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library(ggplot2)
ggplot(investigations,
aes(x=log(Amylase),
y=log(Diastase))) + geom_point()

-

-

investigations = read.table(«D:/My_doc/Banadyha/BanEng1.csv», header = TRUE, sep
= «;»)
head(investigations)

  Pain Vomiting Bloating Flatulence Mayo_Robsons_symptom Voskresensky_symptom
1    1        1        1          1                    1                    0
2    1        1        0          0                    0                    0
3    1        0        0          0                    0                    0
4    1        1        1          1                    0                    1
5    1        1        0          0                    1                    1
6    1        1        1          1                    1                    0

  Kert_symptom Cardiovascular_dysfunct. Respiratory_dysfunct. Amylase Diastase
1            1                          0                  0     22.4      242
2            1                          0                  0     25.4      275
3            0                          0                  0    124.8     1128
4            1                          0                  0     89.0      573
5            1                          0                  0    115.0     1153
6            1                          0                  0     87.7      120

  Glucose Bilirubin    ALT  AST Leukocytes Hemoglobin Total_protein Group
1    6.48     37.30 111.00 99.0        7.2        122         70.00     1
2    9.67     14.50  34.00 48.0        3.8        128         64.00     1
3    5.09     11.28  13.28  7.6        5.1        117         73.00     1
4    5.30     16.90  64.00 87.0        9.6        141         67.00     1
5    5.32     16.92  42.00 37.0        9.0        124         70.28     1
6    8.60     47.20  18.60 19.3        8.0        146         74.30     1



library(ggplot2)
investigations = read.table(«D:/
My_doc/Banadyha/BanEng1.csv»,
header = TRUE, sep = «;») %>%
mutate(Group=factor(Group))
ggplot(investigations,
aes(x=log(Amylase), y=log(Diastase),
color=Group, shape=Group)) + geom_
point()

-

-

ggplot(investigations,
aes(x=log(Amylase), y=log(Diastase),
color=Glucose, size=Glucose)) +
geom_point()

-

-

ggplot(investigations, aes(x
= Group, y = Amylase)) +geom_



dotplot(binaxis = «y», stackdir =
«center»)

ggplot(investigations, aes(x =
Group, y = Amylase, color=Group,

library(tidyr)
investigations %>%
gather(rate, values, Amylase,
Diastase) %>%
group_by(Group, rate) %>%
summarise(values = mean(values,

na.rm=TRUE)) %>%
ggplot(aes(x = rate, y = values,
group=Group, color=Group)) +
geom_line(size=2) +
geom_point(size=4)

-

-

-

-

library(ggrepel)
ggplot(investigations,
aes(x=log(Amylase), y=log(Diastase),
label=Total_protein)) + geom_point()
+ geom_smooth(se=FALSE, size=3) +
geom_text_repel(data=investigations
[c(21,25,33),], color=»red»)

-
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ggplot(investigations,
aes(x=log(Amylase),
y=log(Diastase))) +
stat_smooth() + geom_point()

ggplot(investigations,
aes(x=log(Amylase),
y=log(Diastase))) +
stat_density2d(h=c(10,10),
color=»grey») + geom_point()

ggplot(investigations, aes(x=Group,
y=Amylase)) +



geom_jitter(width = 0.3)

-

ggplot(investigations, aes(x=Group,

geom_bar()

-

-

-

ggplot(na.omit(investigations),
aes(x=log(Amylase),
y=log(Diastase))) +
stat_ellipse(color=»red4»)+
geom_point(data=investigations[,-
19],size=1,color=»grey») +
geom_point(size=2, color=»red») +
facet_wrap(~Group)

ggplot(na.omit(investigations),
aes(x=log(Amylase), y=log(Diastase),
color=Group)) +
stat_ellipse()+
geom_point(size=2)

-

-



-

-

-

pl + scale_color_brewer(type=»qual»,
palette = 3)

pl + scale_shape_cleveland()

pl + scale_shape_
manual(values=LETTERS)

pl + scale_color_manual(values
= c(«red4», «red1», «green4»,
«green1», «grey»))
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