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Figure S17. Summary of contamination check for genome assembly 

A flowchart producing the final assembly, from which contaminant sequences are 

removed, is shown. 

 

≥500 bp scaffolds
• Genome and transcritpome assemblies built 
  with the reads in the same flow cell lanes
• 2513 bacteria and 21 fungi genomes from 
  the Microbial Genomic Database
• phiX, spike in for Illumina sequencing
• mitochondrial DNA

DeconSeq hit ≥90 bp with ≥98% similarity

≥95% alignment coverage to the entire 
scaffolds with ≥98% similarity

<50% average of simple repeats and low-
complexity regions in the BLASTN hit regions

No UCE similarity in the BLASTN hit regions

No hits of the candidates of the contaminants
to the gecko transcriptome (≥98% similarity 

and ≥50% coverage) or hits to the 
transcriptome with FPKM<5

BLASTN hit ≥ 90 bp with ≥ 98% similarity

Contaminant scaffolds

References for contamination check

Fragmentation of the scaffolds into 1 kb 
fragments with 100 bp orverlap

Genome assembly

Removal of contaminants

• Vertebrate ultra-conserved elements from 
  UCNEbase

• P. picta de novo transcriptome assembly


