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Source/description: Recently, a genome scan has revealed

chromosomal regions associated with porcine hernia ingui-

nalis/scrotalis on SSC3, 6, 7, 12 and 15.1 In humans, it has

been proposed that the smooth muscles around the processus

vaginalis must undergo apoptosis to prevent congenital herni-

ation.2 In subsequent studies3,4 we successfully assigned genes

involved in apoptosis to the regions. Here we report the iden-

tification and linkage mapping of region-specific STS markers.

Isolation of PAC clones and STS-marker characterization: The

porcine P1 derived artificial chromosome library (PAC) TAI-

GP7145 was screened by PCR with primers listed in Table S1.

STS markers were isolated from the 13 clones by TOMMI6

(targeted oligonucleotide-mediated microsatellite identifica-

tion). The evaluation of microsatellites and the size determi-

nation of alleles were performed on an ABI PRISM� 3100 DNA

analyzer with ABI software GENESCAN (3.7) and GENOTYPER (3.6)

using GeneScanTM 500 ROXTM as an internal size standard.

Microsatellites were further evaluated by genotyping a DNA

repository of 123 pigs of different breeds (Table S2).

Linkage mapping on the USDA-MARC reference panel: Genomic

DNA (12.5 ng) from 95 animals of the USDA-MARC Swine

Reference Population7 was amplified. Briefly, radiolabelled

products were size-fractionated on 6% polyacrylamide dena-

turing gels and product sizes were determined using an M13

sequencing reaction. Polymorphism of the microsatellites was

confirmed in nine parents of the MARC Swine Reference Pop-

ulation. Each marker was initially assigned to a chromosome

based on TWOPOINT results of CRIMAP,
8 and then multipoint

linkage analyses determined the final location of each marker.

Genotypic data were evaluated with CROMPIC and corrections

were made if necessary. The position reported (Table 1) is based

on the current USDA-MARC swine linkage map.

Comments: Linkage-mapping results of the STS markers are

presented in Table 1. Four markers (S0894, S0898, S0899 and

S0903) were either uninformative or could not be reliably

genotyped on the MARC panel under standard conditions. RH

mapping of the adjunct genes4 used for PAC library screening

(Table 1) assigned S0894, S0898 (W. Laenoi, K. Gatphayak,

B. Brenig & C. Knorr, unpublished data) and S0903 to SSC6

and S0899 to SSC7. Excluding S0897 and S0900, all other

microsatellites were mapped to genomic regions associated with

hernia inguinalis/scrotalis in pigs1 and will be useful to fine-

map these regions.
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Table S1 PAC library screen information, including gene/clone

ID, primer sequences, annealing temperatures and fragment

sizes.

Table S2 Summary of breed sample sizes in DNA repository.
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