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Genetic interactions affecting human gene expression identified by variance association mapping. ELife,
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Sﬁstemic evaluation of the relationship between psoriasis, psoriatic arthritis and osteoporosis:
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Genomic analyses of 10,376 individuals in the Westlake BioBank for Chinese (WBBC) pilot project.
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The association of the BLK gene with SLE was replicated in Chinese Han. Archives of Dermatological 1.9 o7
Research, 2010, 302, 619-624. :
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