
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.A01269 

Gene Model: Eucgr.A01269.1.p 

Description: EgrEXPA-02 

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-02 

MARARALCVAALLLSLLAAASARIPGVYTGGDWQSAHATFYGGSDASGTMATALF

NDGLSCRPCFEIRCAEDPRWCNPGNPSITVTATNFCPPNFALPSDNGGWCNPPRPHFD

LAMPMFLKIAQYRAGIVPVSFRRVACRKRGGIRFTINGFRYFNLVLVTNVAGAGDIVR

VNVKGSRTGWMGMSRNWGQNWQSNAVLVGQALSFRVTGSDKRTSTSWNVAPAG

WQFGQTFEGKNFRV* 

CDS (coding sequence) 

>EgrEXPA-02 

ATGGCTCGTGCGAGAGCGCTCTGCGTCGCCGCCCTCCTCCTCTCGCTCCTCGCCGC

GGCAAGCGCCCGGATCCCCGGCGTCTACACCGGCGGCGACTGGCAGAGCGCCCA

CGCCACCTTCTACGGCGGCAGCGACGCCTCCGGGACCATGGCCACGGCGCTGTTC

AATGACGGTCTCAGCTGCCGGCCGTGCTTCGAGATACGGTGCGCCGAGGACCCGC

GCTGGTGCAACCCCGGGAACCCGTCGATCACGGTGACGGCCACCAACTTCTGCCC

GCCGAACTTCGCCCTGCCCAGCGACAACGGCGGGTGGTGCAACCCCCCTCGCCCC

CACTTTGACCTGGCCATGCCCATGTTCCTCAAGATCGCCCAGTACCGCGCCGGCA

TCGTCCCCGTCTCTTTCCGTCGGGTGGCGTGCAGGAAGCGGGGAGGCATCCGGTT

CACCATCAACGGGTTCCGGTACTTCAACCTGGTGCTGGTCACCAACGTGGCCGGG

GCAGGCGACATCGTGCGGGTGAACGTGAAGGGGTCAAGGACTGGGTGGATGGGC

ATGAGCCGCAACTGGGGCCAGAACTGGCAGTCCAACGCCGTCCTTGTGGGCCAG

GCCCTCTCTTTCCGGGTCACCGGCAGCGACAAGCGCACCTCCACCTCGTGGAACG

TCGCCCCCGCCGGCTGGCAGTTTGGCCAGACCTTCGAGGGCAAGAACTTCCGGGT

CTGA 

Nucleotide 

>EgrEXPA-02 

ATGGCTCGTGCGAGAGCGCTCTGCGTCGCCGCCCTCCTCCTCTCGCTCCTCGCCGC

GGCAAGCGCCCGGATCCCCGGCGTCTACACCGGCGGCGACTGGCAGAGCGCCCA

CGCCACCTTCTACGGCGGCAGCGACGCCTCCGGGACCATGGGTAACGCTTTCGGA

GCTCTCGGGAATTTCGGCATTCGGTTCTCCCATTTTCCCGTGCCGTTCTGTCATCTT

TAGAAAAAAAAAAAAAGGCTAATGTGTAGTTAATGTTGCAGGCGGGGCTTGTGG



GTTCGGGAACCTGTACAGCCAGGGGTACGGGGTGAACACGGCGGCCCTGAGCCA

CGGCGCTGTTCAATGACGGTCTCAGCTGCCGGCCGTGCTTCGAGATACGGTGCGC

CGAGGACCCGCGCTGGTGCAACCCCGGGAACCCGTCGATCACGGTGACGGCCAC

CAACTTCTGCCCGCCGAACTTCGCCCTGCCCAGCGACAACGGCGGGTGGTGCAAC

CCCCCTCGCCCCCACTTTGACCTGGCCATGCCCATGTTCCTCAAGATCGCCCAGTA

CCGCGCCGGCATCGTCCCCGTCTCTTTCCGTCGGTCAGTCTCCCCCCGTTTTCTTG

GCTCTGCAGAAGTGTGCTCCAATGCGTTCTTTTTCCGGTTTTCTCTTCTGGGTTCG

GCTGAGTGGTGTGTGTGGACTCTGCGCTTGTTTTCGTTCTTCGCTTTTTTTCGCGAT

GAACGTGGCGGTGGTTGACGGTCCTTCCCTTTCCGTTCTGCTTTCTCGGAGAGAAA

CGGGGAAGCGCCTTCCCGGGTCTAGCGATGCGGATATGGGCTTTTTCGGGTCGCC

CCGAGAAATTAGACCCATTGGGCTTCTTGGACCCAAGGGTACTTTCGCCATTAAA

AGCGCCAGAATCTCTCCCAGTAGGCCTAATTTTGTGGTTATCCCCACCTCTCTTTT

TTTTTTCTTTTTTCCTTTTATTTTTTTTTTATTTTTGACCACTTTTTTTTTGGGGGGG

GAGGTGGTCTTCTGAATATATGCCTTTGCAGATAAGAAATCCTTCTTTAGTTCACT

TTGCATCTTTTCTTTTCTTTTTATAATTATATATATTTGCGTCGTTTTCCCAATAAT

AATAATAACCTCCAAAGCCTAGTCTCGTAGGCGATTTTACCGAGTCCACTTGAGC

CCTGACTCGGTTCTGACTCACCCGTCACCATCCTGTAACCACTCGCTTTTCCCCAA

AAATTATCAATTTTGGAAAAAAAGAAAAAAAATTCAAATGGGTTTTTCGTTATTG

GAAATCGAATTTTGCGCCGTAAAAATAGTTTGTGGATTTTTTAAATCGGTAAGCG

GAAAAATTACTGAGGACGTCGGCGGGGGGGGGGGGCCGGGGGGGGGGGGGGGG

GGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGG

TCCCATCCGCATATAATTCGCGAAAGCATAAATAAAGTCTTTCCCAATTCTCCCAT

TAACGACCATGATGCAATTGCACACCCTAAACACCATAAGAAAAAGATAAACCC

ATGACACTTTTATTTACATATAATCATGATGGATTTTCTCCAGGTCGGTCCAACAA

AAGAAAGGCCAAGACTTTTAGCTACACTCGGCCCATAACCCCAAAAAGAGACAA

CTCGACCCATATGTCGATCATGCAAACTCCTCCATCCACTAGTGTCAGATAGTCC

AAAAAGTAGCAGCTCCTAGGCGGGGTGCGTAACGCAGCGTCCCCACGCTCGTGTC

GGATCGCGCCGCCCGAAGCGTCATGTCGACAGAAATCGGGCCACATTTCTCGGGC

TCCGCGACCCGCCCACCTGTTTTCAATTACCGATTTAACGGGTCAGACTTTTGACG

GTCCCGGTATTTAGTTAGTAATTTCTTTGATTTTAATTATTTGTTTGTTCGTTTTCTT

TTGGTTCCGGCAGGGTGGCGTGCAGGAAGCGGGGAGGCATCCGGTTCACCATCA

ACGGGTTCCGGTACTTCAACCTGGTGCTGGTCACCAACGTGGCCGGGGCAGGCGA

CATCGTGCGGGTGAACGTGAAGGGGTCAAGGACTGGGTGGATGGGCATGAGCCG

CAACTGGGGCCAGAACTGGCAGTCCAACGCCGTCCTTGTGGGCCAGGCCCTCTCT

TTCCGGGTCACCGGCAGCGACAAGCGCACCTCCACCTCGTGGAACGTCGCCCCCG

CCGGCTGGCAGTTTGGCCAGACCTTCGAGGGCAAGAACTTCCGGGTCTGA 




