# Interactive Scatter Plot using Excel Dataset
# StatisticsBio7

# Install packages (Run once)

install.packages("readxl")
install.packages("plotly")
install.packages("htmlwidgets")

# Load packages

library(readxl)
library(plotly)
library(htmlwidgets)

# Select Excel File

bio_data <- read_excel(file.choose())


# Check Dataset

View(bio_data)

head(bio_data)

str(bio_data)

summary(bio_data)

# Create Interactive Scatter Plot

fig <- plot_ly(

data = bio_data,

x = ~Plant_Height_cm,

y = ~Leaf_Area_cm2,

type = "scatter",

mode = "markers",

marker = list(

size = 10,

color = "#66C2A5",

opacity = 0.80,

line = list(

color = "black",

width = 1

)

),

text = ~paste0(

"<b>Sample ID:</b> ", Sample_ID,

"<br><b>Species:</b> ", Species,

"<br><b>Plant Height:</b> ", Plant_Height_cm," cm",

"<br><b>Leaf Area:</b> ", Leaf_Area_cm2," cm²",

"<br><b>Chlorophyll:</b> ", Chlorophyll_SPAD," SPAD"

),

hoverinfo = "text"

)

# Layout

fig <- fig %>%

layout(

title = list(

text = "<b>Interactive Scatter Plot of Plant Height vs Leaf Area</b>",

font = list(

size = 24,

color = "black"

)

),

xaxis = list(

title = list(

text = "<b>Plant Height (cm)</b>",

font = list(

size = 18,

color = "black"

)

),

tickfont = list(

size = 14,

color = "black"

),

showgrid = TRUE,

gridcolor = "lightgray",

showline = TRUE,

linecolor = "black",

linewidth = 2,

mirror = TRUE,

zeroline = FALSE

),

yaxis = list(

title = list(

text = "<b>Leaf Area (cm²)</b>",

font = list(

size = 18,

color = "black"

)

),

tickfont = list(

size = 14,

color = "black"

),

showgrid = TRUE,

gridcolor = "lightgray",

showline = TRUE,

linecolor = "black",

linewidth = 2,

mirror = TRUE,

zeroline = FALSE

),

plot_bgcolor = "white",

paper_bgcolor = "white",

hoverlabel = list(

bgcolor = "white",

bordercolor = "black",

font = list(

size = 14,

color = "black"

)

)

)

# Toolbar

fig <- fig %>%

config(

displayModeBar = TRUE,

scrollZoom = TRUE,

displaylogo = FALSE

)

# Display Plot


fig

# Save HTML

saveWidget(

fig,

"Interactive_Biological_ScatterPlot.html",

selfcontained = TRUE

)

# Open HTML
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