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QUAST statistics

● Contig size information
● Misassemblies and structural variations
● Genome features found in the assembly
● Variations on N50 statistics

● Visualization



QUAST uses nucmer from MUMmer package Gene finding and genes

● Will also look for reference genes in genome
● Can ask for gene finding too - can show discrepancy
● Can also show rRNA genes

● Genes found indication of genome completeness
● Lots of partial genes: broken assembly



Mapped reads

● Can input reads
● Get coverage graph

● Informative regarding high copy regions/”lost” regions

● Note: can only “see” what is in the reference

Metrics



Misassemblies

● Relocation is a misassembly event (breakpoint) where the left flanking sequence aligns over 1 kbp away from the right flanking 
sequence on the reference genome, or they overlap by more than 1 kbp, and both flanking sequences align on the same 
chromosome. 

● Translocation is a misassembly event (breakpoint) where the flanking sequences align on different chromosomes.

● Inversion is a misassembly event (breakpoint) where the flanking sequences align on opposite strands of the same 
chromosome.

Icarus viewer


