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ABSTRACT Objective To elucidate the pathogenic genes in a pedigree with autosomal dominant ich-
thyosis vulgaris IV . Methods Linkage analysis was performed by using STR markers in chromosome 1
and mutation detection was used to screen for FLG gene mutation. Results A maximum two-point Lod score of
3.46 0 =0 was obtained at D152696. Haplotype analysis placed the critical region in a 15-CM interval de-
fined by D1S2726 and D1S305 but no mutation of FLG was found in our IV patients. Conclusion The path-
ologic gene of the IV family locates near D1S2696 and the FLG gene may not ruled out from the pathologic
genes.
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Fig 1 Pedigree of ichthyosis vulgaris
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Table 1  Primers for mutation screening of FLG gene
Primer Forward primer sequence Reverse primer sequence Product length
FLG-1 ttetcatgtecatcettecatte aagagctcaaaataaccettge 376 bp
FLG-2 goctgataatgtgattctgtetg tgtttctettgggctetigg 360 bp
FLG-3 gaccctcaagtetggaaagaag atcagtggtgtcataggettca 374 bp
FLG-4 ggaagaggctaagtgaaagacttg ctgcagagtgeccatgact 318 bp
FLG-5 caggalgaagcctatgacacca glttgtetgetigeacttietgg 995 bp
FLG-6 geactggaggaagacaaggate gaactagaactgtgaggactge 676 bp
FLG-7 tgaggaacagtcaggagacg acctttttgectttcagtge 460 bp
FLG-8 tcacaagattetgegtatcacte gecacataaacctgggteet 318 bp
FLG-9 ggtgaatcegggtitagaca cccagaatctectaaaatactee 497 bp
D15484 LOD 1.08 Marsh-
field
D152696 LOD 3.46 0=0
D1S252 D1S187 LOD=3.11 6=0
LOD  2.17 D15498 LOD 1.70 LOD 2
2 1 12 LOD
Table 2 Two-point LOD scores between the disease gene and 12 markers of chromosome 1
LOD Score at § = LOD
Locus 0.0 0.1 0.2 0.3 0.4 0.5
D1S2726 -4.67 0.47 -0.26 -0.16 -0.08 0.0
D1S187 3.11 2.55 1.93 1.26 0.56 0.0
D1S2746 1.93 1.51 1.07 0.6 0.19 0.0
D1S2881 1.97 1.59 1.18 0.75 0.35 0.0
D1S189 2.29 1. 86 1.39 0.91 0.43 0.0
D1S252 2.17 1.97 1.56 1.06 0.52 0.0
D1S534 2.54 2.07 1.55 0.99 0.42 0.0
D1S2696 3.46 2.85 2.18 1.45 0.67 0.0
D1S2346 2.17 1.75 1.30 0.82 0.35 0.0
D1S305 -1.35 1.37 1. 10 0.69 0.29 0.0
D1S3466 2.84 2.32 1.76 1.16 0.53 0.0
D1S1153 -1.03 1. 69 1.40 0.95 0.45 0.0
D1S2726-D1S305
6%
3
-1 T1-4 1IV-3 D1S2346 FLG I -
D1S305 V-9 D182726 4 2 3
D1S187
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Fig 3 Haplotype analysis of Ichthyosis vulgaris pedigree
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