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[ Abstract] By comparing the characteristics of R language and SPSS software, this
paper focused on the application advantages of R language in molecular epidemiology. As a
free and open source programming language, R language has powerful data processing and
analysis capabilities, which is suitable for processing large-scale and complex molecular data.
Its extensive statistical functions and packages enable graduate students in medical colleges
to conduct advanced statistical modeling and bioinformatics analysis to meet the needs of
molecular epidemiological research. Through the application examples of R language in
molecular epidemiology research, the function of R language in analyzing relevant data was
demonstrated. Teachers in medical colleges and universities should train graduate students
to master the ability to process and analyze big data using R language according to the

requirements of the times and practical needs.
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> setwd

> library(openxlsx)

> File<— read.xlsx("NAFLD.xIsx",5)

> File[File=="0 0"]<-NA

> File[File=="NA"]<-NA

> File[File==""]<-NA

> File<—as.data.frame(File)

> write.csv(File, file = "NAFLD_1.csv")

> library(SNPassoc)

> names(File)

> File.1<— setupSNP(File,colSNPs=2 sep="")

> zlassoc<— WGassociation(NAFLD~1,data=File.1)

> zlassoc

> dev.new()

> plot(zlassoc,ylim = ¢(-0,-2))

> write.csv(zlassoc,"NAFLD_S5model.csv'")

> asso<— association(NAFLD~rs1260326,data=File.1)

> asso

> write.csv(asso,"rs1260326_result.csv")
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Table 1. Comparison between R language and SPSS software
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Table 2. Genotype frequency distribution of SNPs loci under five genetic models

NAFLD (n, %) Non-NAFLD (n, %) OR{H 95%CI PH
F i AR R 0.113
C/C 46 (70.8) 77 (84.6) 1
T/C 18 (27.7) 13 (14.3) 0.43 (0.19, 0.96)
T/T 1(15) 1(1.1) 0.60 (0.04, 9.78)
PR 0.038
c/C 46 (70.8) 77 (84.6) 1
T/C-T/T 19 (29.2) 14 (15.4) 0.44 (0.20,0.96)
[&teaizei] 0.811
C/C-T/C 64 (98.5) 90 (98.9) 1
T/T 1(15) 1(1.1) 0.71 (0.04,11.58)
8 AR AR 0.040
C/C-T/T 47 (72.3) 78 (85.7) 1
T/C 18 (27.7) 13 (14.3) 0.44 (0.20, 0.97)
IR 0.050
0,1,2 65 (41.7) 91 (58.3) 0.49 (024, 1.01)
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