Scaling and assessing quality of DNA data.
Left: DNA dataset scaled with knowledge that it is DNA dataset

Right: DNA dataset scaled assuming it is protein 

(  BLUE: observed <I> via binning; 

   RED: Smooth approximation to BLUE;

   GREEN: Expected )
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Associated Z-scores

BLUE: Completeness

RED: Z-SCORE

(note that the scale on the right side (assumed to be protein) is twice as large as on the left side (assumed to be DNA))
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