
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.B02355 

Gene Model: Eucgr.B02355.1.p 

Description: EgrEXPA-06 

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-06 

MTRASVVFAASLISFSLMWLADARIPGVYSGGPWQTAHATFYGGSDASGTMGGACG

YGNLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANDPTWCHSGSPSIFVTATNFCP

PNFAQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSFRRVPCRKRGGMRFTI

NGFRYFNLVLISNVAGAGDIVRVSVKGARTGWMSMSRNWGQNWQSNAVLAGQAL

SFRVTASDRRSSTSWNMVPAGWQFGQTFTGKNFRV* 

CDS (coding sequence) 

>EgrEXPA-06 

ATGACTCGAGCAAGCGTGGTGTTTGCAGCCTCCCTCATCTCATTCTCCCTAATGTG

GCTCGCCGACGCCAGGATCCCCGGCGTCTACTCCGGCGGCCCCTGGCAGACCGCC

CACGCCACCTTCTACGGCGGCTCCGACGCCTCCGGCACCATGGGTGGGGCCTGCG

GGTACGGGAACCTGTACAGCCAGGGCTACGGCGTGAACACGGCGGCGCTGAGCA

CGGCGCTGTTCAACAACGGGCTGAGCTGCGGGGCGTGCTTCGAGATCAAGTGCGC

GAACGACCCCACGTGGTGCCACTCCGGCAGCCCCTCCATCTTCGTCACCGCCACC

AACTTCTGCCCCCCGAACTTCGCCCAACCCAGCGACAACGGCGGCTGGTGCAACC

CTCCCCGCCCCCACTTCGACCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTAC

CGCGCCGGCATCGTCCCCGTCTCTTTCCGCCGGGTGCCGTGCCGGAAGCGAGGCG

GGATGAGGTTCACCATCAACGGGTTCCGGTACTTCAACCTGGTGCTGATCTCGAA

CGTGGCGGGGGCCGGGGACATCGTGCGGGTGAGCGTGAAGGGGGCGAGGACCG

GGTGGATGAGCATGAGCCGCAACTGGGGCCAGAACTGGCAGTCCAACGCCGTGC

TGGCCGGCCAGGCGCTCTCCTTCCGCGTCACCGCCAGCGACCGGCGCTCCTCCAC

CTCCTGGAACATGGTCCCCGCCGGCTGGCAGTTCGGCCAGACCTTCACCGGCAAG

AACTTCAGGGTCTGA 

Nucleotide 

>EgrEXPA-06 

CTTCACCTTCGCCCATCCACTTCTTCTCTCTCTCTCTGTGCGCTTGTGAAACGAGC

ATTTTGCTAGCGAGCGAGGAAGAGAGAAATGACTCGAGCAAGCGTGGTGTTTGC

AGCCTCCCTCATCTCATTCTCCCTAATGTGGCTCGCCGACGCCAGGATCCCCGGCG

TCTACTCCGGCGGCCCCTGGCAGACCGCCCACGCCACCTTCTACGGCGGCTCCGA

CGCCTCCGGCACCATGGGTAAACACTAACCCCTCCCTACAAACCCTTCCCGCCTC

CGGCATTGTTCCCCTCCGGACAATGCCGGTCACTAGAGCTCTCAAAAACTCATTA
TCACGCACGGAACCGGATTTGTTAGATCGAACCGGTCAAGAAACCGGACCGGCC



GGTTCAACTAAAGCCCGGTCCGGTTTCGGAGACCCTGCGACATTAGGGTCGCGGT

ATAGTGCGGCATTCGAACGCGCGGACGATGTTAACACTGTTTAAATTTGTGGCAG

GTGGGGCCTGCGGGTACGGGAACCTGTACAGCCAGGGCTACGGCGTGAACACGG

CGGCGCTGAGCACGGCGCTGTTCAACAACGGGCTGAGCTGCGGGGCGTGCTTCG

AGATCAAGTGCGCGAACGACCCCACGTGGTGCCACTCCGGCAGCCCCTCCATCTT

CGTCACCGCCACCAACTTCTGCCCCCCGAACTTCGCCCAACCCAGCGACAACGGC

GGCTGGTGCAACCCTCCCCGCCCCCACTTCGACCTCGCCATGCCCATGTTCCTCAA

GATCGCCGAGTACCGCGCCGGCATCGTCCCCGTCTCTTTCCGCCGGTGAGATCCC

GTCGCATCCCTCTGTTTTTTACGTTGGGGAATCCACCTTTCATTATGCTGATTTTTT

TGCCAAGTCAAAAAGGAGTAGAACGCGTGCATTTAGTGCAATGTACTTACCAGCA

TGTGTCGAGACGCACCATCGTAATGCCCGTGACACTTTCTTTAGGGAAAGGGATG

GTAGAACAGCAAAAGATCTGTACCTTTGTTGAAAAATGCGACGGGACCGCGAGC

TTCAGTAGCATTCGGAGTATAGTGACAGCTGTAGATAGATTAATGTCGGAGGTTA

GTGAATAATTATTTACGGAGGGATGGGTTCGAGCTTTTACTGTGTCTCGGGAGTA

GCGACACAATGCAGGTTTGTCGGTACAAGCGTTTCGTCGGTTTGAAAGGGGTACG

AGGTTAGTGGGATTTAACGACTCTAGATTAACTTAATTAAGCGGTTTTTCTGTGGG

GAAGGGTGATATGATCATGCTGCATGTTGGTTGGTTGGATTCTGGCAGCGTTTCTT

TAATGCCTGCTCTGTCAGACCGTCGGCGGAGTTCCCGTCCTCAAGTCAGTTCAGTT

CGCTAAAACGCCCCTCTTCCTTACCCACATTTACCACCTCGTCTGCCTTATCCAAT

GCCTTCTTTTGGACCACCCACCCTTCGTTCGTGTTCGTTCGTGTCTCTTTCGTTGTT

TTTGTCCCTTCAATTTGGTAAATGGCTGCAAAAACTGAGAGCCCATGTTTTCATTT

GACGTAGTATAGATCCAAGCCAAACGACTCTTATTATATTGCAACTTTTCTCCGTC

GAATATTCAAAGTCTGAAATCTCTGCCTCAATATAAAAAAAGTCCTCCCCTTTTG

GTATCGAAAGGAATCAAAGTTCAGATTAGTGTTCTCACCAATAAATGGACTTATA

CGAAGACCATAATGCATGTCAGTGTGGTTTGACCGTACAGTCAAAACGACAAGC

GCTGCGGCTGTGCCAGATTTTGCGCGAAATGAGTGGCGCGATTTGTGGACTAGTG

CGAGCAAAGTAAAAAAGTTAAAAAAAAAAAAAAAAAAGGAAAGGAAAAGCTGG

GTTCCATCGAACGACTGAAATGCCCCGTGCTGTCTCTGACGTGAATTTGCGCGCA

GGGTGCCGTGCCGGAAGCGAGGCGGGATGAGGTTCACCATCAACGGGTTCCGGT

ACTTCAACCTGGTGCTGATCTCGAACGTGGCGGGGGCCGGGGACATCGTGCGGGT

GAGCGTGAAGGGGGCGAGGACCGGGTGGATGAGCATGAGCCGCAACTGGGGCC

AGAACTGGCAGTCCAACGCCGTGCTGGCCGGCCAGGCGCTCTCCTTCCGCGTCAC

CGCCAGCGACCGGCGCTCCTCCACCTCCTGGAACATGGTCCCCGCCGGCTGGCAG

TTCGGCCAGACCTTCACCGGCAAGAACTTCAGGGTCTGAGGAGCGAAGCCTCTTT

TAATTCACCGTTTTGTCCTCGCCGCGCCATTTTCCCACTCTCCAGAATGCCCTGTT

CCTTTTCATTTTCTCGTTTTGCTGTTTTAACTCGTAAGGTGTTGGGGAATGTGAAA

GTGAACGGAGCGTCAGACTTCTTTTTTGACTTTTTGATTGGTGGGTCTTTTTTTTCC

GTTTTCTGCTTTCCATTTTCTTTTCTTTTTTGGGGGTGAAGTGTTGAGTGGGGGGG

ATTGTTTGGTTAGTAGGGAAGGAGGAATGTTAGAAGACATCCTAGGGCTGAGGA

GGCGTCTGCAAAAGCACGTGGCCCGCAGCTGATATGGCACCTATGAAGCACTAGT

AGTAGACCAGTAACATTATGCTCGAGCAAGTTTGAGTATGTGTATCTATAATTTA

TTATATATATATATATATATGTATGTGACACGTTATATTTCTCTTACATTATGTAA

CCAGCAAGTGTAATGTAGTCGAATCTATAGCTGAATTTGGAATGGAATTTGTGTT

TGCCTCGTCATCCTCCTCCACGAACGTCCTTTCAGTGCTCTTTTCCTTTGTTTTGCT

GTCTAATGCTGCAATGTCTGTCCCATCCCAGGTGTTCGCACACCTTCGATGCAAC 

 

 




