Supplementary Table 1.
The calculation processes of Mendelian randomization of this study were listed as followings:

library(devtools)
library(TwoSampleMR)
library(readxl)
library(MRPRESSO)


as <- extract_instruments (
  outcomes='ukb-a-88',
  clump=T,r2=0.2,
  p1 = 5e-08,
  p2 = 5e-08,
  kb=10000, access_token = NULL
)



t2d_out <- extract_outcome_data(
  snps=as$SNP,
  outcomes='ukb-b-14753',
  proxies = FALSE,
  maf_threshold = 0.01,
  access_token = NULL
)

dim(t2d_out)


mydata <- harmonise_data(
  exposure_dat=bmi_exp,
  outcome_dat=t2d_out,
  action= 2
)

mydata <- steiger_filtering(mydata)
res <- mr(mydata)


res
res2 <- generate_odds_ratios(res)
colnames(mydata)
mr_pre <- mr_presso(BetaOutcome = "beta.outcome",BetaExposure = "beta.exposure",SdOutcome = "se.outcome",SdExposure = "se.exposure",OUTLIERtest = T,DISTORTIONtest = T,data = mydata,NbDistribution = 1000,SignifThreshold = 0.05)
mr_pre
het <- mr_heterogeneity(mydata)
het

pleio <- mr_pleiotropy_test(mydata)
pleio 

single <- mr_leaveoneout(mydata)
mr_leaveoneout_plot(single) 

mr_scatter_plot(res,mydata) 

res_single <- mr_singlesnp(mydata)
mr_forest_plot(res_single)

mr_funnel_plot(res_single)
