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SUPPLEMENTARY DATA

Supplementary Figure 1.  Principal Coordinate Analysis plot of fecal samples from 3-week-old mice following GM transfer by different methods. a Following transfer of high richness GM4 to B6J mice via embryo transfer (ET), cross fostering (CF), and co-housing (CH), fecal samples of 3-week-old mice were compared to CD-1(GM4) donors. This analysis revealed a main effect of transfer method (p = 0.0001; F = 38.51, Bray-Curtis) with marked separation of the CH group; b Following transfer of low richness GM1 to B6N mice via embryo transfer (ET), cross fostering (CF), and co-housing (CH) fecal samples of 3-week-old mice were compared to CD-1(GM1) donors. This analysis also revealed a main effect of transfer method (p = 0.0001; F = 16.43, Bray-Curtis) with marked separation of the CH group.
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