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http://cran.csie.ntu.edu.tw/

The Comprehensive R Archive Network

Frequently used pages

Download and Install R

E;:lrgrs Frecompiled binary distributions of the base system and contributed packages,
What's new? Windows and Mac users most likely want one of these versions of R

Task Views & ¥ifiiik

Search e MacOS X

Abiiit B » Windows

R Homepage

The R Journal

Source Code for all Platforms

Software Windows and Mac users most likely want the precompiled binaries listed in the
R Sources upper box, not the source code. The sources have to be compiled before you
R Binaries can use them. If you do not know what this means, you probably do not want to
Packages do it!
Other

« The latest release (2009-06-26) R-2 9 1 tar gz (read what's new in the
Documentation latest version).
Manuals
FAQs s Sources of R alpha and beta releases (daily snapshots, created only in
Contributed time periods before a planned release).

« Daily snapshots of current patched and development versions are
available here. Please read about new features and bug fixes before filing
corresponding feature requests or bug reports.

+ Source code of older versions of R is available here.

« Contributed extension packages

Questions About R

e [f you have questions about R like how to download and install the
software, or what the license terms are, please read our answers to
frequently asked questions before you send an email.
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H rdemo()* FE—EFREES. - H 'neip()’ Hﬁ}fﬁﬁﬁiﬁﬂmﬁi B
B 'nelp.start ()’ EE oL EEFEEsTEERENTEE
H 'ai) BHEBE R-

[Previously saved workspace restored]

> ?hist

> op <- par(mfrow=c(2, 2))

» hist (islands)

> hisat (agrt(izlands), breaks = 12, col="lightblue™, border="pink"}

> hist (islands, breaks=c(12,20,36,80,200,1000,17000), freq = TRUE,

- main = "WRONG histogram™) # and warning

Warning message:

In plot.histogram(r, freq = freql, col = col, border = border, angle = angle,®
the AREAS in the plot are wrong —- rather use freg=FRLSE

>

> ggplot (x, gchisg(ppoints(x), df = 4)); abline (0,1, col = 2, 1ty = 2)

$EE T Eeoro(x) @ PR EIBEEVEIE mun _
>

> X <= rchisg(l00, df = 4)

>

> #%# Comparing data with a model distribution should be done with ggplog(})!
> ggplot (x, gchisqg(ppoints(x), df = 4)):; abline(0,1, col = 2, 1ty = 2)

> |
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<’ R Console

T181] -0.482176295 —0.402430 SR A Introd nction to B
> Ml «<- logidatazFe35.Mean/a B Befererce Flammal
vt iion e R E3h (IERE).. =
T o e  Himl 888 E Data ImportExport
:' 1l <— IMactcriXx |_'__|. nroww=—. -_ RL DE-'fﬂ-.lltl.D]-.l.
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e E Internals
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'49] NA NA NA NA NA NA NA NI Al .. I B Installation and £ dministration
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[Freviously saved workspace restored]

. '."F'::

> op <—- par(mfrow=c(2, 2))

> hizt(i=zland=)

»lhi=zt (agrtii=zlands=s), breaks = 12, col="lightbhlue", border="pink")
hizt(izlands, breaks=c(lZ,20,36,00,200, 1000, 1 I, freq — LRUE,

main = "WRONG histogram™) # and warning

Warning message:

In plot.histogram(r, freq = freqgl, col = col, border = border, angle = angle, s
the AREAS in the plot are wrong —--— rather use freg=FALSE
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How to use help?(1)

L aadps @ 3 2473 £ &7(ex. ?write)
R Documentation
Op Y b”‘i-}ii,package Z, Write Data to a File
4,,/Desc:::'.pt:i.<::n

~ - » / = . . - -~ . . . . . . .
#"; i;‘l’t— ll—l‘ fu n Ctl O n m]:!r ;b The data (usually a matrix) x are written to file £21= If x is a two-dimensional matrix vou need to transpose it to get the columns in £21= the same as those in

the internal representation

-

4/,/Usen.:;:re
i Eik

1l else 5,
Arguments
4«
* ok b the data to be written out.
(=
fil= A connection. or a character string naming the file to write to. If ", print to the standard output connection.

ncolumns the number of columns to write the data in.
append  if TRUE the data x are appended to the connection.

sep a string used to separate columns. Using sep = ™ cn gives tab delimited output; default is = =

References

Becker, R A | Chambers, J. A and Wilks, A R (1988) The New 5 Language. Wadsworth & Brooks/Cole.
See Alsco

write is a wrapper for cac, which gives firther details on the format nsed.

save for writing any R objects, write.table for data frames, and scan for reading data.

Examples

d F create a2 2 by 5 matrix
X <- matrix(l:10,ncol=5)

the file data contains x, twWo

1 35 7 9 will form the first
write (t(x))

S



How to use help?(2)

2. 4% il dy £ # 7 4  help.search( “keyword ” )(ex. help.search(“write))

_lol x]
Help file=s with alias or concept or title matching ‘write' using =
fuzzy matching:

= e £AE o

77 ¥ %# package 7 4y ff it
base-defunct (base) Defunct Functions in Base Package
read.dct (ba=e) Eead and Write Data in DCF Format —_—
dput (base) Write an Object to a File or Recreate it
readBin (basze) Transfer Binary Data To and From Connections
readChar (base) Transfer Character 5trings To and From

Connections

write (base) Write Data to a File
writeLines (ba=e) Write Lines to a Connection
class:ExpressionSet (BEiobase)

Cla== to Contain and Describe High-Throughput
Expression Level Assays.

read.X5tcringViews (Biostrings)

Beadswrite an X5tringSet or XStringViews
object from/to a file

readFASTA (Biostrings)

Function= to read/write FASTA formatted files

polar (boot) Pole Position=s of Hew Caledonian Laterites
dbReadTakle (DET) Convenience functions for Importing/Exporting

DEMS tables
FlushSet-methods (FLUSH. LVS5.bundle) -
Kl H




Repackage(l)

A2 ® 2
+ 3 RE®P, 37 B ¥ * 2packages ¢ p & §° »:
- base: & & & ; (10, it it etc.)

- stats: ¥ * %3t 4 J7(t.test, anova, etc.)

- methods: Z_%classes of objects

- utils: A&* ] HBILE

- graphics: z & % Bl1 & (boxplot,plot,line)
- grDevices: & * g B 1/ &

- datasets: #&g # b




Repackage(Z)

¥ * gpackage: (%X %)

1. [immaf(biocLite): & &3F % & ¥rmicroarray datasha1 £
i & ¢ #£imagesig B - normalizationsfunction » %

2. marray (biocLite): 3 #3F % * i ghmicroarray dataéﬁﬂﬁj »
fest o RF LV LE S R RS samicroarray# » R
BEF S K NEJIE > T UL ] e fl’?ﬁ ﬂ"’#:] £ Pk g2

3. RMySQL:i# #&MySQLFEHRE » ¥ 2 £ AR2 FTHAEF T
73 B& 1T (¥ *t 2 & CRAN=DBI package)



Jo i A7H A % package( 5CRAN)

B ®E F FHE BEAEN RE 9HE
SR BlelK.

I R Console

H 'demo()' FE—EFREE N lhelp()' ZFEfETEd
A 'nelp.starc()' EE HIML ) " WEEHEENTEE -
H g BEE R
-
i A /@ - Packages
. , R |
fRAIETEN.. — a8 AT TT #H A% tE—library(package)
SRTE CRAN §8f%.. — X E Tk packag|e vy 48 35 (Taipei, etc.)
S IETFITER.. — AT package #944F §H (cran, etc.)
Irdcfz L ElF... — package #49#8% %
Bz EMSF.. — package # # (€ 3 # % package)
A0 eip @K I dmis B ... —+ package A #22 B(2F #)
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CRAN mirror

A ypentina
Anstralia
Anstria
Belginm
Brazil (PR}
Brazil (BLT)
Brrazil (2P 1}
Brazil (3F 2)
Canada (BC)
Canada (O}
Chile

China
Croatia
Czech Eepublic

Denmark

France (Toulouse)

France (Lomn)

France (Pariz)

Crermary (Goettingen)
Crermany (Muenchen)
India

Ireland

Ttaly (Milano)

Ttaly (Padua)

Ttaly (Palexmo}

Japan (Aizn)

Japan (Tokyo)

Japan (Tsukuba)

Korea

Mexico

Wetherlands (Amsterdam 2)
Wetherlands {Lnnsterd an)
Wetherlands (Thechf)
Wew Zealand

Horway

Poland (Oswiecin)
Poland (Whroclaw)
Portogal

Singapore

Slovends, (Lyubljana)
South Africa

Spadin (Madrid)

Hweden
Suritzerland
Tivan (Tsichune:

UK (Bristal)
IS4 (CA 1)
T34 (T4 3)

T34 (PA)
T34 (WA)
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aahil

abind

A ceeptanceSampling
ACCUTALY
acepack
actuar

ada

adabag
adapt
AdapfFit
aded

aded TRGTI
adegenet
adehabitat
adimpro
adk

adlift

Admit

ads

AER

agre
agricolas
BZsIis:
AT

aldia,
blzDesign
allelic

alr3

amap
Amelia
AMORE
anacor
analogue

A nalyzeFMEL
ANApUCE
animation
aod

ape

aplpack
approximator (BACCO)
ap Treeshape
AxDec
ARER
argosfilter
AT
arrayTmpite
arrayiizPattern

ars
arules

ash

aspace

agsist

aster

asul

PO

awE

BALCCO
backfitRichards
backtest

Bald

EARD

bark

FE=

ki)




Start Coding---
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1. 6+4*7-5%2 (# £ A L% & 4r )
2. 4¥2n2-2%10 (=t 3 A+ 4t 5f)
3. (6+4)*7-5*2
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« sqrt(x)

« exp), logx), l0g10x),log2(x)
« absx), round(x)

R

1. sqrt(36)+4

2. log2(4),log(1),log(0),log(-5)
3. abs(-10+7), round(5/3,2)



¥ 5 2(object) i

1 5 - #af
A | ¥ bl FiE
#F |5,-7,1.001,1e+14 |7 2 * FE I3 E > v ouga 3 g @
F 8 |"NTU" gz EY S
#i# |NA, NULL i3E
B4 | FALSE, TRUE L R
FALSE# 20 > TRUE# =1

By

1.1.2e+5+300

2. paste("NTU",5)

3. 2+NA

4. (TRUE+TRUE)/3+FALSE*2
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g W ey - ¥

ik # bl i
5 c(10,2,4,9) - LEREKF N F
matrix matrix(1:6,n | £ 75| i> % the &
row=2,
ncol=3)
Data.frame | X1 X2 E:BRBIEOTH
113
2 2 4
Ry
1.c¢(2,5,7,9)[3]
2. 1.6[4]
3. seq(1,6,0.5)[4]
4.c¢(2,5,7,9,"NTU")
5. matrix(1:12,nrow=4, ncol=3)
6. matrix(1:12,nrow=4, ncol=3)[2,3]
7. as.data.frame(matrix(1:12,nrow=4, ncol=3))
8. as.data.frame(matrix(1:12,nrow=4, ncol=3))$V2



g

tRefdatadk (9 o 50 I * 4 22 g %k (edata

AL RO P
P 2 LALRR
— B _;.-5- F ~E~ P EE() 3 o
< BT TR S (ab I*’Ab’uv\ BN A ) o
7 ,g;,\ﬁpas«grq ZE o

FREHEFEFEHFARILR ) P § RBE LA return, break, if,
TRUE, FALSE, (T F).

0 o TN

+
- E =
- ®

’ﬁ

Ry

1. n1<-3
2. v1<-1:6
3. tl <- as.data.frame(matrix(7:12,nrow=2,ncol=3))
4. nl*v1[3]+t1



Matrix and Data. frame

table <- as.data.frame(matrix(1:18,ncol=6))

table[2,4

table[2:3,4:5]
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table[,6]

table$Vv2
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1. 1*9<5+2(+‘ gy 4 3 FAFE)

2. vl==nl

3. t1<9

4. t1[t1>=9](# 7' # £ Zdata.frame)
5. vl]vll=nl & v1!=2*n1]




Data Input(l)---vector format

f_@?)\ o A ’\1 l— )
A T eRE LT

z* ¥ 14 4R

o

T T

...

£ Fmif - SLPAF
BED REE B0
12 38 44 25 56 77

H ‘ caii i)

BHFRND: | <o AR () 2 [« e A

e

=
S i S s a1

Diocwments and Sethings

Int] v2 <- scan("c:/test.txt", sep =" ")

” —

Jhps }% ‘:{ ’,:/ 2 _;‘ 57’ /4\ /r&-

rawdata -

<= zcan("c:/test.txt", =ep =" ")
S Eetup

FEead & i1tems
wowE

[Z] YB tat (1] 12 30 44 25 5& 77

4 00: fest. e =
FHEAT: [T [



Data Input(2)---table format

Microzoft Excel - 20080324 0Ohr_1 _gpr

v

L ks

GeneMame intensity
aa 100
kb

el

o

2 = H BEE | $8E® HR0 BA0 #F0 TED BRI
W F AP ¢ * Excel {11 *%ke z 30 EmEE. cul |
"« /./ = 5 PEEEO. Cuk0 |
l? t“—m% ’}’é’?\‘ % m T mmeRo
A v L
aR¥ & Hdept o F {J! 'ﬁ% codem o raxo R
» Y 3]_ N
* N R 1 SEREEQ..
a3 EETF L IERIE (...
& B SESE . 20 x|
1 |GeneMNameintensity RERE0 !;’Dj:iﬁfmi;m | ©-3 @ X LE-TRL- »
2 |aa 100 e QE?DB
3 bb 1000 JEEEEEEIC
4 e L | @ S
SH |y Program Files
]
| ravedata,
. [Z] Bookl tet
) ) Bt
‘1'] EFEEE: [Eookl =t =] %
- BERERD  EEE Bk l,
t2 <- read.table("c:/Book1.txt", ,sep ="\t")
# ? ﬁ- P - /’f‘; #xfz’ «"/Tabé‘/oﬁ'




Data output(l)---vector format

ERRERESRE PR ARPRREY > FRAMF R 4"
fi"r’g i} A (}’r?excela» FR- R TR ET - BHL
FETHRET IR

+

v3 <-Vv2*3-5
write(v3, "c:/v3.txt",sep ="\t") N ] e
F L HERE Tab 4 E BEF BEE A0 BED HEE

31 85 127 70 163 =]
226




Data output(2)---table format

E¥ RIRNTHRE L A utabled 1 0 AR @ * 3
(i write. tableis B 4p £

t3 <-12[1:2,]
t3[,2] <-t3[,2]*2
write.table(t3,"c:/t3.txt", col.names=TRUE, row.names=FALSE,sep="\t")

iz 2 K2t 4Tab 4" /g

£ E

l |GeneMameintensity
2 laa A0
3 |bb 20001




Y Ig £ - )
>mean(X) # tk 239
> median(x) # tk & ¢ ¥k
> quantile(x,p) # & ~100p% F 4 > ¥

- BRAER:

>range(X) # & B8 &+ E
>var(x) # # A %3
>sd(X) # # A8 £

« 3 RBPM AR
>cov(X,y) # kA X B
>cor(x,y)# ¥ Ajp M

R
1#x=1:10, y=seq(12,30,2) gi/¥_+ S #IH ¥
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