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N Chi.sguared.l.df Chi.squared.2.df P.1df P.2df
r=TH0SGTT  BOOD 0. 024865308 0.6845936 0.8744535 O.T465469
r=12773042 BOD 0.226052327 0.2264178 0.6344665 0.B929541
rs11283563 800 0.388716924 2.0141B73 0.53297468 03652791
rs4881652 80D 0.007T942575 2.60T2584 0.92B9856 02715445
r=10904596 800 0. 468250808 2.2064007 0.4937T45 03318076
> imp[1:5]

N N.r2 Chi.squared.l.df Chi.squared.2.df P.1df P_o2df
rsTO09GTT  BOO 542 1618 002214562 0.6768491 0.BB17004 0.T712B9P6
r=12773042 BOO T99.99587 0.21439133 0.2148980 0.6433471 0.8398123
rs11263563 8O0 ThE. 3733 0.3B1TRO13 1.968B770 0.5366681 0.37562]19
r=4881652 BO0 TT4.3374 001098225 2.6324536 0.9165376 0.2681452
r=10904596 800 T48.0431 0. 45760870 2,2442143 0.4808527 0.3255580

There are small diserepancies due Lo the genotype assignment probabilities not being stored
to full accuracy. However these should have little effect on power of the tests and no effect
on Lhe type 1 error rate,

NMote that the ability of snpStats to store imputed genotypes in this way allows al-
ternative programs Lo be used to generate the imputed genotypes. For example, the fle
“machlout mlprob.ge” (which is stored in the extdata subwdirectory of the snpStats pack-
age] contains imputed SNPs generated by the MACH program, using the -mle and -
mldetails options. In the Iollowing commands, we find the full path to this file, read
it, and ingpect one the imputed SNP in column 50

> path <- system.file("extdata/machl.out.mlprob.gz", package = “snopStats"
*» mach <- read.mach{path}

Feading SnpMatrix with 500 rows and 178 columns

Reading MACH data from file ,.l'hclnef'Hiu-TaIﬂ::’R].iba,fsnpstats_l_13.0,n’axt|iat.a¢’m,aj)1.uut.mlpru

> plotiUncertainty{machl, 50]} ‘
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There are small diserepancies due Lo the genotype assignment probabilities not being stored
to full accuracy. However these should have little effect on power of the tests and no effect
on Lhe type 1 error rate,

NMote that the ability of snpStats to store imputed genotypes in this way allows al-
ternative programs Lo be used to generate the imputed genotypes. For example, the fle
“machlout mlprob.ge” (which is stored in the extdata subwdirectory of the snpStats pack-
age] contains imputed SNPs generated by the MACH program, using the -mle and -
mldetails options. In the Iollowing commands, we find the full path to this file, read
it, and ingpect one the imputed SNP in column 50

> path <- system.file("extdata/machl.out.mlprob.gz", package = “snpStats"}
*» mach <- read.mach{path}

Reading MACH data from file /home/Hin-Tak/Rlibs,/snpStats_1.13.0.6/extdata/mpchl. oot . mlp
Feading SnpMatrix with 500 rows and 178 columns

> plotiUncertainty{machl, 50]}

14




DiffPDF « practical7.pdf vs. fixed/practical7.pdf « 2013-10-17

AA BB

Meta-analysis

Asstated at the beginning of this document, one of the main reasons that we peed imputation
is to perform meta-analyses which bring together data from genome-wide studies which use
dillerent platfonns. The snpStats package includes a mumber ol tools to [acilitate this. Adl
the tests implemented in snpStats are “score” tests. In the 1 df case we caleulate a score
dlefined by the lirst derivative of the log likelihood function with respect Lo the association
parameter of inferest at the parameter value corresponding to the null hypothesis of no
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