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• Dynamic range. Very low and very high abundance molecules can be simulta-

neously quantified with high precision (restricted only by the number of

sequencing reactions). In contrast, microarrays have a limited dynamic range

since all information must be extracted from a scanned image (a common for-

mat is a 16 bit TIFF file with  intensity levels).

• Flexibility. There is no need to specify in advance which sequences are present in

the sample. In contrast, microarrays are designed to detect a predefined set of

sequences, each matching a particular probe on the array.

Furthermore, a variant of the technique called RNAseq allows sequencing of RNA

molecules. On the downside, NGS is still an expensive technology compared to

microarrays, and routine sequencing of biological samples still lies some years

ahead. Several observers have predicted that NGS will gradually replace microar-

rays (see for example, Shendure, 2008). Others, however, point out the low cost,

short turnaround time, and for many purposes sufficient quantitative accuracy of

current microarrays, and believe that NGS and microarrays will exist alongside

each other and complement one another for many years to come. The annual

number of publications registered in PubMed that refer to microarrays is still

growing, though at a much smaller rate than publications referring to sequencing

(Figure 19.10).

Figure 19.10 PubMed publications using the words ‘microarray’ or ‘microarrays’ (blue)
and the word ‘sequencing’ (red), shown per year in the period 1995–2011.
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