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load(file = "exprSet_arrange.Rdata™)
exprSet[1:3,1:3]

=

> exprset[1l:3,1:3]

PDCD1 SAMD11
TCGA-06-0238-01A 8.203552 5. . 797914
TCGA-06-0171-02A 7.583654 5. .667036
TCGA-28-5218-01A 7.443573 5. 5. 180579
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y <- as.numeric(exprSet[,"PDCD1"])
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colnames <- colnames(exprSet)

cor_data_df <- data.frame(colnames)

for (i in 1:length(colnames)){

test <- cor.test(as.numeric(exprSet[,i]),y,type="spearman")
cor_data_dffi,2] <- test$estimate

cor_data_dffi,3] <- test$p.value

}

names(cor_data_df) <- c("symbol","correlation”,"pvalue™)
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head(cor_data_df)

symbol correlation
PDCD1 . 00000000
OR4F5 .08727339
SAMD11 .01590975

NOCZL . 10094526
KLHL17 .07369224
PLEKHN1 . 14999662
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pvalue

. 00000000
. 26063367
.83781648
.19293013
.34245751
.05229993
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library(dplyr)

library(tidyr)

cor_data_sig <- cor_data_df %>%
filter(pvalue < 0.05) %>%
arrange(desc(abs(correlation)))%>%
dplyr::slice(1:500)
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library(ggstatsplot)

ggscatterstats(data = exprSet,

y=PDCD1,

x =1L2RG,

centrality.para = "mean",

margins = "both",

xfill = "#CCT79AT",

yfill = "#009E73",

marginal.type = "histogram",

title = "Relationship between PDCD1 and IL2RG")
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Relationship between PDCD1 and IL2RG
Pearson's r(166) = 0.719, 95% CI[0.636, 0.785], p = < 0.001, n = 168

PDCD1

IL2RG
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library(ggstatsplot)
ggscatterstats(data = exprSet,
y =PDCD],

X =MARK1,

centrality.para = "mean",
margins = "both",

xfill = "#CCT79AT",

yfill = "#009E73",
marginal.type = "histogram”,
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title = "Relationship between PDCD1 and IL2RG")

Helatuonsnip petween FUCL1 and ILLZRKL
Pearson's r(166) = -0.489, 95% CI [-0.596, -0.364], p = < 0.001, n = 168
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library(cowplot)

pl <- ggscatterstats(data = exprSet,
y =PDCD1,

X =IL2RG,

centrality.para = "mean",
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margins = "both",

xfill = "#CCT79AT",

yfill = "#009E73",

marginal.type = "histogram",

title = "Relationship between PDCD1 and IL2RG")

p2 <- ggscatterstats(data = exprSet,

y =PDCD],

X =MARK1,

centrality.para = "mean",

margins = "both",

xfill = "#CCT79AT",

yfill = "#009E73",

marginal.type = "histogram",

title = "Relationship between PDCD1 and IL2RG")

plot_grid(pl,p2,nrow = 1,labels = LETTERS[1:2])

Relationship between FUCU1 and ILZRG B Relationship between FUCU1 and ILZRG
"earson’s r(166) = 0.719, 95% CI [0.636, 0.785], p = < 0.001, n = 16 sarson's r(166) = -0.489, 95% CI[-0.596, -0.364], p = < 0.001, n = 1i
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library(clusterProfiler)

#OOogo

library(stringr)

gene <- str_trim(cor_data_sig$symbol,'both")

#0odooooooood

gene = bitr(gene, fromType="SYMBOL", toType="ENTREZID", OrgDb="o0rg.Hs.eg.db")

go <- enrichGO(gene = gene$ENTREZID, OrgDb = "org.Hs.eg.db", ont="all")
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barplot(go, split="ONTOLOGY")+ facet_grid(ONTOLOGY~., scale="free")
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dotplot(go, split="ONTOLOGY")+ facet_grid(ONTOLOGY~., scale="free")
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T cell activation 1
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