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DNA WI-32 DNA Sample Concentration

The following is general gui ion. er approaches may be employed

s, case management/the DNA analystishould batch samples
concentrated as much as possible.

vent that another sampledin an,extractioniset has previously been concentrated (e.g., to
maximum stringency such that the 'RB has been consumed and amplified using the same STR
system as the current concentration/amplification event), a manipulation blank must be created to
account for the processing steps associated with the current concentration.

5. The sample shall not'le concentrated if the RB is consumed (except as stated in #4) or
missing. If the target volume of sample to concentrate is greater than the amount of RB
remaining, the sample may‘beseoncentrated using up to the same volume as the RB. If it can be
determined that evaparation/sublimation caused the volume of the RB to be less than the sample
volume, the sample may:still be concentrated. For this determination, the analyst must review
the other cases in the extraction set to determine how much RB was consumed.

6. For new case processing, when 2 RBs are quanted from an extraction set, the RB with the
greater signal (if any) is used for the concentration and amplification.
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