
IDENTIFICATION 

Species: Gossypium raimondii 

Locus: Gorai.001G083300 

Gene Model: Gorai.001G083300.1 

Description: GrEXPA-01 

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-01 

MSNPSSITATAALLLSLISTVTSHYSSSTFSSSPPAPQSTVWHSARATYYAASDPRDAV

GGACGYGDLVKAGYGMATVGLSEALFQRGQICGACFELRCVDDLRWCIPGTSIIVTA

TNFCAPNYGFTAEGGGRCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRIKCRKEGG

VRFTIDGSGIFVSVLISNVGGAGDIVAVKIKGSRTGWLPMGRNWGQNWHINSDLRNQ

PLSFEVTNSDGLTLTSYNVAPKNWNFGQTFEGKQFEA* 

CDS (coding sequence) 

>GrEXPA-01 

ATGTCCAACCCATCTTCTATAACTGCAACTGCAGCTCTTCTTCTCTCACTCATCTCT

ACTGTCACTTCCCATTACTCTTCCTCCACCTTCTCTTCTTCCCCACCGGCGCCACAG

TCCACCGTCTGGCACTCCGCACGCGCCACTTACTACGCCGCTTCGGATCCTCGCG

ACGCCGTCGGCGGTGCTTGTGGGTATGGAGACCTAGTCAAGGCTGGGTACGGTAT

GGCGACTGTGGGTTTAAGTGAAGCTTTGTTTCAGCGTGGACAGATCTGCGGTGCT

TGTTTCGAGTTAAGGTGTGTGGACGACCTGCGGTGGTGTATACCTGGGACATCTA

TCATTGTCACCGCCACAAATTTCTGTGCTCCAAATTATGGGTTCACGGCGGAAGG

CGGTGGGCGTTGTAATCCTCCTAACAAACACTTTGTACTTCCCATTGAAGCTTTTG

AAAAGATTGCTATTTGGAAAGCTGGCAACATGCCTGTCCAGTATCGAAGGATAAA 

GTGCAGAAAAGAAGGAGGTGTACGATTCACCATTGATGGCTCAGGGATCTTCGTG

TCAGTTCTCATCAGCAATGTTGGAGGCGCTGGTGACATAGTTGCAGTTAAGATTA

AAGGTTCAAGAACGGGGTGGTTACCGATGGGTCGGAATTGGGGACAAAATTGGC

ATATAAATTCTGATCTAAGGAATCAACCACTTTCATTTGAGGTCACTAATAGTGA

TGGTCTTACACTTACATCTTACAATGTTGCTCCTAAAAATTGGAACTTTGGCCAAA

CTTTTGAAGGAAAGCAATTCGAGGCCTAA 

Nucleotide 

>GrEXPA-01 

GAATCATAATGCACAACCCTAACGCTTTTTGAGTAAAGAAAAAAGAGGGCCCAA

AAACAAGAAAAGAAGAGCCGGAGAAAAGTTGAGCAATAATGATTATTTATTTGC

ACAGTGAAGACTGAAATGGCAATTGGCAAGTTCACATTTTGATGAAAAAGATCG

AATCGATTCCGCTACATCTTATTTTTCAGACACCAATCTAATTAAGCTCTTTAACT

TTCCTATTTTCTTTAGTTTACTGTCTCTTTCCTTTGTTTTGTCTCTCAACAAAATGTC

CAACCCATCTTCTATAACTGCAACTGCAGCTCTTCTTCTCTCACTCATCTCTACTGT

CACTTCCCATTACTCTTCCTCCACCTTCTCTTCTTCCCCACCGGCGCCACAGTCCAC



CGTCTGGCACTCCGCACGCGCCACTTACTACGCCGCTTCGGATCCTCGCGACGCC

GTCGGCGGTGCTTGTGGGTATGGAGACCTAGTCAAGGCTGGGTACGGTATGGCGA

CTGTGGGTTTAAGTGAAGCTTTGTTTCAGCGTGGACAGATCTGCGGTGCTTGTTTC

GAGTTAAGGTGTGTGGACGACCTGCGGTGGTGTATACCTGGGACATCTATCATTG

TCACCGCCACAAATTTCTGTGCTCCAAATTATGGGTTCACGGCGGAAGGCGGTGG

GCGTTGTAATCCTCCTAACAAACACTTTGTACTTCCCATTGAAGCTTTTGAAAAGA

TTGCTATTTGGAAAGCTGGCAACATGCCTGTCCAGTATCGAAGGTATACAAATCT

GGGTTTCTTACATTGTTGGATTTGTTGGGATAAAACATCTTAAATTCTGTCTCATT

TGTCTTAAAACAGGATAAAGTGCAGAAAAGAAGGAGGTGTACGATTCACCATTG

ATGGCTCAGGGATCTTCGTGTCAGTTCTCATCAGCAATGTTGGAGGCGCTGGTGA

CATAGTTGCAGTTAAGATTAAAGGTTCAAGAACGGGGTGGTTACCGATGGGTCGG

AATTGGGGACAAAATTGGCATATAAATTCTGATCTAAGGAATCAACCACTTTCAT

TTGAGGTCACTAATAGTGATGGTCTTACACTTACATCTTACAATGTTGCTCCTAAA

AATTGGAACTTTGGCCAAACTTTTGAAGGAAAGCAATTCGAGGCCTAAGATGAA

AGAAAAGCATCATCATCAACAATAATGTAATGTTGGTTATTATTTATTATATATA

GAGAGACAAGACTGTCCTATTCTTTTCTTTCTTTTTGTTTATCTGTTGTTTTGTACT

GATTGGGGATGGAAATGGAAGGGTAGAATTGGCGACTTTTTTTATTGTGTGTAAG

GACTTAAAATAGCAGGATATATCAATTTTGCCCAAAATTTCCATTTTTTCGTAGTT

CGATGAGGTTTCACAAAATAGATCCTTCTGGTTGAACTAATGAACTAATTTAATG

TAAAAAATAGACGTATTGGATGATTAACAAGAAATTGTATTTGACTTAATGAAGA

CCATGTCAACCATGGTGATAT 

 




