
Text S1 – Definitions of Newbler de novo assembly terms for read statistics of 454 
cDNA sequences after quality filtering (see Table 1). 

Aligned - the number of reads and bases that were aligned to other reads 

Assembled - the read is fully incorporated into the assembly 

Partially Aligned - only part of the read was included in the assembly, the rest was deemed to 
have diverged sufficiently to not be included 

Singleton - the read did not overlap with any other reads in the input 

Repeat - the read was either: 

i. Inferred to be repetitive early in the assembly process. A read can be inferred to be 
repetitive if >70 % of the read's seeds hit to at least 70 other reads. Such reads are 
excluded from the assembly. 

ii. Determined to partially overlap a contig. The portions of such reads that overlap 
unique contigs are still included in the assembly results. 

Outlier – the read was identified by the GS De Novo Assembler as problematic, and was 
excluded from the final contigs (one explanation of these outliers are chimeric sequences, but 
sequences may be identified as outliers simply as an assembler artefact). 
 


