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Programming Terminology

@ Rstudio
File Edit Code View Plots Session Build Debug Profile Tools Help

© -l

@ rosterR

# Go to file/function ~ Addins ~

® Windows/Panels

=]

= Run | ®=|  Source ~

Q /-
1 library(tidyverse)

2 setwd("../Dropbox/Courses/ChongQing-2019/")
3 |

[ Source on Save

®* R Console
® Script
® History/Environment

* Help/Plot/Packages

® Programming

3¢l (Top Level) 2 R Script 2

® Variable (cAsE Sensltivell) -

Console  Terminal Jobs
C:/Users/lai/Dropbox/Courses/ChongQing-2019/
[7] "Colin" "Jack"
[9] "April" "Nicolus"
[11] "Emma"

> sample (roster, 1)

[1] "Jack"

> sample(roster,1)

[1] "Emma"

> sample (roster,1)

[1] "Emma"

>

® Function
® Argument

* Obiject (data container)

@QIU, HUNTER/CUNY

Connections

@ ToSource O

Environment  History

@ To Console

roster<-scan("roster.txt")
roster<-scan ("roster.txt",
roster

Sys.getlocale()
roster<-scan("roster.txt",
roster

sample (roster, 1)

sample (roster, 1)

sample (roster, 1)

Files

& install
Name

Plots  Packages

@ Update
Description

Help  Viewer

User Library

(] askpass Safe Password Entry for R, Git, and
SSH

assertthat Easy Pre and Post Assertions

backports Reimplementations of Functions

Introduced Since R-3.0.0
Tools for base64 encoding
BH Boost C++ Header Files

base64enc

broom Convert Statistical Analysis Objects
into Tidy Tibbles

Call R from R

Translate Spreadsheet Cell Ranges to
Rows and Columns

callr

cellranger

?- Project: (None) ~

=]

Version

1.1

0.2.1
114

0.1-3

1.69.0-
1

0.5.2

3.20
1.1.0




## [1]1 8

3/8

## [1]1 0.375
() 11.75 - 4.813
## [1] 6.937
10~2

## [11 100

\\; Calculator Vector

t a

library (dplyzr)
library (ggplot2)
seqg(from

. B 5 .
ol =)= N 3y
¥ Clear : 7 Drain

log (10}

## [1] 2.302585 rm(list = 1s())

#H[1
AN loglO (10) ]

## [11 1

sin(2 * pi)

## [1] -2.449204e-16

7 < 10

## [1] TRUE X <

# Some interesting maths IiIn R
1+1

24

3/8

11.75 - 4.813

10~2

log(10)

logl0(10)

sin(2xpil)

¥ <- seqg(l, 10, 0.5

° )
VeCTOI‘ Operd'hons y <- seqg(101, 110, 0.5)

X+V

To run:
¥y <- seqg(from = 101, to = 110, by = 0.5)

Tctl-enter” R Getting help: “?seq”

To save the output to an object:
@QIU, HONTER /CUNY W




Arguments (inputs)

\

O

l\> SUMMARY & TIPS
Function()
K Object

X <- seqg(from

Add spaces around operators

A character vector | )

nyramp cohort <- c("Ahava", "Angelene", "Antonio", "Christian",

"Imani”, "Khizr", "Maria™, "Michael™, "Sugar™, "Meghan", "Jayati")



2 eate to a variable  ©
3. Make a ve emented by 0.5
4. Create and assig | 'rom 3 to 9. Atter assigning,

sgquare dll The humbe

g
5. Create a vector of DNA bases; apply the function ‘sample()”. Explain the output. Look
up help for this function. Creafe a random DNA sequence of 1000 bases

6. Why the following codes don’t work

> my_variable <- 10
> my_variabLe > glimpase(iris)
Error: object 'my_variabLe' not found BError in glimpase(iris)

could not find function "

v /. Save all commands in a file “practice-1.R”

/
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