
Level1	  

Level3	  

Level2	  
	  
FH	  
GDAC_clinicalDataPicker	  
getStage3Data()	  	  

	  

	  
	  
	  
FH	  Picker	  
GDAC_clinicalDataPicker	  
GDAC_biospecimenDataPicker	  	  	  
	  
	  
	  

Should	  Remove	  gsub(“_”,””,param.name)	  

Output:	  
“daystodeath”	  
Stage3	  data	  
-‐>	  upload	  to	  FH	  

Output:	  	  
“days_to_death”	  
Stage2	  data	  
.txt	  file	  

raw	  XMLs	  :	  4	  different	  formats	  
✔1.	  Clinical	  “days_to_death”	  
✔2.	  Biospecimen“days_to_death”	  
	  	  	  	  3.	  Auxiliary	  	  
	  	  	  	  4.	  Control(new)	  

DCC	  clinical	  data	  

FH	  clinical	  data	  NCI	  clinical	  data	  

	  “days_to_death”	  

raw	  flaZened	  TSV	  

raw	  flaZened	  TSV	  
FH	  Merger	  
GDAC_clinicalDataMerger/	  
GDAC_biospecimenDataMerger/	  

Dicer	  	  

Version:	  
2012_05_03	  

	  
	  
	  
	  
Entry	  point	  in	  R	  script	  from	  FH	  to	  raw	  XMLs:	  
GDAC_clinicalDataPicker	  
	  	  	  	  A.	  clinical	  <-‐	  pickClinicalData(xmls)	  
	  	  	  	  B.	  singleXML	  <-‐	  TCGAClinicalXMLParser(xmls[1])	  
	  	  	  	  C.	  muldpleXML	  <-‐	  parseClinicalXML(xmls)	  
	  
	  
	  
	  

Consistent?	  



mirror	   Dicer	  
Fla,en	  

FireHose	  
merger	  

FireHose	  
Picker	  

Format	  	  	  	  	  	  	  	  	  	  	  	  	  	   raw	   Level1	   Level2	   Level3	  

Biospecimen	   XML	   2	  columns(.tsv)	   Many	  columns(.txt)	   Few	  rows	  

Clinical	   XML	   2	  columns(.tsv)	   Many	  columns(.txt)	   Few	  rows	  

Auxiliary	   XML	   2	  columns(.tsv)	   Many	  columns(.txt)	   Few	  rows	  

Control	   XML	  

Version:	  
2012_05_03	  


