
IDENTIFICATION 

Species: Eucalyptus grandis 

Locus: Eucgr.K00177 

Gene Model: Eucgr.K00177.1.p 

Description: EgrEXPB-11 

Family: Beta 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 

>EgrEXPB-11 

MAALHSFRFHPSIFLCLVASFCFSRTCFGSKAKHSNLTTFGTRWSWAGATWYGSPDG

AGSDGGACGYGNAVSQPPFSSMVTGIGPSLYKSGKECGACYKIKCTKRMHPSCSGKP

VRVIITDFCPGGPCATNSAHFDLSGTAFGAMAKAGEEVAFRDAGVLKIRYARVACDY

SGRTIAFHVDPGSNSNYFAAVIEYEEGDGDLAGVSLKEASMGPEEWRSMQQSWGAV

WKLDAGSEMQPPFSIRLTSQYSRETIVAKNVIPENWKPGSTYRSLVNYL* 

CDS (coding sequence) 

>EgrEXPB-11 

ATGGCCGCTCTTCACTCGTTTCGATTTCACCCTTCGATCTTCTTGTGTTTGGTAGCC

TCGTTTTGCTTCAGCCGGACGTGCTTCGGCTCCAAAGCCAAGCACTCGAACTTAA

CAACATTCGGAACCCGCTGGTCTTGGGCCGGAGCGACCTGGTATGGTAGTCCCGA

TGGAGCCGGCAGCGACGGCGGAGCCTGTGGATACGGGAATGCGGTGTCGCAACC

GCCGTTCTCTTCCATGGTGACTGGAATCGGCCCTTCTCTGTACAAATCGGGCAAA

GAGTGTGGAGCTTGCTACAAGATCAAATGTACCAAAAGAATGCATCCATCCTGTT

CGGGCAAACCGGTAAGGGTGATCATCACGGACTTTTGCCCCGGAGGTCCCTGCGC

GACTAATTCCGCCCATTTCGACCTCAGCGGGACCGCATTCGGTGCTATGGCTAAA

GCAGGAGAAGAAGTCGCATTCCGGGATGCTGGAGTCCTCAAAATCCGATATGCTC

GAGTCGCGTGCGATTACTCAGGAAGAACCATAGCATTCCATGTTGATCCAGGGTC

CAACTCCAACTACTTTGCGGCGGTGATTGAGTATGAAGAGGGAGATGGCGACCTT

GCAGGAGTATCACTAAAGGAAGCTTCGATGGGGCCTGAGGAGTGGAGGTCGATG

CAACAGTCATGGGGTGCTGTTTGGAAGCTGGACGCTGGCTCAGAGATGCAACCTC

CGTTCTCAATTCGGCTGACATCGCAATACTCAAGAGAGACCATAGTGGCCAAGAA

CGTGATTCCGGAAAACTGGAAGCCTGGTTCAACCTATAGATCTCTAGTCAACTAC

TTGTAA 

Nucleotide 

>EgrEXPB-11 

AAACAAAGCTCTTTCATTACTATAACATGCGAAAGTCCTTGTAATAAAGATCACT

AAACATGGCCGCTCTTCACTCGTTTCGATTTCACCCTTCGATCTTCTTGTGTTTGGT

AGCCTCGTTTTGCTTCAGCCGGACGTGCTTCGGCTCCAAAGCCAAGCACTCGAAC

TTAACAACATTCGGAACCCGCTGGTCTTGGGCCGGAGCGACCTGGTATGGTAGTC



CCGATGGAGCCGGCAGCGACGGTATGGAATGTACGGGGAGAGAGAGAGAGGGA

GGGTCTGGTTGTTTCTTATGTGATTCATGCAAGAATGACATCCTATGTTGGCATGC

TGCAGGCGGAGCCTGTGGATACGGGAATGCGGTGTCGCAACCGCCGTTCTCTTCC

ATGGTGACTGGAATCGGCCCTTCTCTGTACAAATCGGGCAAAGAGTGTGGAGCTT

GCTACAAGGTACGCTCCATTTATATCGCCAACTTTGCGAACACAATAGAGTAGAT

TCGCACGTCGAGTGCATGTTGATGCCTGAAAATCTCGCGTTACAATTGGAACAAA

GCGACATTCTGTCGGTCCAAAAATTCTTGATTTCCGAAGTTAGGCTTTGACATCGC

ACGCTTACCTTCATCATCTGCTGGCAAATGTAGCAGATGGAGGTGAAACTTGTCC

GGGTATATATCAGCTTGCATAACCTACTAATGTAGAGTCCTGGGTTCTATGTTTAC

TCGATAGATCAAATGTACCAAAAGAATGCATCCATCCTGTTCGGGCAAACCGGTA

AGGGTGATCATCACGGACTTTTGCCCCGGAGGTCCCTGCGCGACTAATTCCGCCC

ATTTCGACCTCAGCGGGACCGCATTCGGTGCTATGGCTAAAGCAGGAGAAGAAG

TCGCATTCCGGGATGCTGGAGTCCTCAAAATCCGATATGCTCGGTAACTCATCTA

ACATACCCAGAAAATGCTTCTGGCTCAGCGAGGGTCTCGATTTGTATTGCCAATT

CAGTTGACACCTTCCATGCATTTCTTACATTTCCAGAGTCGCGTGCGATTACTCAG

GAAGAACCATAGCATTCCATGTTGATCCAGGGTCCAACTCCAACTACTTTGCGGC

GGTGATTGAGTATGAAGAGGGAGATGGCGACCTTGCAGGAGTATCACTAAAGGA

AGCTTCGATGGGGCCTGAGGAGTGGAGGTCGATGCAACAGTCATGGGGTGCTGTT

TGGAAGCTGGACGCTGGCTCAGAGATGCAACCTCCGTTCTCAATTCGGCTGACAT

CGCAATACTCAAGAGAGACCATAGTGGCCAAGAACGTGATTCCGGAAAACTGGA

AGCCTGGTTCAACCTATAGATCTCTAGTCAACTACTTGTAATTGTCTGGCACACTA

CAAAGGCCTTCAAGCGCTATTGGCTCAGTGTCAAAGAACTAGATTAGCATAAGCA

CGAGATGTTGGTTAGTGTATTGGGCACTGTAGTTTTTGGCTATCGTAGTATTTGAG

GATTGCAGACTTCAGTTACCGTC 

 




