
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.G02490 

Gene Model: Eucgr.G02490.1.p 

Description: EgrEXPA-17 

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-17 

MALAGLLLVVGLLATAASVDGSGGGGWINAHATFYGGSDASGTMGGACGYGNLYS

QGYGTNTAALSTALFNNGLSCGSCFEIRCVNDGKWCLGGSIVVTATNFCPPNNALPN

NAGGWCNPPQHHFDLSQPVFQHIAQYRAGIVPVAYRRVPCRRSGGIRFTINGHSYFNL

VLVTNVGGAGDVHSVAVKGSRTGWQTMSRNWGQNWQSNANLNGQSLSFKVTTSD

GRTVVSNNVAPAGWSFGQTFAGAQFR* 

CDS (coding sequence) 

>EgrEXPA-17 

ATGGCTCTTGCTGGGCTGCTGCTCGTGGTGGGCCTTCTTGCGACCGCGGCTTCCGT

CGACGGCTCCGGCGGTGGAGGCTGGATCAATGCCCACGCCACCTTCTACGGAGGC

AGCGACGCTTCCGGCACAATGGGCGGGGCGTGCGGGTACGGCAACCTGTACAGC

CAGGGCTACGGTACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACAACGGG

CTGAGCTGCGGGTCGTGCTTCGAGATCCGGTGCGTGAACGACGGGAAGTGGTGCC

TGGGCGGCTCCATCGTCGTCACCGCCACCAACTTCTGCCCGCCCAACAACGCCCT

CCCCAACAACGCCGGCGGGTGGTGCAACCCGCCCCAACACCACTTCGACCTCTCC

CAGCCCGTCTTCCAGCACATTGCCCAGTACCGCGCCGGCATCGTCCCCGTTGCGT

ACCGGAGGGTGCCGTGCCGGAGGAGCGGAGGCATCCGGTTCACCATCAACGGCC

ACTCATACTTCAACCTCGTCCTCGTCACCAACGTCGGCGGCGCCGGCGACGTCCA

CTCGGTCGCCGTGAAGGGTTCGCGGACCGGGTGGCAGACCATGTCCCGGAACTG

GGGCCAGAACTGGCAGAGCAACGCCAACCTCAACGGCCAGTCCCTCTCCTTCAAG

GTCACCACCAGCGACGGCCGCACCGTGGTCTCCAACAACGTCGCCCCCGCCGGGT

GGTCCTTCGGGCAGACCTTCGCCGGAGCGCAGTTCCGCTGA 

Nucleotide 

>EgrEXPA-17 

ACCTGCCCTCCGCCGCTCATCTCCCTCACTTGCCCCCTCTTTGTCACTTCTCGCCGC

TGCTTGTTTCAGGACTCTACAGGTAATCACATTCTCGACCCTGTTTCTGAATTCGA

TAAATGGTTGTGAATTTTCTCAAATGGGGATGCGCATTTTGTTCGAAAACTGAGG

CGAATGCGCTCTGTTTCGTCCAGGAGGAGGGCGTGAAAAAATGGCTCTTGCTGGG

CTGCTGCTCGTGGTGGGCCTTCTTGCGACCGCGGCTTCCGTCGACGGCTCCGGCG

GTGGAGGCTGGATCAATGCCCACGCCACCTTCTACGGAGGCAGCGACGCTTCCGG

CACAATGGGTATGATGGCTTCCGGATTCTTTTGTAGCCAGTAATAGGAAAGAAAT

GCTATTTGTTTTGTGGAACTTGGGAACTTTTTAGAAACCCATCGAACGAAAAACG



GGCGGTTCTCGGAGGATATTGGGCTTGGGCTGTGGAAATAGTTTCGATTTGATAA

GAATATAGTTTGGTTTAAAGCTCAATATATTCTTAACTTCACTAAACAAAAAAAA

ATATCTTCGATTTGGTCCAGTTCGTGTCGATAATTTGTGAATTCTGTTCTACCCAG

GCGGGGCGTGCGGGTACGGCAACCTGTACAGCCAGGGCTACGGTACGAACACGG

CGGCGCTGAGCACGGCGCTGTTCAACAACGGGCTGAGCTGCGGGTCGTGCTTCGA

GATCCGGTGCGTGAACGACGGGAAGTGGTGCCTGGGCGGCTCCATCGTCGTCACC

GCCACCAACTTCTGCCCGCCCAACAACGCCCTCCCCAACAACGCCGGCGGGTGGT

GCAACCCGCCCCAACACCACTTCGACCTCTCCCAGCCCGTCTTCCAGCACATTGC

CCAGTACCGCGCCGGCATCGTCCCCGTTGCGTACCGGAGGGTGCCGTGCCGGAGG

AGCGGAGGCATCCGGTTCACCATCAACGGCCACTCATACTTCAACCTCGTCCTCG

TCACCAACGTCGGCGGCGCCGGCGACGTCCACTCGGTCGCCGTGAAGGGTTCGCG

GACCGGGTGGCAGACCATGTCCCGGAACTGGGGCCAGAACTGGCAGAGCAACGC

CAACCTCAACGGCCAGTCCCTCTCCTTCAAGGTCACCACCAGCGACGGCCGCACC

GTGGTCTCCAACAACGTCGCCCCCGCCGGGTGGTCCTTCGGGCAGACCTTCGCCG

GAGCGCAGTTCCGCTGAGGGGCTGCAGAAGGATATATGACCCAGTGGACGGATT

TAATTAGTACACTAGGTTATATTGAGTACTATATAAGTATAGACATGGTCGATCC

AAAATGAAGGAGGAGCTAGTTTTAAATGGCTCCTTTATAATTTTGGATCATTAGT

GATAATTGTTAGGGCTTACTCGGTGAGAAGCCCCGAAGGGTTATTTTGTTGCTTCT

GCAATTCTGTGGGAATTGAATGCAGAAGTTGGGGCAGTGGTGGAGTCCTTACCAC

CCGCCGATGGTAATTGTATTTTCCAATCTCTTTTTTTTTTCCTTAATTTGGAGTGAG

ATCAGGGCTTGGTCCAGCAAACTAATTTTTGCTGGAAATGACCTTTTAAGTCCTAT

GTTAGCTAGTAAAGTTGTGAATTTCCTGCTTTTGGAGTAATGATCAATGAAGGAA

TGGACTGGTTCTACTATGTTTGCTAGTAAAGCTGTAAATTTCCTGTTTTTTGGGGT

ACCTATCAATGAAGGAA 

 

 




