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When you click the Knit button a document will be generated that includes both content as well as the
output of any embedded R code chunks within the document. You can embed an R code chunk like this:

library(ggplot2)
library(ggthemes)
library(data.table)
library(readxl)
standard_grs_all_same_mean_UPDATED <-read_excel("N:/Multiple sclerosis/16s paper/grs/standard_grs_all_same mean_UPDATED.xlsx")
ggplot(standard_grs_all_same_mean_UPDATED, aes(x = GRS
)) +

geom_histogram (aes(color = cateogry
, fill = cateogry
),

position = "identity", bins = 30, alpha = 0.4) +

scale_color_manual(values = c("royalblue4", "red")) +
scale_fill_manual(values = c("royalblue4", "red")) +

theme(
text = element_text(size=25),
legend.title = element_blank(),
legend.text = element_text(size=25),
legend.position="top",

axis.title.x = element_text(margin = margin(t = 15)),
axis.title.y = element_text(margin = margin(r = 15)),

)+
xlab("Polygenic risk score")+
ylab("Subject count")
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#########################################################
# boxplot of genetic risk score/polygenic risk score
#########################################################
grs_R <- read_excel("H:/CHG/Shukla_Sanjay/Noha/MS Gut Microbiome/16s manuscript with genetic risk score/Genetics/grs_R.xlsx")
ggplot(grs_R, aes(x = reorder(Cluster, GRS), y = GRS, fill = Cluster)) + # Manually specified filling color

geom_boxplot() +
scale_fill_manual(values = c("royalblue4", "red", "purple")) +
theme(text = element_text(size=20)) +
geom_jitter(shape=16, position=position_jitter(0.2)) +
theme(legend.title = element_text(size=20)) +
theme(legend.text = element_text(size=15))+
ylab("Polygenic risk score")+
xlab("Cluster")
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