
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.A00986 

Gene Model: Eucgr.A00986.1.p 

Description: EgrEXPA-03 

Family: Alpha Expansin  

3D structure:  

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Egrandis_v2_0  

KEGG: https://www.genome.jp/entry/T03547  

EXTERNAL RESOURCES 

https://eucgenie.org/  

https://phytozome-next.jgi.doe.gov/info/Egrandis_v2_0
https://www.genome.jp/entry/T03547
https://eucgenie.org/


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>EgrEXPA-03 

MEKVSMHGGLILSLGLVLMITVQPNGAAAAWLKAHATFYGGSDASGTMGGACGYG

NLNTDGYGIKTAALSTALFNDGKSCGGCYQIVCDAAQVPQWCLKGTYITITATNFCP

PNYALPSDNGGWCNPPRPHFDMSQPAFETIAKYSAGIVPILYRKVGCKRNGGIRFTIN

GRDYFELVLISNVGGAGEILNVWIKGSKMNNWETMSRNWGANWQSLSYLNGQSLSF

RVQASNGRTVTALNVVPSNWNFGQSFSSSTQF* 

CDS (coding sequence) 

>EgrEXPA-03 

ATGGAAAAGGTGTCCATGCACGGTGGTCTTATACTTAGTCTTGGCCTGGTGTTGA

TGATCACTGTGCAACCAAATGGAGCAGCGGCTGCTTGGCTTAAAGCCCACGCAAC

TTTCTATGGCGGAAGCGATGCTTCAGGAACAATGGGAGGAGCATGTGGATATGG

GAATCTGAACACAGATGGCTATGGAATCAAGACGGCGGCGCTGAGTACGGCTTT

GTTCAATGATGGCAAGTCGTGTGGTGGATGTTATCAAATAGTCTGTGATGCCGCA

CAGGTTCCTCAGTGGTGTCTCAAGGGCACTTACATTACCATCACTGCCACCAATTT

CTGCCCGCCAAATTATGCTCTCCCCAGTGACAATGGCGGGTGGTGCAATCCCCCA

AGGCCTCACTTTGACATGTCTCAACCTGCATTTGAGACCATTGCCAAGTACAGTG

CCGGAATTGTTCCTATTTTGTACAGGAAGGTTGGATGCAAGAGAAATGGAGGCAT

CAGATTTACCATCAACGGAAGGGACTACTTCGAGCTCGTCCTCATATCTAATGTA

GGGGGAGCTGGAGAAATCTTGAATGTTTGGATCAAAGGGTCCAAGATGAACAAT

TGGGAAACCATGTCGAGAAACTGGGGGGCAAACTGGCAAAGCCTCAGCTATCTC

AACGGCCAGAGCCTGTCCTTCAGAGTCCAGGCCAGCAATGGCCGAACCGTCACA

GCCCTTAATGTGGTGCCTTCAAATTGGAATTTTGGCCAGTCCTTTTCTAGCAGCAC

CCAATTTTAA 

Nucleotide 

>EgrEXPA-03 

GCAATAACAAGAAGAAGAAGAAGGAGGAGGAGGGGAGACACAGAGAGAGAGA

GAGAGAGACAGAGAGAGAGAGAGACAGAGAGAGACAGAGAGAATGGAAAAGG

TGTCCATGCACGGTGGTCTTATACTTAGTCTTGGCCTGGTGTTGATGATCACTGTG

CAACCAAATGGAGCAGCGGCTGCTTGGCTTAAAGCCCACGCAACTTTCTATGGCG

GAAGCGATGCTTCAGGAACAATGGGTGAGTACTGCCTCTTTTTCTTCCTTTCATAT

TCACCTAATTATGCTCAAGCCACGATCATGTCCAATATTCGAAATGCATAAATGA

CCTGCAGCTACTTTCACAAAGCCTCATTCTTCTCCTGCAGCATTCATGATCATCTG

TGTAATTAATACAGATGGTAGATACGTATTGCTGATCGATCCTTTTTTGCAGCTTT



ACATTTTGACTGTCGATGGTTGTCTGACTTTGTTTCATGACGTGGATGGTGTTTCA

ATACTAAGATTGAATGATTAGAACTTGATCTAGGGAGTAATCTTTTGTGTACTCCT

TATCGGAGCATGCAAAATCTCTCTCTGAAGAAGATGAGAACTGATAGGTGACCTT

TTGGACGTGCAGGAGGAGCATGTGGATATGGGAATCTGAACACAGATGGCTATG

GAATCAAGACGGCGGCGCTGAGTACGGCTTTGTTCAATGATGGCAAGTCGTGTGG

TGGATGTTATCAAATAGTCTGTGATGCCGCACAGGTTCCTCAGTGGTGTCTCAAG

GGCACTTACATTACCATCACTGCCACCAATTTCTGCCCGCCAAATTATGCTCTCCC

CAGTGACAATGGCGGGTGGTGCAATCCCCCAAGGCCTCACTTTGACATGTCTCAA

CCTGCATTTGAGACCATTGCCAAGTACAGTGCCGGAATTGTTCCTATTTTGTACAG

GAAGTAAGTTCTATTCATGTCCACTTGTAACTTTTCTCGGTCTTTTCTGAATTTAGT

TTGTCTAGGTTGCAACATGATTCAAGAAAGTTTATTAACTAGGTTTTCCCGGGCCA

TAATGCTATACAAAAAAAAAAAAAAAATTCAGGTGAAACCAGACCGAGCCAATG

ATTTCTTTATGTCCTTTTCTGGCTTCTCAGTATTTTTTAAATTGCAAGTTGGGTTCC

TTAAAAGTAGAAGCTTTTTCTGCTTTTGGCCCGCTGAATCCAATTTGGTCTTCTTA

ACTGGACAAGAATATGTAGACTGAAGACCCAACCTCTAGTTTCGGCACAAATTTG

GCCATAAGAAAATCCGAAGAACTTGCTTAACCAGATTGTACTACATTATACTGAA

ATTAACAGGAAGAAGAGGAAGGATTTTGATGAGATTAACATCTTCTATTTCTCCT

GAATCTTTTATTAGGGTTGGATGCAAGAGAAATGGAGGCATCAGATTTACCATCA

ACGGAAGGGACTACTTCGAGCTCGTCCTCATATCTAATGTAGGGGGAGCTGGAGA

AATCTTGAATGTTTGGATCAAAGGGTCCAAGATGAACAATTGGGAAACCATGTCG

AGAAACTGGGGGGCAAACTGGCAAAGCCTCAGCTATCTCAACGGCCAGAGCCTG 

TCCTTCAGAGTCCAGGCCAGCAATGGCCGAACCGTCACAGCCCTTAATGTGGTGC

CTTCAAATTGGAATTTTGGCCAGTCCTTTTCTAGCAGCACCCAATTTTAA 
 

 




