
CORRECTION Open Access

Correction to: Recommendations for
performance optimizations when using
GATK3.8 and GATK4
Jacob R. Heldenbrand1, Saurabh Baheti2, Matthew A. Bockol3, Travis M. Drucker3, Steven N. Hart4,
Matthew E. Hudson5,9, Ravishankar K. Iyer6, Michael T. Kalmbach3, Katherine I. Kendig1, Eric W. Klee4,
Nathan R. Mattson3, Eric D. Wieben7, Mathieu Wiepert3, Derek E. Wildman8,9 and Liudmila S. Mainzer1,9*
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Following publication of the original article [1], the
author explained that Table 2 is displayed incorrectly.
The correct Table 2 is given below. The original article
has been corrected.
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Table 2 Splitting the genome by chromosomes

Horizontal lines segregate the chunks. Numbers indicate the total number of nucleotides in each resultant chunk of data
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