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& Get notifications!

You can opt in to receive email notifications,
for example when your questions get
answered or when there are new
announcements, by following the
instructions given

® Got a problem?

1. Search using the upper-right search box,
e.g. using the error message.

2. Try the latest version of tools.

3. Include tool and Java versions.

4. Tell us whether you are following

5. Include relevant details, e.g. platform,
DNA- or RNA-Seq, WES (+capture kit) or
WGS (PCR-free or PCR+), paired- or
single-end, read length, expected average
coverage, somatic data, etc.
6. For tool errors, include the error
stacktrace as well as the exact command
7. For format issues, include the result of
running for BAMs or
for VCFs.
8. For weird results, include an illustrative
example, e.g. attach IGV screenshots
according to
9. For a seeming variant that is uncalled,
include results of following
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Ask a Question

Question

Why does Mutect2 @ GATK4 breaks everytime when running on
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Hi,

\ave any idea what may be causing this

have attached the log file alone
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A\ Cluster Analysis in R -

single tumor mode?

am using exactly the script recommended here:

\ttps://software.broadinstitute.org/gatk/documentation/tooldocs/4.0.0.0
/org_broadinstitute_hellbender_tools_walke

s_mutect_Mutect2.php

And, my data is mouse gxgme sequencing.

german.

qzip: stdout: Broken pipe in star alignment
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Cluster Analysis G PhD daily motivation -

have been using Mutect2 in tumor-normal mode, to create PON and now | am trying Mutect2 single tumor mode.
The program fails every time with sometimes 10 and sometimes 15 chromosomes, and is never completed. Do you

File Edit View Search Terminal Help

INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO
INFO ProgressMeter

INFO LoglessPa
INFO  PairhMM
INFO  Smithwa
INFO  Mutect2

t in setup

manALigr al
- shutting down engine
_broadinstitu

pute ti

[March 19,
Runtime. totalMemory ()=
java. lang. IndexOut0fBounds!

at java.util.ArraylList.rangeCheck

-hellbender.eng
dinstitute. hellbend
adinstitute.hellbender.
dinstitute. hellbend
adinstitute.hellbender.
dinstitute.hellbender.cmdline. ConmandL i
adinstitute.hellbender.cndline. CommandLinePrc
dinstitute.hellbender.Main. runConmandL i

oadinstitute.hellbender.Main.mainEntry (Main.
dinstitute.hellbender.Main.main(Main.java

engine.AssemblyReg
ngine.GATKTool.d
cndline. CommandLinePr

pauly@b060-bioinfL:~

194510

-

[

[NRERER

124.
124.
124.

r NI call

~ Total compute time in PairHMM computeloglikelihoods ()
in java

ith-Waterman

1s.wal ct.Mutect2 done. Elapsed ti minutes.

rk (GATKToOl.

ram. runTool (CommandLineProgram.java:135
ram.instanceMainPostPa g5 (CommandLineProg
ram.instanceMain(CommandLineProgram.java:199)
ram(Main.java:159)




