCAACTCTTGGAGGCCAATCTCTTTCCTTTAAGATCACTTCATACACA

TCCAAGGAGACTATCATTGCCTGGGATGTTGCACCTGCTAATTGGAATGTAGGAT

CCACTTACACCACAGATGTGAACTTCCATTAATCCACAAATTCACAATACCTCTTT

TTGTTTTTTAGCTTGCCCTTTTTTTCTAGCCTCTATTTTCATTTGTACTTTCTACAGC

ATAGGCAACTGAGTAGCTCCATGGTTCAATTTTTTCTTTTACATGTAAAAACTATT

TCTGCAGATAAATTGTATTTTGATCAATATCTGCTAAGATTGAAATAAAGAAATC

AAAAGATTTGCTATTATAATTC 

 




