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1 Supplementary Methods

1.1 PARalyzer parameters

The following PARalyzer parameters were provided in the initialization (.ini) file to carry
out the n = 1 analysis:

BANDWIDTH=3

CONVERSION=T>C

MINIMUM_READ_COUNT_PER_GROUP=10

MINIMUM_READ_COUNT_PER_CLUSTER=1

MINIMUM_READ_COUNT_FOR_KDE=5

MINIMUM_CLUSTER_SIZE=1

MINIMUM_CONVERSION_LOCATIONS_FOR_CLUSTER=1

MINIMUM_CONVERSION_COUNT_FOR_CLUSTER=1

MINIMUM_READ_COUNT_FOR_CLUSTER_INCLUSION=1

MINIMUM_READ_LENGTH=1

MAXIMUM_NUMBER_OF_NON_CONVERSION_MISMATCHES=5

ADDITIONAL_NUCLEOTIDES_BEYOND_SIGNAL=0
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Whereas to perform the n = 2 analysis the following parameters were specified:

BANDWIDTH=3

CONVERSION=T>C

MINIMUM_READ_COUNT_PER_GROUP=10

MINIMUM_READ_COUNT_PER_CLUSTER=1

MINIMUM_READ_COUNT_FOR_KDE=5

MINIMUM_CLUSTER_SIZE=1

MINIMUM_CONVERSION_LOCATIONS_FOR_CLUSTER=2

MINIMUM_CONVERSION_COUNT_FOR_CLUSTER=1

MINIMUM_READ_COUNT_FOR_CLUSTER_INCLUSION=1

MINIMUM_READ_LENGTH=1

MAXIMUM_NUMBER_OF_NON_CONVERSION_MISMATCHES=5

ADDITIONAL_NUCLEOTIDES_BEYOND_SIGNAL=0

1.2 Analysis of publicly available PAR-CLIP data sets

We applied our method to the analysis of the published PAR-CLIP data sets indicated in
Table 1.

Dataset GEO accession no. Reference no. of aligned reads (·106)
AGO2 GSM714644 and -45 [Kishore et al., 2011] 11.67

AGO2-mir124 GSM545216 [Hafner et al., 2010] 1.73
MOV10 GSM921128 [Sievers et al., 2012] 9.08
PUM2 GSM545210 [Hafner et al., 2010] 1.61
QKI GSM545211 [Hafner et al., 2010] 2.90

Table 1: Summary of publicly available PAR-CLIP data sets used to assess the performance
of wavClusteR and for the comparison with PARalyzer.

2 Supplementary Results

2.1 Graphical outline of wavClusteR

The wavClusteR package, version 2.0, is composed of 19 main functions, 7 of which constitute
the package core, 8 return a graphical output and 4 can be used to export raw and processed
data to the UCSC genome browser for visualization. A graphical representation of the
data analysis workflow offered by the package, illustrating its functions and parameters, is
provided in Figure 5.
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2.2 Distribution of cluster sizes

wavClusteR PARalyzer (n=2)
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Figure 2: (A) Size distribution of clusters returned by wavClusteR. (B) Same as A, for
clusters returned by PARalyzer (n = 1). (C) Same as A, for clusters returned by PARalyzer
(n = 2).

2.3 Distribution of substitutions in AGO2 PAR-CLIP data

AC AG AT CA CG CT GA GC GT TA TC TG
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Figure 3: (A) Number of genomic sites exhibiting the indicated substitution in AGO2 PAR-
CLIP data. (B) Total number of reads exhibiting the indicated substitution. (C) Same as
A, but for transitions with RSF values falling within the PAR-CLIP specific RSF interval
identified by our model. (D) Same as A, but for transitions with extreme RSF values.
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2.4 Distribution of RSF values for transitions localizing within
method-specific clusters

wavClusteR only (n=1)
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Figure 4: Distribution of RSF values for T → C transitions localizing within clusters exclu-
sively identified by PARalyzer (n = 2) and wavClusteR (n = 1). These barplot complement
Figure 4B in the main text.
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2.5 Read count distribution of PARalyzer-specific clusters
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Figure 5: Read count distribution of PARalyzer-specific clusters annotating within different
functional compartments.
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