
IDENTIFICATION 

Species: Amborella trichopoda 

Locus: evm_27.model.AmTr_v1.0_scaffold00002 

Gene Model: evm_27.model.AmTr_v1.0_scaffold00002.111 

Description: AtrEXLB-01 

Family: Expansin Like Beta  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Atrichopoda_v1_0   

KEGG: https://www.genome.jp/entry/gn:T02990  

EXTERNAL RESOURCES 

https://plants.ensembl.org/Amborella_trichopoda/Info/Index?db=core 

https://phytozome-next.jgi.doe.gov/info/Atrichopoda_v1_0
https://www.genome.jp/entry/gn:T02990
https://plants.ensembl.org/Amborella_trichopoda/Info/Index?db=core


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>AtrEXLB-01 

MAEAATCDDCYTQSRAAYYSSQDDLGTEVGACGFGSFGVSLNGGDVSAASQLYRN

GVGCGSCYQVRCTNNKNCSEQGVTIVITDHGEGDRTDFILSRRAFGKMARTQDASSS

LLALGVLDIEYKRVSCNYPNKNITFKVDEASNYPHYLAFLIWYQQGKKDIIAVQLCEN

WLQLTSRILSAPVLVKRSRLCLSKK* 

CDS (coding sequence) 

>AtrEXLB-01 

ATGGCCGAAGCGGCAACCTGTGACGATTGTTATACACAGTCTAGAGCTGCATACT

ACTCGAGTCAAGATGATTTGGGAACTGAAGTTGGTGCTTGTGGGTTTGGATCGTT

TGGAGTGAGCCTGAACGGTGGGGATGTGTCGGCTGCATCGCAGTTATACAGGAAT

GGTGTTGGCTGTGGATCGTGCTACCAGGTGAGATGCACCAATAACAAGAACTGCT

CGGAGCAAGGGGTAACCATCGTCATAACAGATCACGGTGAGGGCGATAGAACAG

ATTTCATACTCAGCAGGCGAGCCTTTGGAAAGATGGCTCGGACCCAAGACGCGTC

CTCTTCCCTTTTGGCCCTTGGTGTTCTTGACATAGAATATAAACGTGTGTCCTGCA

ACTATCCCAACAAGAACATCACGTTTAAGGTGGACGAGGCCAGTAACTATCCTCA

CTACCTGGCCTTCCTCATTTGGTACCAGCAAGGCAAGAAGGACATAATCGCAGTG

CAACTATGCGAGAATTGGCTTCAACTAACGAGTCGAATTCTGAGTGCCCCGGTTT

TAGTCAAGCGCTCCAGGCTATGTTTAAGTAAGAAGTAG 

Nucleotide 

>AtrEXLB-01 

ATGGCCGAAGCGGCAACCTGTGACGATTGTTATACACAGTCTAGAGCTGCATACT

ACTCGAGTCAAGATGATTTGGGAACTGAAGGTCCTTAATGAATGGCAAACATTCA

TTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAAAGTTTTAGAATTTGTGTGCAG

TTGGTGCTTGTGGGTTTGGATCGTTTGGAGTGAGCCTGAACGGTGGGGATGTGTC

GGCTGCATCGCAGTTATACAGGAATGGTGTTGGCTGTGGATCGTGCTACCAGGTA

ACACCATCAACTAATCTCGTAGTTAATGAATACACCTTTTGACAAAACACTACCT

CTTAAAGTTGCATGATATATGCATTAGCGACCATAAACAAACAAATTCTTATTAC

TATGCAATAGTTGGCTTTTCTTTTTTTTGGAAAAAGATATGTATCAATACGGAAAA

CAAGATATTTTAAGTCCTAAAAATAGTATGTCATGCAAAAAATTATATGGACAGT



CTATTTTAAAGATTTTCATGTGTTTATAAATCTACTCGGTTTGAACTATTTTTAGA

GTTTATAATTAGATATGGAAATAGATTCTAGGCCATCCTAAAATTTTTGGACACC

AAATGTAGATCTTATTATAAAGTTAGGAGGCGTACCATAGTTTCATTGTTTAAGG

TTGCAACATTATGCAAACTTCACCGCTATGTTTTCTTTTTTTTTTTGCCGTATTTCT

CTAAAGAGGGCCATTTTCATTATCGAGGATTCGGGCTCACCTAAAAATTACCAAC

ATAACCTTGTACTTCTCTACCGTCCTTGAAATTGCTCAAGTAAAAGTTGGTGCTTG

TCACTATAATAAAGTGCCCTTCATTTGGGAATGGCGTGGTGGAATGCTCCTCGAG

CCTCATTAACGATCTAGGCCTCCATTCTCACTAAACATTCAAAAATTAAATATTTG

TGAAACAGTCGGGGGCTTCTTATTATCATATTTTGGTTTTTGTGTTTGTGTATAAA

GGTGAGATGCACCAATAACAAGAACTGCTCGGAGCAAGGGGTAACCATCGTCAT

AACAGATCACGGTGAGGGCGATAGAACAGATTTCATACTCAGCAGGCGAGCCTT

TGGAAAGATGGCTCGGACCCAAGACGCGTCCTCTTCCCTTTTGGCCCTTGGTGTTC

TTGACATAGAATATAAACGGTTTGTGAGCCCCTCCCTCTCTCTCTCTCTCTCTCTCT

CTCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNAGCCCTCCCTCCTCTCTCTCTCTCTCTC

TCTCTCTCTTTTGTTTTGAAGCCATTTATCAACCACTTTCTCTATTTGTTCTGATTTC

AGTGTGTCCTGCAACTATCCCAACAAGAACATCACGTTTAAGGTGGACGAGGCCA

GTAACTATCCTCACTACCTGGCCTTCCTCATTTGGTACCAGCAAGGCAAGAAGGA

CATAATCGCAGTGCAACTATGCGAGGTACCCTCTCATCATCCACACCATCATCAT

CTTCATCAGTGTTTCACAAATCAGAATTGGCTTCAACTAACGAGTCGAATTCTGA

GTGCCCCGGTTTTAGTCAAGCGCTCCAGGCTATGTTTAAGTAAGAAGTAG 


