
Locus: 447    Probe: 4481−34_2    Target gene(s): C4A C4B

30.8 31 31.2

Chromosome 6 (Mb)
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sentinel SNP
not in LD
LD r2 ≥ 0.2
LD r2 ≥ 0.5
LD r2 ≥ 0.8

●

●

●

recombination rate
transcript
unknown effect

direct effect on transcript
putative effect on transcript
direct regulatory effect

putative regulatory effect
multiple effects
associated with trait


