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What can GRAF do for you?

@ Free software to quickly find relationships using Single-Nucleotide infer relatedness and
Polymorphism (SNP) genotype data.

Using genetic data to

pedigree integrity is
@ Validate data in Genome-Wide Association Studies (GWAS).

crucial for genetics
@ Detect closely related samples even when the sets of genotyped markers studies.
differ and the DNA strand orientations are unknown.
@ Uses All Genotype Mismatch Rate (AGMR) and Homozygous Genotype / /
Mismatch Rate (HGMR) statistical metrics. \/
? . Principal
How do we compare to other tools? GRAF King2.0  componems

Process data sets with million samples? X
Work with multiple data sets across
genotyping methods?

Can plot results to compare genetic related-
ness/ancestry against self-reported ones?

Data comparable across genotyping methods?

Work with subjects having high genotype
missing rates?

Fast computational speed with large data sets
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=NCBI Genetic fingerprinting for identifying G?\\\
identical study samples and subjects @,’
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GRAF to identify identical and closely related samples
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GRAF finds closely related subjects not reported or

incorrectly reported in the pedigree file GRAF can be used to find identical pairs (duplicate samples

or identical twins) that are not reported or incorrectly
reported in the submitted datasets
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. 7 OSIRIS for human identification

Lt OSIRIS was created out of a collaboration with the Kinship
— and DNA Analysis Panel (KADAP) by the U.S. Department of
Justice, state, local and federal forensic laboratories, and

National Institute of Standards and technology (NIST), to
assist the New York City Office of the Medical Examiner
(OCME) and New York State Police (NYSPD) DNA laboratories
in the difficult and unprecedented legal and humanitarian
e, R e ) challenges the World Trade Center victim identification.

A Fast STR analysis - over 11,000 samples per hour.

A Used in over 39,000 analyses last year
O SI RI S A MHL analyzed 5000 transplant samples last year
A Increased efficiency saved MHL 3-4 weeks of analyst time

at a glance A Reduces editing of profiles by as much as 95%

A Sensitive - detect as little as 1% of minor profile in a mixture
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