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BMI mediates the effects of gut microbes on bone mineral density in the "intestinal bone axis": an observational study versus a mediation Mendelian randomization study
This supplementary material contains 9 supplementary materials (Including 5 supplementary tables and 4 supplementary figures).
Supplementary Table 1. IVs related to 211 GM taxa and eBMD (locus-wide significance, P< 1.00E-05)
Supplementary Table 2. Results of the MR analysis between all gut microbes and eBMD
Supplementary Table 3. IVs related to 211 GM taxa and BMI (locus-wide significance, P< 1.00E-05)
Supplementary Table 4. Results of the MR analysis between all gut microbes and eBMD 
Supplementary Table 5. IVs related to BMI and eBMD (locus-wide significance, P< 1.00E-05) 
(Supplementary table 1-5 contain too much data to be put in the file, so we showed them in Supplement Table alone.)

Supplementary Figure 1. Scatter plots with gut microbiota as the “exposure” and eBMD as the “outcome”. 
Supplementary Figure 2. “Leave-one-out” plots with gut microbiota as the “exposure” and eBMD as the “outcome”.  
Supplementary Figure 3. Scatter plots with gut microbiota as the “exposur” and BMI as the “outcome”. 
Supplementary Figure 4. “Leave-one-out” plots with gut microbiota as the “exposure” and BMI as the “outcome”. 

Supplementary Figure 1. Scatter plots with gut microbiota as the “exposure” and eBMD as the “outcome”. 
[image: gut-eBMD散点]
There are the 8 scatter plots which the IVW methods showing correlations. (a) exposure: genus.RuminococcaceaeNK4A214group, outcome: eBMD; (b) exposure: genus.Eubacteriumfissicatenagroup, outcome: eBMD; (c) exposure: genus.RikenellaceaeRC9gutgroup, outcome: eBMD; (d) exposure: family.Clostridiaceae1, outcome: eBMD; (e) exposure: family.Actinomycetaceae, outcome: eBMD; (f) exposure: genus.Coprococcus2, outcome: eBMD; (g) exposure: phylum.Actinobacteria, outcome: eBMD; (h) exposure: order.Actinomycetales, outcome: eBMD;

Supplementary Figure 2. “Leave-one-out” plots with gut microbiota as the “exposure” and eBMD as the “outcome”. 
[image: gut-eBMD留一1]
There are the 8 “Leave-one-out” plots which the IVW methods showing correlations. (a) exposure: family.Clostridiaceae1, outcome: eBMD; (b) exposure: genus.RikenellaceaeRC9gutgroup , outcome: eBMD; (c) exposure: genus.Coprococcus2, outcome: eBMD; (d) exposure: genus.RuminococcaceaeNK4A214group, outcome: eBMD; (e)  exposure: order.Actinomycetales, outcome: eBMD; (f) exposure: genus.Eubacteriumfissicatenagroup, outcome: eBMD; (g) exposure: phylum.Actinobacteria, outcome: eBMD; (h) exposure: family.Actinomycetaceae, outcome: eBMD;
Supplementary Figure 3. Scatter plots with gut microbiota as the “exposure” and BMI as the “outcome”. 
[image: gut-BMI散点1]


[image: gut-BMI散点2]
There are the 15 scatter plots which the IVW methods showing correlations. (a)exposure: family.Bifidobacteriaceae, outcome: BMI; (b)exposure: genus.Coprobacter, outcome: BMI; (c)exposure: class.Actinobacteria, outcome: BMI; (d)exposure: genus.Olsenella, outcome: BMI; (e) exposure: family.Christensenellaceae, outcome: BMI; (f)exposure: class.Methanobacteria, outcome: BMI; (g)exposure: class.Melainabacteria, outcome: BMI; (h)exposure: family.Methanobacteriaceae, outcome: BMI; (i)exposure: genus.RuminococcaceaeUCG002, outcome: BMI. (j)exposure: genus.RuminococcaceaeUCG010, outcome: BMI; (k)exposure: genus.Eubacteriumhalliigroup, outcome: BMI; (l)exposure: order.Methanobacteriales, outcome: BMI; (m)exposure: order.Gastranaerophilales, outcome: BMI; (n) exposure: order.Bifidobacteriales, outcome: BMI; (o)exposure: phylum.Actinobacteria, outcome: BMI.
Supplementary Figure 4. “Leave-one-out” plots with gut microbiota as the “exposure” and BMI as the “outcome”. 
[image: gut-BMI图1]

[image: gut-BMI图2]
There are the 15 “Leave-one-out” plots which the IVW methods showing correlations. (a)exposure: class.Methanobacteria family.Bifidobacteriaceae, outcome: BMI; (b)exposure: family.Bifidobacteriaceae , outcome: BMI; (c)exposure: genus.Coprobacter , outcome: BMI; (d)exposure: class.Actinobacteria , outcome: BMI; (e) exposure: genus.Olsenella , outcome: BMI; (f)exposure: family.Christensenellaceae, outcome: BMI; (g) exposure: class.Methanobacteria, outcome: BMI; (h)exposure:  class.Melainabacteria, outcome: BMI; (i)exposure: genus.RuminococcaceaeUCG010, outcome: BMI. (j)exposure: genus.RuminococcaceaeUCG002, outcome: BMI; (k)exposure: genus.Eubacteriumhalliigroup, outcome: BMI; (l)exposure: order.Methanobacteriales, outcome: BMI; (m)exposure: order.Bifidobacteriales, outcome: BMI; (n) exposure: order.Gastranaerophilales, outcome: BMI; (o)exposure: phylum.Actinobacteria, outcome: BMI
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