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Fig. 1. The family tree of FCGN_1.
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Fig. 2. The family tree of FCGN_2.
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Fig. 3. Candidate regions for the disease gene for
FCGN_2.
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Fig. 4. Narrowed, candidate regions for the disease
gene for FCGN_2.
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Table. 1. Candidate genes for FCGN_2

Chromosome No. Position Gene ID Symbol

8 Hs:8:89118580-89408892 ENSG00000156103 MMP16*
8 Hs:8:79807564-79880313 ENSG00000104432 L7

12 Hs:12:9102453-9159825 ENSG00000175899 A2M*

12 Hs:12:6308185-6321522 ENSG00000067182 TNFRSF1A

12 Hs:12:6363595-6370994 ENSG00000111321 LTBR

17 Hs:17:45488431-45522843 ENSG00000005884 ITGA3"

17 Hs:17:40192094-40214740 ENSG00000073670 ADAM11*
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Fig. 5. The family tree of FCGN_3.
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