
Table A.1: Profile of DNA standard 9947A, based on CE results from NIST Standard
Reference Material 2391b.

Locus Genotype

Amelogenin X
CSF1PO 10, 12
D13S317 11, 11
D16S539 11, 12
D18S51 15, 19
D21S11 30, 30
D3S1358 14, 15
D5S818 11, 11
D7S820 10, 11
D8S1179 13, 13
FGA 23, 24
Penta D 12, 12
Penta E 12, 13
TH01 8, 9.3
TPOX 8, 8
vWA 17, 18
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Table A.2: General analysis launch options.

Option Description

Threshold Unique reads with an abundance lower than this
value (in %), are discarded. It is reported in the
locus stats how many reads were discarded in this
way.

Preview Analyzing very big FASTQ’s can take a consider-
able amount of time. For a quick preview, select a
small random percentage of the file to analyze.

Primer buffer The number of bases at the end of the primer that
will not be used for assigning the reads to loci.
Choosing a higher buffer therefore means the lo-
cus assignment could be slightly less specific, but
more reads will get assigned. 10 is a recommended
maximum setting.

Stutter buffer The stutters of the smallest allele for a locus are
normally not in the database, and could have a
negative-length region of interest. Default value of
this buffer is 1 to accomodate that. This allows
all stutters to be seen as flanking out is performed
with a flank 1 repeat unit smaller.

Flankout If a large amount of negative reads is seen in the
analysis, or a high abundant unique read with very
poor flanks, turn this feature off. The analysis
will then be done between the primers. Previously
unknown alleles can be discovered this way.

Homopolymers compressed Long homopolymers in the flanks could stutter
during PCR. This option annotates flanks of loci
that were possibly affected by this.

Flankout by alignment If this option is activated, flanks are removed with
an alignment algorithm, instead of the k-mer based
flexible flanking.
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