
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.B03214 

Gene Model: Eucgr.B03214.1.p 

Description: EgrEXPA-07 

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-07 

MAVVGLLLVGCLAMWVCSVDGYGGGGWINAHATFYGGSDASGTMGGACGYGNL

YSQGYGTNTAALSTALFNNGLSCGSCYEIRCVNDRQWCLPASIVVTATNFCPPNNAL

PSNAGGWCNPPLQHFDLSEPVFEHIARYRAGIVPVAYRRVPCRRRGGIRFTINGHSYF

NLVLITNVGGAGDVHAVSVKGSRTGWMSMSRNWGQNWQSNNYLNGQSLSFKVTT

SDGRSVMSYNAAPAHWSFGQTFSGAQFR* 

CDS (coding sequence) 

>EgrEXPA-07 

ATGGCCGTGGTTGGGTTGCTGTTGGTGGGTTGCCTCGCAATGTGGGTGTGCTCCGT

CGACGGGTATGGAGGAGGAGGGTGGATCAATGCTCATGCCACTTTCTACGGAGG

CAGTGACGCTTCTGGGACAATGGGTGGAGCCTGCGGGTATGGGAACTTGTACAGC

CAGGGCTACGGCACCAACACCGCGGCGCTGAGCACGGCCCTCTTCAACAACGGC

CTGAGCTGCGGGTCGTGCTACGAGATCCGGTGCGTGAACGACCGCCAGTGGTGCC

TCCCTGCGAGCATCGTGGTCACCGCCACCAACTTCTGCCCGCCCAACAACGCTCT

CCCCAGCAACGCGGGCGGGTGGTGCAACCCCCCTCTCCAACACTTCGACCTCTCT

GAGCCCGTCTTCGAGCACATTGCACGGTACCGGGCTGGGATCGTACCCGTCGCAT

ACCGGAGGGTGCCCTGCCGGAGGAGGGGAGGCATAAGGTTCACGATCAACGGCC

ACTCCTACTTCAACCTGGTCCTCATCACCAACGTCGGCGGGGCCGGCGACGTCCA

TGCTGTGTCCGTGAAAGGGTCCAGGACCGGGTGGATGTCCATGTCGAGGAACTGG

GGCCAGAACTGGCAGAGCAACAACTACCTCAACGGCCAGAGCCTCTCCTTCAAG

GTCACCACCAGCGACGGTCGCAGCGTCATGTCCTACAACGCGGCGCCCGCCCACT

GGTCCTTCGGGCAGACCTTCTCAGGAGCCCAGTTCCGCTAG 

Nucleotide 

>EgrEXPA-07 

CAACCCCTCTTCCCGAAACTCCCTATAAATCCCCCGCTCAAGCTCCCTTCATTTCC

CTACTCCATTCCCACTCTCTCCTCCCCTCTCTCGCTCTCTCTCTCTCTCTCTCTCGGT

CTGTGTGAAGACTGAAGTTCTGCTCAGTCTTTTGCAGGTAATAATCACCCCAACC

CCATTTGGGTCATTGCTCTAACTCCAAGAAGCCTCTTTCTTTTCGTCTATACTTATG

CTAGGCTTGGAGAGTGCGGTGTGCTTGAAACTGGAGTCCTTTTTTTTACCCAAAA

ATGCTGCATTGCATAATTTGGTTGATTTGGTCTTTGGCATGCGCAGGGGAAGCAA

AGAATGGCCGTGGTTGGGTTGCTGTTGGTGGGTTGCCTCGCAATGTGGGTGTGCT

CCGTCGACGGGTATGGAGGAGGAGGGTGGATCAATGCTCATGCCACTTTCTACGG



AGGCAGTGACGCTTCTGGGACAATGGGTAACCAGCCCTTCCCCACTTCGACGCCT

CCCTCTCTTCTTCCTCCTCCGCTTCTTCATTTTCAAGCTCTTTTGCTCTGTTTTGTCT

CGCTAGCACTGTACACAGCTACTCACTCTGCTAATAGTAACAATGATAAAGGTAA

CGACATCCGACAGGAACGTGTCGATGAAGTCCATTGTCTTCCACGTTTTTCATTGC

GGTCCTACTGTGCTGGTACATCTGACGCAGAAAAGAAAAGAAACAGGGGAAATT

TCACCGACACTTGTTAAGCATTCTCACGCTAAGAAAAAGATGGTGAAGTACAGTA

CTCAAATTACATTTTCAGGACATGAAAGATGGTGAAGTACAGTACTCATACACAT

CATTAGAAAAAGAAGAGGCAAAAGACATTGCTTTTTTTTTTATTTTCCACGTTTCC

CAGAATTTGTAGGTTGACAGGCATTTTTAAGGGAAGTCGCCAGCACAACAGAAG

GGTCCTCTGCATTTTGCTCTCCTATAGGTGGAGCTCATCTCTAAACTCCGTCTCAT

CCTTAAATTTTTGGTCACATTAGGTGGAGCCTGCGGGTATGGGAACTTGTACAGC

CAGGGCTACGGCACCAACACCGCGGCGCTGAGCACGGCCCTCTTCAACAACGGC

CTGAGCTGCGGGTCGTGCTACGAGATCCGGTGCGTGAACGACCGCCAGTGGTGCC

TCCCTGCGAGCATCGTGGTCACCGCCACCAACTTCTGCCCGCCCAACAACGCTCT

CCCCAGCAACGCGGGCGGGTGGTGCAACCCCCCTCTCCAACACTTCGACCTCTCT

GAGCCCGTCTTCGAGCACATTGCACGGTACCGGGCTGGGATCGTACCCGTCGCAT

ACCGGAGGTACGTGCATTGCAACGCTAGGCCCAGTTTTTTTGGTCGCGTGAAAAA

GTTAGGCGCGTGTGTTAAGCACATGAACTCTTTGGTCCGACTAGTCAATTTACAA

TGTCCAGTGTGGGGGACTTTTTGTAGGGTGCCCTGCCGGAGGAGGGGAGGCATAA

GGTTCACGATCAACGGCCACTCCTACTTCAACCTGGTCCTCATCACCAACGTCGG

CGGGGCCGGCGACGTCCATGCTGTGTCCGTGAAAGGGTCCAGGACCGGGTGGAT

GTCCATGTCGAGGAACTGGGGCCAGAACTGGCAGAGCAACAACTACCTCAACGG

CCAGAGCCTCTCCTTCAAGGTCACCACCAGCGACGGTCGCAGCGTCATGTCCTAC

AACGCGGCGCCCGCCCACTGGTCCTTCGGGCAGACCTTCTCAGGAGCCCAGTTCC

GCTAGAGAAACCAAAATATTCTACATGAACCGGCTAGGGAGTTTAATAAGATGG

TAACGCAATGGACCACGGACTGCCCAGAAACCGGCCTATAGACGAAGATGTGTA

TATCGTGGTTAGTATAGAGAGTATCAACTAAAAACCCTTGATTGAGATTTGAGTA

TGTATATGTGTGCCATGTTTGTAATATGCTTGGGGCGGAGGTCATTGTAGCCTCCT

AGTCCTAGCTCGGTACCGAGTCGATATGAGAAGAGGCTAATAATTTTACATAGGC

TCCTCTCATGTTTAGGCATTATTTTGGTTCCGTGCGGTCCCCTGCATATTTTAGTAA

TTACAGAAGTGGGCAGTGGTGGAGTTCTACCACCCGCAACTATGTAGCTTTTCCT

ATCATTAGTAGTCTTTTTGCCGTGTCCCTCTCGGTGCTCGAGAAGGTCATGTTTCT

CCCGCATTTGGCTGTTTATGTCCACGACTGTAATATGTTTGTATTGGAAACATCAA

GTCATTCTATTCAGATCGAAAGACTTTGCATTTTAATTTTT 
 

 

 




