Instructions on using the package of survival prediction

The package was developed by Huan-Jung Huang, Yu-Che Chung, Chung Chang, Jiabin Chen and An Jen Chiang. Correspondence should be addressed to Chung Chang at cchang@math.nsysu.edu.tw.

We developed a model to predict survival in ovarian cancer patients based on their longitudinal CA125 values. Users who are interested in the model can use it on their own data, with any disease that has a longitudinally measured marker and optional covariates as needed, to estimate survival probabilities. Below is the step-by-step instruction on how to use the package.

1. This package was developed using R language. R can be downloaded via the following link: http://www.r-project.org/
2. Install the R package, JM. Run R, click ‘Install packages’ as shown below. A window will pop up for you to choose your local site to download the package, and then choose JM in the next pop up window, “Packages”.
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R is a collaborative project with many contributors.
Type ‘contributors()' for wore information and
‘citation()' on how to cite R or R packages in publications.

Type 'demo()' for some demos, 'help()' for on-line help, or
‘help.start()' for an HTHL browser interface to help.
Type 'af)’ to quit R.

Warning: namespace ‘JIV is not availsble and has been replaced
by .GlobalEnv when processing object ‘fit.Jn
[Previously saved workspace restored]

> update.packages (ask='graphics' , checkBuilt=TRUE)

Please select a CRMN mirror for use in this session —

> utils::imenulnstallPkgs ()

Error in install.packages(NULL, .libPaths(][1L], dependencies = NA, type = t§
no packages were specified

>
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3. Download the codes for the joint model to predict survival from the following URL: http://www.math.nsysu.edu.tw/~cchang/predict_survival/predict_survival_code.txt. Then copy and paste the codes from the .txt file into the R console window, as shown below. 
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&[,8d02] <-rep (cutpoint, length (varisblel))

names [a) [add2] <-"cutpoint”
fitLME<-1lme ( (variablel)*0.5 ~ I({obstime<cutpoi]
detach(a)

attach(b)
numbvarz<-which (names (b}
mumibvar3 <-vhich names (b} ==var3)
mumlbvar4<-uhich (names (b] ==var4)

if (Length (nunbvarz) ==0 £6 length (nubvard)
«

£1CSURY <~ coxph(Surv(Survivalvine, death]
yelse it

{length (numbvar2
«

variablez<-b[, numbvar2]

£iCSURY <~ coxph(Surv (Survivalvine, death]
yelse it

{length (numbvar2
«

variablez<-b[, numbvar2]

variabled<-b[, numbvar3]

£iCSURY <~ coxph(Surv (Survivalvine, death]
yelse it
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«

variablez<-b[, numbvar2]

variabled<-b[, numbvar3]

variabled<-b[, numbvard]

£1LSURY <- coxph(Surv(Survivaltime, death) ~ varishlez+varishled+varishled
yelse

«

stop("Please enter the variables from var2")
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After defining your variables and feeding the model your patient data, you can start to run the model. Instructions on how to specify your variables can be found in the following URL: http://www.math.nsysu.edu.tw/~cchang/predict_survival/Instructions_variables.doc.
Instructions on how to build the data files from your patient information can be found in the following URL: http://www.math.nsysu.edu.tw/~cchang/predict_survival/Instructions_data_files.doc.
