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GENETICS, SOFTWARE

PLINK: BUG OR FEATURE?

14.01.2010

| am struggling now for 4 weeks with some unusual behaviour in PLINK that gives me differ-
ent results with a trait of the alternate phenotype files either by calling that trait directly

plink -file mydata -tdt -pheno pheno2.txt -mpheno 1

or from a loop over all traits

plink -file mydata -tdt -pheno pheno2.txt -all-pheno

It seems that | am working with different numbers at both occasions - click to enlarge the

log

=] plink.logbyname.txt
Skipping web check... [ —-noweb ]
Uriting this text to log file [ plirk.log ]
Analysis started: Wed Dec 23 17:44:56 2009

Options in effect:

--bfile plink
—-nind 8.9
-—geno 0.9
—-nof @.861
~-noueb
——out pliri
-t

Pheno plinkphenog
~—pheno-nane {11704

Reoding m ) from [ plink.bin ]
568 markers to be included from [ plirk.bin ]

Reading pedigree informotion from [ plink.fom ]

901 individuals read from [ plink.fom ]

9 individuals with nonmissing phenatypes

Assuming a diseose phenotype (1=unaff, 2=aff, B=niss)

Missing phenctype value is also -9

529 coses, 372 controls and @ wissing

478 males, 431 fenales, and @ of unspecified sex

Recding genotype bitfile from [ plink.bed ]

Detected that binary FED file is vi.B9 SNP-najor mode

Reading alternate phenotype frem [ plinkphenogt Iplus.txt ]
878 individuals with non-missing alternate phenotype

Assuming a diseose phenotype (1=unaff, 2-aff, d=niss)

Hizsing phenotype walue is also -9

215 coses, 663 controls and 23 missing

Before frequency ond genatyping pruning, there ore 568 SHPs
412 founders and 489 non-founders found

vriting List of renoved irdivicuals to [ plink.irem ]

18 of 981 individuals vemowed for Low gerotyping ( MIND > 2.9 )
1 heterozygous haploid gerotypes; set to missing

uriting list of heterozygous heploid genotypes to [ plink.hh ]
Total genotyping rate in remaining individuals is B.673996

8 SHPs failed missingness test { GEND > 8.9 )

12 SNPs failed frequency test ( MAF < B.681 )

After frequency and genotyping pruning, there are 548 SHPs
After filtering, 285 coses, 656 controls and 22 missing

Aftsr filtering, 462 malss, 421 females, and B of unspscifisd sex
288 ruclear families, B founder singletons found

ders with 2 porents in 202 nuclear fomilies

@ nan-founders TIQoLt 2 parents in & nuclear fanilies

102 affected offspling trias

64 phenotypicalj#iliscordont perent pairs found

e —-geno 8.9

00 | plink.logall.txt
~ Skipping web check... [ --noweb ]

Writing this text to log file [ plink.log ]

Analysis storted: Fri Dec 25 83:58:17 2889

Options in effect:
—bfile plink
--mind B.9

—-inof 9.6a1
——noweb

—-out. plink

o
Topheno plinkpher
—-all-pheno

Iplus.txt

Rendi 3 maEs from [ olink.bin ]

566 markers to be included from [ plink.bin ]

Rending pedigree information from [ plirk.fan ]

981 individuals read from [ plink.fam ]

901 individuals with nonnissing phenotypes

Assuning a disease phenotyps (l=unaff, 2=aff, B=miss)
Hissing phenotype value is also -3

529 cases, 372 controls and A missing

478 males, 431 females, and @ of unspecified sex

Reading genctype bitfile From [ plink.bed |

Detected thot birary PED file is w1.88 SNP-major mode
Reading alternate phenotype from [ plinkphenogtiplus.txt |
&77 individuals with ron-missing alternote phenotype
Assuning o disenss phenotyps (1=unaff, Z=off, Bamiss)
Missing phenatype value is also -9

223 coses, 654 controls and 24 missing

Before frequency and genotyping pruning, there are 568 SNPs
412 founders ond 489 man-founders faund

Writing list of removed individuals to [ plink.irem ]

16 of 591 individugls renoved for low genotyping { HIND = 8.9 )
1 heterozygous hoploid genotypes; set to mizsing

Writing list of heterczygous haploid gerotypes to [ plink.hh ]
Total gerotyping rate in remaining irdividuals is 8.676996
B SHPs Foi led nissingness test ( GEND » A.9 )

]

L/ 12 SWPs failed frequency test { MAF < B.081 )

After frequency ond gemotyping pruning, there ore 548 SNPs
After filtering, 219 cases, 641 controls and 23 missing
After filtering, 462 moles, 421 females, ond @ of unspecified sex
208 nuclear families, @ founder singletons found
42 nders with 2 parents in 282 ruclecr families
& non-founders without 2 perents in & nuclear fomilies 4
T 79 affected offspling trios v
| 78 phenatypic discordant parent pairs found

Case numbers in the -all-pheno output above are probably misleading (as case definition
is changing during every loop run), while the main problem are different transmission
counts of the TDT (there is no problem with the -assoc option).

Playing around with the data it turned out that changing a few observations in the FIRST
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phenotype alters also the results of a CONSECUTIVE trait.

| have no response from the author so far while peeking into the source code did not help
so much. A workaround would be to avoid the -all-pheno option and use a bash loop

for i in eotaxin gmcsf ifng il4 lasttrait

do

/Applications/Genetics/plink-1.07-mac-intel/plink -bfile plink -mind 0.9 -geno 0.9 -maf
0.001 -noweb -out $i -tdt -pheno plinkphenoqgtlplus.txt -pheno-name $i

done
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