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Correction to ‘RiboVIEW: a computational framework
for visualization, quality control and statistical
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Carine Legrand1,2 and Francesca Tuorto1,*

1Division of Epigenetics, DKFZ-ZMBH Alliance, German Cancer Research Center, Im Neuenheimer Feld 580, 69120
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In Equation (2) on page 3, the count of footprints in the A-site in the numerator, should be n0,g to denote coverage, inde-
pendently of the codon identity in the A-site (and not nc,0,g, which would denote specific codons). This is shown correctly in
the supplementary code and in the supplementary information.

The formulas below show the former incorrect (first) and the corrected (second) Equation (2):
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The authors apologise for this error.
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