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Abstract
Through alternative splicing, most human genes express multiple isoforms that often differ in
function. To infer isoform regulation from high-throughput sequencing of cDNA fragments
(RNA-seq), we developed the mixture-of-isoforms (MISO) model, a statistical model that
estimates expression of alternatively spliced exons and isoforms and assesses confidence in these
estimates. Incorporation of mRNA fragment length distribution in paired-end RNA-seq greatly
improved estimation of alternative-splicing levels. MISO also detects differentially regulated
exons or isoforms. Application of MISO implicated the RNA splicing factor hnRNP H1 in the
regulation of alternative cleavage and polyadenylation, a role that was supported by UV cross-
linking–immunoprecipitation sequencing (CLIP-seq) analysis in human cells. Our results provide
a probabilistic framework for RNA-seq analysis, give functional insights into pre-mRNA
processing and yield guidelines for the optimal design of RNA-seq experiments for studies of gene
and isoform expression.

The distinct isoforms expressed from metazoan genes through alternative splicing can be
important in development, differentiation and disease1. For example, the pyruvate kinase
gene produces two distinct tissue-specific spliced isoforms that differ in their enzymatic
activity, allosteric regulation and ability to support tumor growth2. Conservative estimates
predict 2–12 mRNA isoforms for most mammalian genes (Supplementary Fig. 1), though
some genes, including neurexins, may express more than 1,000 isoforms each3.
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Recently, high-throughput sequencing of short cDNA fragments, RNA-seq, has emerged as
a powerful approach to characterizing the transcriptome. RNA-seq data have recently been
used to show that the vast majority of human genes are alternatively spliced and that most
alternative exons show tissue-specific regulation4. To date, RNA-seq analysis methods have
focused mostly on estimation of gene expression levels and discovery of novel exons and
genes4-6, assembly and annotation of mRNA transcripts5,7, and estimation of the expression
levels of alternative exons4. Two recent methods, Cufflinks and Scripture, can produce de
novo annotations of transcripts in metazoan genomes using RNA-seq data alone8-10.

Accurate quantification of alternative-exon abundance and detection of differentially
regulated exons and isoforms remain challenging. Paired-end RNA-seq protocols, in which
both ends of a cDNA fragment are sequenced, are paving the way for isoform-centric rather
than exon-centric analyses. Here we have developed the MISO model, a probabilistic
framework that uses information in single-end or paired-end RNA-seq data to enable more
comprehensive and accurate analysis of alternative splicing, at either the exon or isoform
level. MISO provides confidence intervals (CIs) for estimates of exon and isoform
abundance, detects differential expression and uses latent information to improve accuracy.
We applied MISO to analyze isoform regulation by the splicing factor hnRNP H. Using
MISO, we showed how the mean and variance of the library insert length affects the
information obtained about splicing events in paired-end RNA-seq data, yielding guidelines
for the design of RNA-seq experiments.

RESULTS
Quantifying alternative splicing with MISO

To detect alternative splicing using RNA-seq data, MISO and other methods use sequence
reads aligned to splice-junction sequences that are either precomputed from known or
predicted exon-intron boundaries, or discovered de novo by spliced alignment to the genome
(Online Methods). In the most common type of alternative splicing in mammals, an exon is
included or excluded from the mature mRNA; ‘percentage spliced in’ (PSI or Ψ)11 denotes
the fraction of mRNAs that represent the inclusion isoform. Reads aligning to the alternative
exon or to its junctions with adjacent constitutive exons provide support for the inclusion
isoform, whereas reads aligning to the junction between the adjacent constitutive exons
support the exclusion isoform; the relative read density of these two sets forms the standard
estimate of Ψ, denoted Ψ̂SJ (Fig. 1 and Supplementary Fig. 2)4.

This estimate ignores reads that align to the bodies of the flanking constitutive exons, which
could have derived from either isoform. Nevertheless, these constitutive reads contain latent
information about the splicing of the alternative exon, as higher expression of the exclusion
isoform will generally increase the density of reads in the flanking exons relative to the
alternative exon, and lower expression of the exclusion isoform will decrease this ratio of
densities. MISO captures this, as well as the information in the lengths of library inserts in
paired-end data, by recasting the analysis of isoforms as a Bayesian inference problem. Our
approach is related to the alternative-splicing quantification method12, which does not use
paired-end information.

MISO samples reads uniformly from the chosen isoform, then recovers the underlying
abundances of isoforms (Ψ and 1 − Ψ in the case of a single alternative exon) using the
short read data (Fig. 1a and Supplementary Fig. 3). As a result of mRNA fragmentation in
library preparation, mRNA abundance and length contribute roughly linearly to read
sampling in RNA-seq. This effect is treated by rescaling the abundances Ψ and 1 − Ψ of the
two isoforms by the number of possible reads that could be generated from each isoform,
respectively. In the model, reads from a gene locus are produced by a generative process in
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which an isoform is first chosen according to its rescaled abundance, and a sequence read is
then sampled uniformly from possible read positions along the mRNA (Online Methods).
For the exon-centric analyses involving a single alternative exon we derived an analytic
solution to the inference problem, whereas for isoform-centric analyses and estimation using
CIs we developed an efficient inference technique based on Monte Carlo sampling (Online
Methods). Our new estimator, Ψ̂MISO, uses all of the read positions used in Ψ̂SJ, plus reads
aligning to the adjacent exons (Fig. 1b,c) and information about the library insert length
distribution in paired-end RNA-seq. Both Ψ̂SJ and Ψ̂MISO are unbiased estimators of Ψ.

An improved measure of exon expression
Simulating read generation from an alternatively spliced gene, we observed that the Ψ̂MISO
estimate had consistently much lower variance and error than Ψ̂SJ (Fig. 1d). For reference,
the distribution of read-coverage values at depths typically obtained from one lane of
sequencing on an Illumina Genome Analyzer 2 (GA2) and on a HiSeq 2000 are shown, in
units of reads per kilobase of exon model (RPK). For a gene with median coverage in the
GA2 data set (~220 RPK), the s.d. of the estimated Ψ value was reduced more than twofold,
from 0.21 for Ψ̂SJ to 0.09 for Ψ̂MISO.

Validation of MISO estimates
To assess the uncertainty in the splicing estimates for each exon, we calculated CIs for Ψ
(Online Methods) from moderate-depth breast cancer RNA-seq data (Supplementary Table
1; examples are shown in Fig. 2a,b). Comparing Ψ̂MISO estimates for 52 alternative exons to
corresponding quantitative reverse-transcription PCR (qRT-PCR) values11,13 yielded a
Pearson correlation r = 0.87 (Fig. 2c and Supplementary Table 2; a bias in the RT-PCR data
was analyzed in Supplementary Figs. 4–6). Restricting the analysis to exons with 95% CI
width <0.25 increased the correlation with qRT-PCR data considerably, to r = 0.96 (Fig.
2d). Thus, MISO CIs identify exons whose RNA-seq–based Ψ-value estimates are more
reliable.

Detection of differentially expressed isoforms
Differential splicing of alternative exons entails a difference in Ψ values, ΔΨ, and can be
evaluated statistically using the Bayes factor (BF), which quantifies the odds of differential
regulation occurring. MISO is used to calculate the posterior probability distributions of Ψ
and ΔΨ for the two samples. The latter distribution is used to calculate the BF, defined as
the ratio of the posterior probability of the alternative hypothesis, ΔΨ ≠ 0, to that of the null
hypothesis, ΔΨ = 0 (Online Methods); thus, higher values of the BF indicate increased
confidence in differential regulation.

In a recent study we used RNA-seq to characterize transcriptome changes after RNA-
interference knockdown of the splicing factor hnRNP H in cultured human cells14. This
factor is known to bind polyguanine (poly(G)) runs, typically activating splicing when
binding in introns flanking an exon and repressing splicing when binding in exons (Fig.
3a,b). An example of BF calculation for a gene with moderately high read coverage is
shown in Figure 3c. When we compared RNA-seq to qRT-PCR data, we found that 100% of
exons (6 of 6) with BF ≥ 20 were detected as differentially regulated by qRT-PCR,
compared to 21% of exons (4 of 19) with BF < 20 (P < 0.0004, Fisher’s exact test), and the
magnitude of ΔΨ showed good agreement (Supplementary Fig. 7). Overall, 15% of
alternative exons changed with BF ≥ 20 (Fig. 3d); similarly widespread changes in splicing
have been observed by all-exon microarray analysis14.
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Genome-wide validation of isoform regulation by CLIP-seq
To identify events directly regulated by hnRNP H and further validate the BF analysis, we
performed CLIP-seq analysis of hnRNP H1 under the same conditions as in ref. 14 to
identify RNA binding sites of hnRNP H transcriptome-wide. Notably, the percentage of
exons with CLIP tags in their flanking introns whose splicing was enhanced by hnRNP H
(ΔΨ > 0 between control and knockdown conditions) increased from 60% to over 90% as
the BF threshold was increased, approaching a plateau at a BF = 5 (Fig. 3e), corresponding
to 5:1 odds of regulation. This effect was stronger for hnRNP H binding in the downstream
intron and was reversed for events with exonic CLIP tags, consistent with previous studies
(for example, ref. 14 and references therein); virtually no bias was detected, on average, for
exons not associated with CLIP tags. Further evidence that BF values reflect regulated exons
came from the observation that exons with larger BFs had more guanines in poly(G) runs in
their downstream introns (Fig. 3f).

A possible role for hnRNP H in alternative polyadenylation
We used a similar approach to examine whether hnRNP H also has a role in regulating
tandem alternative cleavage and polyadenylation (APA), in which cleavage at distinct
polyadenylation sites (PASs), without intervening splicing, results in mRNAs with longer or
shorter 3′ untranslated regions (UTRs), often affecting mRNA stability, localization or
translation15. Evidence that hnRNP H1 and its paralogs hnRNPs F and H2 affect the
efficiency of constitutive cleavage and polyadenylation has been described16,17, but
regulation of alternative 3′ UTR events by this factor has not previously been reported.
Notably, we observed that increased density of CLIP tags just upstream of the core (5′) PAS
correlated with greater use of this site in control conditions than in the hnRNP H
knockdown, suggesting a role for hnRNP H in promoting core PAS use.

For example, a high density of hnRNP H CLIP tags was observed upstream of the core PAS
of the NFATC4 gene, and RNA-seq data indicated greater use of this site in control
conditions than in knockdown conditions (Fig. 4a). Because MISO encodes isoforms in a
general way as lists of exon coordinates, APA events can be analyzed similarly to alternative
splicing events (Online Methods). Applying MISO to RNA-seq data from control and
hnRNP H knockdown cells, we observed that genes with higher expression of the shorter 3′
UTR isoform in the presence of hnRNP H—particularly those with large BF values—had
higher CLIP tag density near the core PAS (Fig. 4b). Together, these analyses implicate
hnRNP H1 in widespread regulation of APA in human genes by activation of the core PAS
when bound nearby. Elevated levels of hnRNP H1 have been observed in certain cancers18,
and it would be of interest to determine whether hnRNP H1 contributes to the widespread ‘3′
UTR shortening’ (preferential expression of upstream PASs) that occurs in cancer cells19,20.

RNA-seq design: paired-end reads and insert length
A size-selection step is used in RNA-seq library preparation to control the mean length of
inserted cDNA fragments. In paired-end sequencing, the full distribution of the lengths of
these inserts can be measured precisely from read pairs that map to large constitutive regions
such as 3′ UTRs, which are typically intronless. This length distribution can then be used to
make qualitatively new types of inferences about alternative isoforms. For example, when
the reads in a pair map upstream and downstream of an alternatively spliced exon, the
inclusion and exclusion isoforms will typically imply different intervening insert lengths,
often enabling the isoform from which the read was generated to be inferred with high
confidence.

These considerations led us to compare the fraction of reads that are ‘assignable’—that is,
consistent with only one of the two isoforms—in simulations of paired-end and single-end
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sequencing, varying the mean, μ, of the insert length distribution (Fig. 5). To assess the
amount of splicing information present in the length distribution, we considered read pairs
that were 20 times more likely to have derived from one isoform than the other under the
insert length distribution to be ‘probabilistically assignable’, with a ‘false read assignment’
(FRA) frequency of 1/20 = 5%. In Figure 5d, the insert length distribution has a mean ~260
± 10 nucleotides (nt), making it far more likely that the read pair shown derived from the
inclusion isoform.

Variability in the insert length distribution influences the confidence with which read pairs
can be assigned to isoforms. Varying the s.d., σ, of the insert length distribution by a
dispersion factor, d (where σ = d√μ), we observed that even for a relatively broad insert
length distribution (d = 2), inclusion of the 5% FRA reads substantially increased the
fraction of assignable reads for a gene containing a (typically sized) 100-nt alternative exon
(Fig. 5b). For tighter length distributions (d = 1 or d = 0.5), the fraction of assignable reads
increased markedly, from ~15% when ignoring insert length information to >50% when
considering insert length for large mean lengths, indicating that paired-end data with low-
dispersion length distributions can potentially increase the yield of information about
splicing by threefold or more at a given sequencing depth. Obtaining a length distribution
with d near 1 requires care in library preparation but is achievable in practice (the libraries
used in this study had d values between 0.6 and 1.5). For d < 1.5, the proportion of
assignable reads increased steadily with insert length (Fig. 5a), as larger inserts make it more
likely that reads from a pair will fall on opposite sides of an alternative exon and be
probabilistically assignable. Thus, if dispersion is kept near or below 1, use of longer insert
lengths should yield more information about splicing. However, changing mRNA fragment
size can have other effects on RNA-seq experiments, potentially affecting the priming and
reverse-transcription steps and the sampling of mRNAs of different lengths.

To assess the nature and extent of these effects, we generated libraries with mean insert
lengths of ~100 nt and ~280 nt from the same RNA sample, derived from control mouse
myoblasts, and generated similar libraries from myoblasts depleted of the splicing factor
CUGBP1 (Supplementary Fig. 8a). Gene expression estimates were relatively unaffected by
insert length for mRNAs 1 kilobase (kb) or longer, but, as expected, read coverage of very
short mRNAs only a few hundred bases in length was reduced by ~20–40% in the longer-
insert libraries (Supplementary Fig. 8b). The precise pattern of fluctuations in read coverage
along constitutive regions differed between libraries with different insert sizes but was
highly correlated between libraries generated with similar insert sizes (Supplementary Fig.
8c). The reproducibility of the patterns of local fluctuations indicated that they are primarily
determined by fragment size21—which could affect RNA secondary structure and therefore
the priming and reverse-transcription steps—rather than by technical noise. Because such
fluctuations could affect analysis of alternative splicing, comparisons made between RNA-
seq data sets prepared using similar library insert lengths will be most accurate. Changes in
gene expression resulting from the knockdown of CUGBP1 were detected highly
reproducibly at the two different library insert sizes (r ≈ 0.9; Supplementary Fig. 8d),
indicating that library insert size can be varied at least over this range without affecting the
ability to detect changes in expression. The overall magnitude of read-coverage fluctuations
was only modestly greater for the 100-nt-insert library than for the library with 280-nt
inserts (Supplementary Fig. 8e), but further tests of longer insert libraries will be needed to
determine the magnitude and impact of the expected increases in local read-coverage
fluctuations. Overall, the optimal insert size to use in an RNA-seq experiment will depend
on the importance one places on outputs such as detection of splicing changes relative to
efficient capture of short mRNAs.
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More accurate Ψ values using insert length information
Insert length information is incorporated in MISO by probabilistic assignment of read pairs
to isoforms that are consistent with both individual reads, weighting the assignment of read
pairs by the relative probability of observing the given insert length, according to the
structure of each isoform. To quantify the impact of the increased assignability of reads on
accuracy of Ψ estimates, we simulated paired-end reads from a typical gene model
containing an alternative exon (Fig. 5a). Use of paired-end reads with insert length
information markedly increased the accuracy of estimates of Ψ in simulations, reducing the
error by a factor of ~2–5 (Fig. 5c). With a typical gene model containing a typically sized
alternative exon, applying the Ψ̂MISO estimation method that makes use of paired-end length
information, rather than the standard Ψ̂MISO estimate, reduced the error in estimated Ψ from
about 8% to ~4% for a gene with RPK of 200, and the error was further reduced to ~2% at
higher coverage values.

Applications to complex alternative splicing
Paired-end data can also be used to make inferences about isoform levels for genes that
contain multiple alternative splicing events. To assess how much information can be gained
about splicing by paired-end sequencing in these cases, we simulated reads from a gene
model containing a pair of alternative exons while varying the number of exons, k,
separating the two alternative exons (Fig. 5e). In this gene model, 2 bits of information are
required to uniquely specify an isoform: 1 bit to indicate whether the first alternative exon
was included or excluded, and 1 bit to describe the splicing of the second alternative exon.
Reads that can be uniquely assigned to one of the four isoforms are therefore considered ‘2-
bit reads’, whereas reads that are assignable to exactly two of the four isoforms are
considered ‘1-bit reads’ (Fig. 5e). When k = 0, a single read may overlap the junction of the
two alternative exons or the junction between the flanking constitutive exons, providing 2
bits of information. For k ≥ 1, no 2-bit reads occurred for the typical read and exon lengths
used in the simulation, but read pairs can sometimes provide 2 bits of information—for
example, if the two reads derive from the two alternative exons or from junctions that are
informative about the splicing of these exons, though this is fairly rare. When insert length
information is used and probabilistically assignable reads are considered, far more read pairs
yield 1 or even 2 bits of information (Fig. 5c and Online Methods), indicating that short-read
data has some potential to address more complex alternative splicing events.

The MISO model generalizes to the isoform-centric case in which genes express arbitrarily
many isoforms through alternative splicing (Supplementary Note and Supplementary Figs.
9–11); an application of MISO to estimate the abundance of four isoforms from the GRIN1
gene is shown in Supplementary Figure 12. However, sequencing methods involving longer
reads, longer library insert lengths or both are needed to quantify isoforms in genes with
multiple distant alternative splicing events.

DISCUSSION
Alternative splicing is highly regulated during development and differentiation, and
misregulation of RNA processing underlies a variety of human diseases2,22. Because
individual alternative exons typically represent only a few percent of the length of the
mRNA, analysis of splicing requires greater sequencing depth and more powerful statistical
methods than are needed to study gene expression. The MISO model introduced here
represents a detailed probabilistic model of RNA-seq, and it has a variety of advantages,
including improved accuracy and the ability to analyze all major types of alternative pre-
mRNA processing at either the exon level or the isoform level.
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This study also has important implications for the design of RNA-seq experiments. Our
analyses indicate that paired-end sequencing yields far more information about alternative
exons and isoforms than single-end sequencing does. This information derives primarily
from cases in which the reads in a pair flank an alternative exon, so that the inclusion and
exclusion isoforms imply different intervening mRNA lengths. Use of somewhat longer
mRNA fragments, of 300 bases or more, in library preparation should generally enhance
isoform inference by increasing the occurrence of such read pairs, with tradeoffs related to
the capture of very short mRNAs and changes in the pattern and extent of local fluctuations
in read coverage along exons. Our analyses of read-coverage fluctuations strongly imply that
RNA-seq–based comparisons of expression and splicing will be most accurate when the
insert lengths of the libraries being compared are similar. In some cases a mixed
experimental design involving use of different library insert sizes from a single sample may
be appropriate—for example, combining one lane of paired-end sequencing from a longer-
insert RNA-seq library for inference of mRNA isoform abundance together with a lane of
shorter-insert single-end sequencing for analysis of gene expression.

Methods
Methods and any associated references are available in the online version of the paper at
http://www.nature.com/naturemethods/.

Supplementary Material
Refer to Web version on PubMed Central for supplementary material.
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Figure 1.
More accurate inference of splicing levels using MISO. (a) Generative process for MISO
model. White, alternatively spliced exon; gray and black, flanking constitutive exons. RNA-
seq reads aligning to the alternative exon body (white) or to splice junctions involving this
exon support the inclusive isoform, whereas reads joining the two constitutive exons (black-
gray exon junction) support the exclusive isoform. Reads aligning to the constitutive exons
are common to both isoforms. (b) The Ψ̂SJ estimate uses splice-junction and alternative
exon–body reads only. (c) The MISO estimate, Ψ̂MISO (derived here analytically), also uses
constitutive reads and paired-end read information; orange lines connect reads in a pair; the
insert length distribution is shown at right. (d) Comparison of Ψ̂SJ and Ψ̂MISO estimates
from simulated data. Reads were sampled at varying coverage, measured in RPK, from the
gene structure shown at top right, with underlying true Ψ = 0.5. Mean values from 3,000
simulations are shown (±s.d.) for each coverage value. Percentiles of gene expression values
are shown for a data set assuming 25 million mapped paired-end (PE) read pairs (25M PE;
blue, extrapolating from an Illumina GA2 run that yielded 15 million mapped read pairs)
and for a data set of 78 million mapped read pairs from an Illumina HiSeq 2000 instrument
(78M PE; red), both obtained from human heart tissue.
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Figure 2.
MISO CIs for Ψ values and qRT-PCR validation. qRT-PCR measurements from ref. 13 for a
set of 52 alternatively skipped exons were compared to MISO posterior mean estimates of
Ψ, denoted Ψ̂MISO. Full listing of events is given in Supplementary Table 1. (a,b) The Ψ
posterior distributions obtained by sampling and 95% CIs are shown for two representative
exons, one with a wide (NFYA, exon 3) and one with a narrower (ZNF207, exon 6) CI. qRT-
PCR Ψ measurements are indicated in red. (c) Scatterplot of MISO and qRT-PCR Ψ
estimates for the full set of 52 events. (d) Scatterplot of MISO and qRT-PCR estimates for
the subset of 23 high-confidence events, for which CI width <0.25. One exon was excluded
from this plot because of expressed sequence tag (EST) evidence of an alternative isoform
expected to confound the qRT-PCR analysis (Supplementary Fig. 6).
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Figure 3.
Bayes factor analysis of hnRNP H regulation of exon splicing. (a) CLIP tag density (H
CLIP; green) and RNA-seq read densities in hnRNP H–knockdown and control conditions
(H KD and H Ctrl; light and dark blue, respectively) for an alternative exon in human
C17orf49. Number of guanines in poly(G) runs in upstream and downstream introns is
shown. (b) Model of hnRNP H function in splicing regulation: binding of poly(G) runs (Gn)
adjacent to an exon enhances the exon’s splicing (+ arrows); binding in exon body represses
splicing (− arrow). A 250-nt window in flanking introns was used to count CLIP tags in
analyses. (c) BF for exon 2 of PRMT2 gene. Gray dashed line, distribution over ΔΨ under
the null hypothesis; black solid line, posterior distribution. (d) Cumulative distribution of
BFs using hnRNP H RNA-seq data for exons with sufficiently high read coverage. Inset,
fraction of differentially regulated exons (ΔΨ ≥ 0.15 by qRT-PCR), grouping exons by BF
(n = 25 exons). (e) Percentage of exons enhanced by hnRNP H (ΔΨ > 0), plotted against
increasing BF thresholds, for exons with CLIP tags in downstream or upstream introns but
not in exon body (red and orange curves), for exons with CLIP tags in exon body but not in
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flanking introns (blue curve) and for exons with no CLIP tags (dotted black line). (f)
Guanines in poly(G) runs in downstream intron, plotted against increasing BFs.
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Figure 4.
Bayes factor analysis implicates hnRNP H in alternative cleavage and polyadenylation. (a)
CLIP tag density (H CLIP; green) and RNA-seq read densities in hnRNP H control and
knockdown conditions (H Ctrl and H KD; light and dark blue, respectively) along the 3′
UTR of the NFATC4 gene. Core and extension poly(A) sites for NFATC4 are shown, with a
model illustrating the effect of hnRNP H effect on poly(A) site selection. (b) Number of
CLIP tags per kilobase normalized by expression (RPKM) for exons with shortened and
lengthened UTRs between hnRNP H control and knockdown conditions (red and blue
curves, respectively). Values plotted are averages of subsampled mean densities (n = 100
subsamplings) where exons were matched for expression (RPKM). Error bars show s.e.m.
CLIP tag density for UTRs not differentially regulated (BF < 1), as shown by dotted gray
line.
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Figure 5.
Improved estimation of isoform abundance using paired-end reads. (a) Representative gene
model with 100-nt first exon, 100-nt skipped exon (exon 5, in white), 150-nt constitutive
exons and 600-nt last exon. (b) We simulated reads from the two-isoform gene model shown
in a while varying the mean, μ, of the insert length distribution, setting the s.d.  to
adjust for the higher variability expected in the size selection for longer fragments. Fraction
of 1-bit (assignable to only one isoform) paired and single-end reads is plotted (±s.d.). (c)
Distribution of errors for paired-end and single-end estimation as coverage increases
(measured in RPK). (d) Histogram shows library insert length distribution computed from
read pairs mapped to long constitutive 3′ UTRs in a human testes RNA-seq data set. In the
example exon trio shown (similar to that in Fig. 1d), the insert length distribution assigns a
higher probability to the top (inclusion) isoform than to the bottom (exclusion) isoform, for
which the inferred insert length is improbably small. (e) Fraction of assignable 2-bit and 1-
bit reads (±s.d.) for paired-end and single-end reads as a function of the number of
intervening constitutive exons, k.
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