Picard

If you want to run Picard's Mark Duplicates on Lonestar, do roughly this:

nodul e | oad picard

# "picard" is not the nane of the tool; picard is a collection of java .jar files that do things, so we have to
figure out where they are and which ones they are, like this:

I's $TACC_PI CARD_DI R

# Now to run Mark Duplicates, do sonething |ike:

java -Xmk2g -jar $TACC Pl CARD DI R/ Mar kDuplicates.jar | NPUT=all.bowtie.sorted. bam QUTPUT=al | . bowti e. sorted. dedup.
bam METRI CS_FI LE=al | . bowt i e. sort ed. dedup. bam netri cs ASSUME_SORTED=TRUE

The output metrics file is required and worth screening before you go further.
Picard is also installed on fourierseq at /usr/local/genome/bin and the jar files are in fourierseq user's paths.

General syntax for using picard jar files:

java -Xmx4g -jar /usr/local/genome/bin/jarfilename

Find picard document here


http://picard.sourceforge.net/command-line-overview.shtml#Overview
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