
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.E00357 

Gene Model: Eucgr.E00357.1.p 

Description: EgrEXLB-02 

Family: Expansin Like Beta  

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 

>EgrEXLB-02 

MKSAMNYSCLLCILVLLPALCHCQDPFTPSRATYYGSPYCYGTPTGACGYGEYGRTI

DGYVTGVSRLYRNGSGCGACYQVRCTEPQCTGEGAYVVVTDYGEGDRTDFILSTRS

YAKMAKPDDYQTKQLFAYGVVEVEFRRVPCRYPGQNLLVSVNEHSRNPSYLAIILLY

VGGTNDVTAAEYWQDDYQGWNRMRRVYGAVFDTQTPPRGDLYLRFRVGGSWVQP

KRALPADWKAGAVYDSQVQLN* 

CDS (coding sequence) 

>EgrEXLB-02 

ATGAAATCTGCAATGAACTATAGTTGTCTTCTTTGTATCCTGGTGCTCTTGCCAGC

ACTTTGTCACTGTCAAGATCCATTTACACCATCGAGAGCTACTTACTATGGCAGTC

CTTACTGCTATGGGACTCCAACTGGAGCTTGTGGGTACGGTGAGTATGGCAGGAC

CATCGATGGCTATGTGACTGGAGTTTCGAGGCTATACAGAAATGGATCTGGATGT

GGTGCCTGCTATCAGGTGAGGTGCACGGAACCGCAGTGCACGGGCGAAGGAGCG

TACGTGGTGGTGACGGACTATGGAGAAGGAGACAGGACGGACTTCATCCTGAGC

ACCAGATCTTATGCGAAGATGGCAAAACCGGACGACTACCAAACCAAGCAGCTG

TTTGCCTACGGCGTGGTTGAGGTCGAATTCAGAAGGGTTCCGTGCCGATACCCCG

GCCAAAACCTCCTTGTCAGCGTCAATGAACACAGCAGAAACCCTTCTTACTTAGC

TATCATCCTTTTATACGTCGGCGGCACAAATGACGTCACAGCTGCGGAGTATTGG

CAGGATGACTATCAAGGGTGGAACCGGATGCGCCGAGTGTACGGAGCAGTGTTC

GACACGCAAACTCCGCCAAGAGGCGATTTGTACCTGAGGTTCCGAGTGGGTGGGT

CTTGGGTGCAGCCAAAGCGCGCCCTCCCTGCTGACTGGAAAGCTGGTGCTGTTTA

TGACTCCCAAGTGCAGCTGAACTAG 

Nucleotide 

>EgrEXLB-02 

ATCTCAAGACCACCTTGTCCATTTCCCTCTCTCTCTAGTCGAGTCCTCTAGGCTTG

AGTTTACTTGTCTTGCATTAGGATCAGTACATTGAGTGAGACATGAAATCTGCAA

TGAACTATAGTTGTCTTCTTTGTATCCTGGTGCTCTTGCCAGCACTTTGTCACTGTC

AAGATCCATTTACACCATCGAGAGCTACTTACTATGGCAGTCCTTACTGCTATGG

GACTCCAAGTATGTGCACGCTCCGTCTCTTGTGATAGAAACAAAACTTGCATCAG

CCACCGCACCACACAAGCGCTGCACATAAATTATGTTCACACATTAGTGTGAAGC

TAGTAGAGCACTAGTCGCTAAAATAGTATCGTGTCATGAAAAGTACACAAAACA

ACGTTTCTTGTCTTTCAATTAACTTCTTTAACTATGTTTATGGTCATGTGGCATGCT

CCATTACATCATGAATAACTTTTTGCGGGTATGCACTCTTTCCCTTGATACTCGGT



AGAGCGCAATATAACATGAGAAGATCTGTGTAGTAGCATATCTCACTCGGTACTT

GAAGGCTTGGTTGTTCACATGCACTCTTTGAACCGCTCCATTTCATTACGCCCAAA

CCAAACACTTGAAACAGAACAATTTTTGCTAGAGAAGATCTAATGAGTGCAATGT

TCATGGCAGCTGGAGCTTGTGGGTACGGTGAGTATGGCAGGACCATCGATGGCTA

TGTGACTGGAGTTTCGAGGCTATACAGAAATGGATCTGGATGTGGTGCCTGCTAT

CAGGTTTTAACTTCATATAGACTGCACATATATAGATGATGACTCTTTTTAACTTT

TTCATTAGTCTAATTTTGTTTGTTTTAAGTATAGGTGAGGTGCACGGAACCGCAGT

GCACGGGCGAAGGAGCGTACGTGGTGGTGACGGACTATGGAGAAGGAGACAGG

ACGGACTTCATCCTGAGCACCAGATCTTATGCGAAGATGGCAAAACCGGACGACT

ACCAAACCAAGCAGCTGTTTGCCTACGGCGTGGTTGAGGTCGAATTCAGAAGGGT

TCCGTGCCGATACCCCGGCCAAAACCTCCTTGTCAGCGTCAATGAACACAGCAGA

AACCCTTCTTACTTAGCTATCATCCTTTTATACGTCGGCGGCACAAATGACGTCAC

AGCTGCGGAGTATTGGCAGGTATTCAGTCATCCATTATCCCATGAGTTTGCTACA

ATTTGGTTTCAAGTAGAATCAAATTAAACCATAAATCGACATAAACACGAACAAG

AGACCACTACTCAACAAGACAATGACCTTGCTTTCTCGTAATTTCGATTCAGGAT

GACTATCAAGGGTGGAACCGGATGCGCCGAGTGTACGGAGCAGTGTTCGACACG

CAAACTCCGCCAAGAGGCGATTTGTACCTGAGGTTCCGAGTGGGTGGGTCTTGGG

TGCAGCCAAAGCGCGCCCTCCCTGCTGACTGGAAAGCTGGTGCTGTTTATGACTC

CCAAGTGCAGCTGAACTAGAAAAGCCAAAAACCAGTCCCTTTCTTTCTGTTGATT

GGGAAAGTGCTTGCTTGCCTTTTTCATTACAGCTAGGTAGGAATACCTCAGATAT

GGCCAAAGACATGGCGGCATTAGTGTTGCTGATAGAAACAGGCTTAGCTAATAA

GCTAGGTAAGGGCAGGCTTTCTGCCTGCCTTGGCTAAATAAAGGTAGTCTCTGTA

CCATTTTATCAATGGGATGTGGGATTGTAGTCTTCTCTTTCTGTTGGTGTGACTGG

CTATAATAAATGAGATTGGTGTTCCCTT 
 

 

 




