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Abstract
Background
Accurate and comprehensive annotation of transcript sequences is essential for transcript
quantification and differential gene and transcript expression analysis. Single molecule long
read sequencing technologies provide improved integrity of transcript structures including
alternative splicing, and transcription start and polyadenylation sites. However, accuracy is
significantly affected by sequencing errors, mRNA degradation or incomplete cDNA synthesis.
Results
We present a new and comprehensive Arabidopsis thaliana Reference Transcript Dataset 3
(AtRTD3). AtRTD3 contains over 160,000 transcripts - twice that of the best current
Arabidopsis transcriptome and including over 1,500 novel genes. 79% of transcripts are from
Iso-seq with accurately defined splice junctions and transcription start and end sites. We
develop novel methods to determine splice junctions and transcription start and end sites
accurately. Mis-match profiles around splice junctions provide a powerful feature to distinguish
correct splice junctions and remove false splice junctions. Stratified approaches identify high
confidence transcription start and end sites and remove fragmentary transcripts due to
degradation. AtRTD3 is a major improvement over existing transcriptomes as demonstrated
by analysis of an Arabidopsis cold response RNA-seq time-series. AtRTD3 provides higher
resolution of transcript expression profiling and identifies cold-induced differential transcription
start and polyadenylation site usage.
Conclusions
AtRTD3 is the most comprehensive Arabidopsis transcriptome currently. It improves the
precision of differential gene and transcript expression, differential alternative splicing, and
transcription start/end site usage analysis from RNA-seq data. The novel methods for
identifying accurate splice junctions and transcription start/end sites are widely applicable and
will improve single molecule sequencing analysis from any species.

250 words
3
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Background
Accurate gene expression analysis at the transcript level is essential to understand all aspects
of plant growth and development and their responses to abiotic and biotic stress. The
magnitude and dynamics of transcriptional and post-transcriptional re-programming of the
transcriptome provide insights into the cellular complexity of responses to external and internal
cues. This complexity can now be readily explored using high throughput RNA-sequencing
(RNA-seq) technologies and vastly improved analytical methods and software programs. The
ability to quantify the expression levels of individual transcripts from Illumina short-read RNAseq data was revolutionised by the development of rapid and accurate non-alignment
programmes, Kallisto and Salmon [1,2]. However, Kallisto and Salmon require a reference
transcriptome for accurate transcript quantification and the power of such analyses greatly
depends on the quality and comprehensiveness of the reference transcriptome being used.
RNA sequencing using long read single molecule sequencing technologies, namely Pacific
Biosciences (PacBio) and Oxford Nanopore sequencing, offers improved integrity of transcript
structures. Single molecule sequencing has the advantage of being able to identify
transcription start and end (polyadenylation) sites (TSS and TES, respectively), alternative
splicing (AS), alternative polyadenylation (APA) and the correct combinations of different TSS,
TES and splice junctions (SJs). However, sequencing errors are common in single molecule
sequencing and mis-mapping of reads to the genome significantly increases false splice sites
and affect open reading frames of transcripts [3]. Previous work on sequence alignment
accuracy found that the main source of error for global sequence alignment was the
misplacement of gaps, a phenomenon also called “edge wander” [4]. Misplacement of gaps
is strongly affected by sequencing errors. Introns can be considered as “gaps” when the single
molecule long reads are mapped to the genome and can generate many false splice junctions
[5–9]. For example, alignment of high error-containing long reads from a particular locus often
disagrees with one another (particularly around splice sites) [6] and high error rates result in
a high proportion (27%) of mis-placed splice junctions [5]. Strategies to overcome the effects
5

of sequencing errors in the long reads include by self- or hybrid correction methods. Selfcorrection utilizes the raw signal and consensus-based calls to reduce errors while hybrid
correction exploits Illumina short reads to correct errors in the long reads [10–13]. However,
current error correction tools tend to trim or split long reads when lacking local short read
support, over-correct (introduce new, false splice junctions) when mapping to the wrong
locations and lose isoforms with low expression [5,7]. In addition, a considerable number of
reads representing fragments of mature mRNAs, likely due to incomplete cDNA synthesis or
mRNA degradation, compromise the accurate determination of transcription start and end
(poly(A)) sites. While these issues are not generally appreciated, they reduce the overall
precision of transcript quantification and downstream analysis of differential expression, AS,
APA and TSS and TES usage.
Iso-seq single molecule sequencing has been applied to a wide selection of crop plants (e.g.
maize, wheat, sorghum, coffee, tea, sugarcane, rice, amaranth [14] and grape), economically
important plants for feed or products (e.g. switchgrass, Bermuda grass, perennial ryegrass,
pine, rubber, red clover), wild plant species (e.g. wild strawberry), plants of botanical interest
(e.g. Pitcher plants – Nepenthes spp.), and medicinal plants (e.g. Zanthoxylum, safflower,
Salvia) [15–38]. The majority of the above applications of PacBio sequencing investigated
transcriptome diversity and complexity and determined transcription start sites, AS events and
APA sites. However, significant issues surrounding the accuracy of SJs, TSS and TES
identification suggest that many of the above transcriptome studies would benefit from
improved methods of transcript structure determination. Accurate and well-curated transcripts
also play an important role in improving genome annotations and the identification of novel
genes and, particularly, long non-coding RNAs.
In this paper, we report the construction of a new, comprehensive Arabidopsis transcriptome,
AtRTD3, based on a wide range of Arabidopsis tissues and treatments. AtRTD3 contains over
160k transcripts, 79% of which are derived from Iso-seq and have accurately defined SJs,
TSS and TES. It improves the precision of analysis of RNA-seq data for differential gene and
6

transcript expression and differential alternative splicing and now allows analysis of differential
TSS and TES usage. We used a new pipeline based on TAMA [7] to analyse the Iso-seq data
and developed novel methods to address the impact of sequencing errors and incomplete
transcripts. We developed 1) a splice junction-centric approach that allows the identification
of high confidence SJs and 2) a probabilistic 5’ and 3’ end determination method that
effectively removes transcript fragments and identifies dominant transcript start and end sites.
They allow accurate determination of SJs, TSS and TES directly from the Iso-seq data and
remove the requirement for hybrid error correction or parallel experimental approaches for
detecting TSS and TES such as CAGE-seq or poly(A)-seq, respectively. The defined sets of
high confidence SJs, TSS and TES were used to generate an Iso-seq based transcriptome
(AtIso) consisting of transcripts with accurately defined 5’ and 3’ ends and SJs and the
combination of AS events with specific TSS and TES. The high confidence full-length
transcripts in AtIso covered ca. two-thirds of genes in Arabidopsis and confirmed many of the
short read assembled transcripts while resolving assembly artefacts present in AtRTD2 [39].
Around one-third of genes had very low or no Iso-seq coverage. Short read assembly
generates highly accurate SJs but little information on 5’ and 3’ ends. Therefore, AtIso was
merged with short read assemblies, such as AtRTD2 [39] and Araport11 [40] to form AtRTD3,
giving preference to Iso-seq transcripts to capture high confidence SJs, TSSs and TESs and
integrating only those transcripts from AtRTD2 and Araport11 with novel SJs or loci. The
resulting AtRTD3 transcriptome contains 40,932 genes and 169,503 transcripts with ca. 78%
of transcripts having Iso-seq support. The main function of AtRTD3 is to enable accurate
differential gene expression and differential alternative splicing analysis of RNA-seq
experiments designed to address a wide range of biological questions. To provide accurate
quantification of genes and transcripts, the RTD must be as comprehensive as possible, and
the constituent transcripts must be as accurate as possible. AtRTD3 represents a significant
improvement over existing Arabidopsis transcriptomes as demonstrated by its improved
transcript quantification accuracy and transcript expression profiling over AtRTD2 and
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Araport11 and by the identification of cold-induced differential TSS and TES usage from
analysis of time-series data.
Results
Single molecule Iso-sequencing of diverse Arabidopsis plant samples
PacBio Iso-seq was performed on total RNA extracted from nineteen samples from different
Arabidopsis Col-0 organs, developmental stages, abiotic stress conditions, infection with
different pathogens and RNA degradation mutants to capture a broad diversity of transcripts
(Additional File 1: Table S1). PacBio non-size selected Iso-seq libraries were made for all
nineteen samples using a cap enrichment protocol (Teloprime, Lexogen). In addition,
Teloprime v2 (Lexogen) libraries were constructed for six of the above RNA samples and
Clontech (Takara Bio) libraries for two of the above samples. Each of the 27 libraries were
sequenced on a separate SMRT cell on a PacBio Sequel machine with a 10 h (v3) movie time.
The PacBio raw reads were processed using the PacBio IsoSeq3 pipeline to generate circular
consensus sequences (CCS) and full length non-chimeric (FLNC) reads without the clustering
and polishing steps and FLNCs were mapped to the reference genome (TAIR10) (Fig. 1). The
numbers of reads, FLNCs and mapped FLNCs along with statistics are shown in Additional
File 1: Table S2. The 27 libraries generated 13.7 million Iso-seq reads in total. The total
number of CCS was 8.7 M with an average of 322K CCS per library. The total number of
FLNCs generated using lima+refine (see Methods) was 7.77 M with an average of 288K per
library. About 7.36 M of the FLNCs mapped onto the Arabidopsis genome, generating 142.9K
transcripts and 14.3K genes on average per library. We then merged the transcripts generated
from the 27 libraries using TAMA merge, where unique transcripts including those with only a
single nucleotide difference at 5’ and 3’ UTR were kept (Fig. 1). The merged transcriptome
assembly consisted of 33,154 genes and 2,239,270 transcripts.
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Sequencing mismatches around splice junctions (SJs) distinguish high and low
confidence SJs
The challenge with Iso-seq derived transcripts is to accurately define SJs, TSSs and TESs.
As the merged assembly contained tens of thousands of false SJs (see below), transcripts
containing these SJs were identified and removed before defining TSS and TES. Based on
the hypothesis that sequence errors in the Iso-seq reads around SJs promote “edge wander”
[4] resulting in false SJs, we used TAMA Collapse to extract the mapping information of 30nt
up and down streams of each SJs from the uncorrected reads from the 27 Iso-seq libraries.
(Additional File 2: Fig. S1). We compared the resulting Iso-seq SJs to those of AtRTD2.
124,328 SJs were shared between Iso-seq and AtRTD2 transcripts and 110,992 were unique
to the Iso-seq transcripts (Fig. 2A). We then extracted the mismatch profiles for the shared
SJs and for those unique to Iso-seq transcripts and determined the number and percentage
of mismatches in each position in the 30 nt up- and downstream of the SJ (Additional File 1:
Tables S3A and S3B). Thus, the SJs in the Iso-seq transcripts were divided into two sets: 1)
a high confidence set of 124,328 SJs (above) that were also present in AtRTD2 transcripts
(extensive quality control measures were used to remove false SJs during the construction of
AtRTD2 from short reads – Zhang et al. [39]) and 2) a low confidence set of 110,992 SJs
unique to Iso-seq transcripts (above) that includes novel, bona fide junctions as well as
incorrect mis-placed SJs. To assess the different characteristics between the two sets of SJs,
we calculated position weight matrix (PWM) scores for 5’ and 3’ splice site consensus
sequences for each intron (Additional File 1: Table S4). The average PWM scores of the high
confidence SJs (5’ splice site: 69.91, 3’ splice site: 67.75) were significantly higher than the
average of the low confidence set (5’: 62.79; 3’: 62.67) (Fig. 2B). Taking the threshold PWM
of 65 as the criteria for a good quality splice site [39], 79.4% of high confidence SJs had PWM
scores at both 5’ and 3’ splice sites of >65 with only 20.6% having at least one PWM score
lower than the threshold (5’: 3.50% and 3’: 17.64%). In contrast, 79.17% of the SJs in the low
confidence set have at least one PWM score lower than the threshold at either the 5’ or 3’
9

splice site (5’: 52.24% and 3’: 59.07%). Thus, the high confidence SJs have higher splice site
consensus sequence quality characteristics than the low confidence SJs.
To examine the relationship between the presence of sequencing errors in reads around the
SJs and the quality of the SJs, we selected the Iso-seq read with the smallest number of
mismatches in the 60 nt region around each SJ for the analysis. The mismatch rate in each
position in the SJs shared with AtRTD2 (high confidence set) was in the range of 0.008% to
0.08%. In contrast, the mismatch rate in each position in the low confidence SJs unique to Isoseq were up to 100-fold greater and ranged from 1.02% to 4.12% (sequence upstream of SJ)
and 0.97% to 7.58% (downstream of SJ) in, for the most part, descending order with distance
from the splice junction (Additional File 1: Table S3A and S3B). Plotting the distributions of the
mismatches at each position upstream (Fig. 2C) and downstream (Fig. 2D) clearly showed a
high number of mismatches in the vicinity of SJs unique to Iso-seq (low confidence) while the
SJs shared with AtRTD2 (high confidence) had far fewer mismatches with a more uniform
distribution (Fig. 2C and D; Table S3A and B).
The effect of having sequencing errors in Iso-seq reads in the region of a SJ is illustrated by
the number of SJs that would remain (recall) if SJs with an error in any of the positions were
removed. For example, removing those SJs with a mismatch in positions 1-10 on either side
of a SJ would remove only 711 SJs from the shared SJs (high confidence) leaving 99.43% of
SJs (Fig. 2E; Additional File 1: Table S5A) but 29,606 SJs of the SJs unique to Iso-seq (low
confidence), leaving 73.32% of the SJs (Fig. 2E; Additional File 1: Table S5B). Thus,
sequencing mismatches in the vicinity of SJs are strongly associated with new, false SJs which
carry over into transcripts. Filtering the SJs by removing those with mismatches around the
SJs has a significant impact on the low confidence SJs but a very limited effect on the high
confidence SJs. Thus, examining mismatches around the SJs is an effective strategy to
distinguish high and low quality SJs and identify false SJs.
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Splice junction centric analysis for accurate splice junction determination
To apply the above observations to overcome the problem of false splice junctions being
generated due to mismatches in Iso-seq reads in the vicinity of SJs, we developed a method
to identify and retain high confidence SJs. The original TAMA collapse [7] removes reads with
defined mismatches around the SJs. There are two issues with this approach: 1) when an Isoseq read with multiple SJs is removed due to erroneous mapping of one or more SJs, other
correct SJs supported by that read will be discarded at the same time; and 2) as Iso-seq
sequencing errors are distributed randomly, some reads with errors around SJs could still be
correct and be rescued by other reads that mapped perfectly to the region. We therefore
modified the approach to keep all high confidence SJs irrespective of whether low quality SJs
were present in the rest of the read. In so doing, we constructed a high confidence set of SJs
where each SJ has support from at least one Iso-seq read with zero mismatches in positions
±10 nt from SJs. Using this set of SJs, reads with correctly mapped SJs but mismatches
around SJs are still retained, contributing to identification of SJs in the final merged transcript
assemblies.
In the transcript set from the 27 libraries, there were 235,320 non-redundant SJs. We first
removed SJs with non-canonical motifs leaving 175,827 SJs. Then, we selected the SJs that
had support from at least one read with zero mismatches to the genome in the 10 nt region
on each side of the SJ. This reduced the number of false SJs caused by the combined effects
of mis-mapping of the introns and sequencing errors around SJs, leaving 162,888 SJs. Thus,
71,726 (64.62%) SJs unique to Iso-seq (30.5% of all SJs in Iso-seq) were removed due to
lack of experimental evidence for a high confidence SJ. For comparison, only 706 SJs that
are shared between Iso-seq and AtRTD2 (0.46% of all SJs in AtRTD2) were removed using
the same filtering parameters. Thus, the SJ-centric approach makes the best use of local
information around the SJs of long reads to define the set of high confidence SJs.
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A stratified and probabilistic approach to determine the TSS and TES sites
The combination of Teloprime 5’ capture followed by Iso-seq sequencing from poly(A) tails
should, in principle, produce full-length mRNA sequences containing authentic 5’-end/TSS
and 3’-end/TES. However, a number of factors affect accurate TSS and TES identification: 1)
mRNAs undergo degradation (in vivo or during RNA manipulation) generating truncated
transcript fragments. Teloprime 5’ capture is not 100% efficient such that Iso-seq reads from
5’-degraded transcripts are still generated. Similarly, 3’ end degradation and off priming, where
the PCR oligo-dT primer amplifies from poly(A) sequences within the transcript instead of the
poly(A) tail, generate 3’ truncated transcript fragments. Thus, reads from transcripts with
different degrees of degradation generate multiple false TSSs/TESs; 2) TSS/TES are usually
stochastic and not limited to a single nucleotide location but rather are distributed around a
dominant site [41]; and 3) the number of Iso-seq reads varies greatly across a large dynamic
range. Consequently, highly expressed genes may contain thousands of individual transcripts
including substantial numbers of degradation products. In contrast, for genes with low levels
of expression and a limited number of reads or no read coverage, it is difficult to apply
statistical inference to determine whether read start/end points are TSSs/TESs. The
challenges in accurately identifying TSS/TES for genes with high and low read abundance are
therefore very different. For highly sequenced genes, the major task is to reduce false
TSS/TES from transcript fragments and identify dominant sites. For genes with few reads, the
task is to get sufficient experimental evidence to support TSS/TES identification. We have
therefore developed and applied two different approaches to end determination depending on
the read/transcript abundance. We assumed that for highly squenced genes, authentic
TSS/TES sites would tend to be sequenced more often while the ends from degraded mRNA
products would occur randomly. We, therefore, used the binomial function to estimate the
probability of having a certain number of Iso-seq read ends at any position at random and
used these probabilities to identify positions with non-random (i.e. enriched) ends that
represent authentic start or end sites (Additional File 2: Fig. S2A and B). For genes with few
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reads, we compared start and end sites of different reads to identify similar ends as support
for potential TSS/TES (see below; Additional File 2: Fig. S2C).
Identification of significant read start and end genomic locations
For TSS determination, only the Teloprime captured reads were used as the Clontech libraries
are more likely to contain truncated fragments with missing TSSs [42]. The exact genomic coordinate of the start of each read (read start genome location-RSGL) was identified giving a
total of a total of 616,593 RSGLs. By applying the binomial probability method (Additional File
2: Fig. S2A), 61,014 significant RSGLs enriched for start locations were detected from 17,098
genes. These 17,098 genes tended to be highly sequenced with read numbers ranging from
7 to 48,110 and a median of 110 reads. They accounted for 550,022 of the total RSGLs
(89.3%) from which the 61,014 significant non-random RSGLs were identified, an
approximately 10-fold reduction of the average RSGL number per gene from 32.17 to 3.57.
Thus, the binomial probability method reduces the overall number of RSGLs into a smaller
number of high confidence RSGLs. For the remaining 15,858 genes, no significant RSGLs
were detected. These genes had relatively few reads with a median of 2 reads per gene and
80% of genes having fewer than 7 reads. For these genes, we compared the start positions
of reads from each gene and required at least two Iso-seq reads with 5’ ends within a sliding
window of 11 nt (5 nt on each side) to call a supported RSGL (Additional File 2: Fig. S2C). By
this method, the 66,571 remaining RSGLs (from 15,858 low abundance genes) generated
25,930 supported RSGLs from 7,028 genes. Thus, we have defined 61,014 and 25,930 TSSs
from with high and low numbers of reads genes, respectively.
Before enrichment, a total of 723,903 read end genomic locations (REGLs) were identified.
We removed 11,703 reads where 3’ ends were immediately followed by poly(A) sequences in
the genome sequence and were likely to be a result of off-priming, leaving a total of 712,200
REGLs. We then applied the binomial distribution method to detect non-random REGLs, as
described above for RSGLs. For highly sequenced genes, 84,043 significant REGLs
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(Additional File 2: Fig. S2B) from 16,728 genes were identified with read abundance per gene
varying from 7 to 49,917 and a median of 128. These highly sequenced genes contained
669,642 (94.02%) of the total REGLs and showed very variable end sites. The binomial
distribution probability method reduced the average number of REGLs per gene from 40.03 to
5.02. The remaining 13,440 genes had fewer reads with a median of 1 read, and 80% of
these genes had fewer than 5 reads. At least two Iso-seq long reads with similar 3’-ends within
a sliding window of 11 nt (5 nt on each side) were required to call a supported REGL
(Additional File 2: Fig. S2C). On this basis, from the 42,558 REGLs from the 13,440 genes
with few reads, 21,664 supported REGLs from 5,824 genes were identified. Thus, we have
defined 84,043 significant REGLs and 21,664 supported REGLs from genes with high and low
numbers of reads, respectively. Finally, 8,830 and 7,616 genes did not have significant or
supported RSGLs or REGLs, respectively, and represented genes with one read or with very
few reads with varying start or end locations differing by more than 5 nt.
Validation of significant TSSs and TESs
A transcription start site dataset for Arabidopsis genes at nucleotide resolution was generated
previously using paired-end analysis of TSSs (PEAT) [41]. In their study, using a pooled Col0 root sample, 79,706 mapped and annotated PEAT tag clusters (groups of similar TSSs)
were identified, and quality filtering generated 9,326 strong tag clusters from protein-coding
genes which had groups of TSS locations supported by at least 100 reads. The information
for each tag cluster included the start, end, strand, as well as the mode, which is the location
within the cluster where the greatest number of 5’ ends were mapped [41].
We compared the significant 61,014 RSGLs from the highly sequenced genes here with the
PEAT tag clusters and found that 50.8% were located within 8,445 of the 9,326 strong tag
clusters (90.5%). Thus, the significant RSGLs from the highly sequenced genes showed
substantial concentration and overlap with the published set of strong tag clusters. We also
compared the significant RSGLs with the mode (genomic locations with the highest number
of reads within that tag cluster) of strong tag clusters and found that 6,563 (70.4%) strong tag
14

cluster modes co-located with the significant RSGLs with no more than a 1 nt difference
(Additional File 2: Fig. S3A).Significant RSGLs were also identified in another 9,010 genes not
detected in Morton et al. [41]. This is likely due to the much wider range of tissues and
treatments used here and differences in gene coverage between the Iso-seq and PEAT
analyses. We have also compared our RSGLs to a recent study [43] that carried out genomewide TSS mapping using 5’ CAP sequencing. In this study, 96,232 TSS tag clusters were
detected in 21,359 genes in wild type plants and mutant lines of the FACT (FAcilitates
Chromatin Transcription) complex. We found that 55,737 (91.35%) of our significant RSGLs
located within the TSS tag clusters of Nielsen et al. [43], covering 16,353 genes. The
correspondence of our data with both the above studies shows the high accuracy of the
RSGLs detected using our novel method of transcript 5’ end determination.
Arabidopsis polyadenylation sites have been previously identified through direct RNA
sequencing of seedling RNA, which found 49,916 cleavage and polyadenylation site (CS)
peaks supported by >9 raw reads from 14,311 genes [44]. We compared the 84,043 significant
REGLs with the CS peaks and found that 1) 45,931 (92%) CS peaks from 13,443 genes colocated with significant REGLs within a 50 nt window and 24,927 (49.93%) CS peaks colocated with significant REGLs at the same genomic location (< 1 nt difference) (Additional
File 2: Fig. S3B,C). The significant REGLs identified an additional 12,305 TES sites in 5,531
genes, including 3,663 genes for which no CS peaks were reported [44]. The increased
diversity of TES identified from our Iso-seq data are again likely due to the wider range of
tissues and treatments used for RNA sequencing.
Significant RSGLs/REGLs show enrichment in motifs related to TSSs and TESs
To further validate the TSSs in the significant 61,014 RSGLs, we looked for common
transcription motifs (e.g. TATA box, lnitiator and Y-patch) in the region of the TSSs (+500 to 500 bp) and the Kozak translation start site motif downstream of the TSS, and compared these
to the raw 79,706 TSS tag cluster peaks from Morton et al. [41]. The TATA box is a T/A-rich
motif ca. 25-35 bp upstream of highly expressed genes that determine expression levels
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[41,45,46] (Additional File 1: Table S6). A sharp peak was observed upstream of the TSSs for
both RSGLs and TSS peak clusters consistent with the expected position for a TATA box (Fig.
3A). Thus, there is a good corroboration of our computational derived TSS and the
experimentally defined TSS. Despite fewer significant RSGL sites being investigated, we
found the number of TSSs with upstream TATA motifs in the RSGLs almost doubled that seen
with the PEAT tag cluster peaks (from 3,603 sites to 6,976 sites) (Fig. 3A). A proportion test
shows that the TATA box motif was significantly enriched in RSGLs compared to the TSS
cluster peaks in Morton et al (p<2.2e-16). The Initiator (Inr) element is pyrimidine-rich, overlaps
the TSS site, and is important for transcriptional activation [46] while the Y-patch pyrimidinerich motif, found upstream of TSSs, is unique to plants and found in more than 50% of
annotated rice genes [47] (Additional File 1: Table S6). Enrichment of both motifs around the
TSS was observed again, with 2,236 and 11,477 instances, respectively, in the significant
RSGL set and 1,208 and 6,067 instances, respectively, in the Morton et al. data (both
proportion tests p<2.2e-16) (Fig. 3B and C). Finally, the Kozak consensus translation start
sequence is downstream of the TSS and contains the translation start AUG codon [48].
Significant enrichment of Kozak sequences was seen downstream of the TSSs for the
significant RSGLs with 316 instances over 116 instances in the Morton data (proportion tests
p<2.2e-16) (Fig. 3D).
To further validate the REGLs, we searched the genomic sequences around the TESs (-500
to +500 bp) of the 84,043 significant REGLs and 49,916 CS peaks from Sherstnev et al. [44]
for conserved cleavage and polyadenylation sequence motifs. The polyadenylation signal
(PAS) motif (possessing a canonical AATAAA when the PAS is relatively strong) is required
for 3’ end polyadenylation while the CFlm motif is the binding site of cleavage factor Im, an
essential 3’ processing factor [49,50] (Additional File 1: Table S6). The number of matching
sequences and their positions showed significant enrichment of CFIm sequences (upstream
of the PAS) and the poly(A) signal motif at the TES for significant REGLs over CS peaks (Fig.
3E and F, respectively) with 3,627 and 1,565 instances, respectively, in the CS peaks and
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6,663 and 3,994 instances, respectively, in the significant REGLs (proportion tests p = 5.725e06 and p<2.2e-16, respectively) (Fig. 3E and F).
Generation of high level transcripts for AtIso
To achieve accurate transcript isoforms from the Iso-seq data, we have adopted a strategy
that requires evidential support for all the SJs, TSSs and TESs. We generated datasets of
high confidence SJs, RSGLs and REGLs which were then used to filter the 2,239,270
transcripts from all the libraries. Given the stochastic nature of TSSs and TESs, we applied a
100 nt window around each significant and supported RSGL and REGL (50 nt on each side)
to define high confidence TSS and TES regions (Additional File 2; Figure S4). This generated
1,674,795 transcripts after sequentially removing transcripts containing poorly supported SJs
(117,361 transcripts) or poorly supported TSS and TES (447,114 transcripts) (Fig. 1C). The
above filtering criteria also addressed the common issue of excessive numbers of single exon
gene models generated from Iso-seq experiments and many other genome-wide annotation
projects [7,51], which could be the result of genomic DNA contamination. In our data, we also
observed that 161,578 (46.6%) out of 346,455 single exon transcripts were removed due to
the TSS/TES filtering. These removed transcripts are probably fragments with missing 5’ or 3’
sites or false positive gene models. As a result, filtering using high confidence TSS and TES
regions also reduced the number of the mono-exonic genes (containing mono-exonic
transcripts) from 13,619 to 4,477, a reduction of 67% on the number of putative mono-exonic
genes. The percentage of mono-exonic genes decreased from 41.3% to 20.9% of the total
number of genes after TSS/TES filtering.
Finally, to increase the gene coverage using existing annotations and make the maximum use
of the Iso-seq long reads, we retained a further 2,483 genes (7,398 transcripts) where the
reads overlapped Araport transcripts on the same strand with at least 50% overlap. The
combined set was merged allowing 50 nt variations at the 5’ and 3’ ends and the final AtIso
dataset contained 24,344 genes with 132,190 high level transcripts (Additional File 2: Fig. S4).
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To investigate the contribution to gene and transcript diversity from each of the different
libraries to AtIso, we used the transcript merge information provided by TAMA
(_trans_report.txt) to identify which transcripts and genes were merged from the individual
libraries (Additional File 1: Table S7; Additional File 2: Fig. S5). The nuclear RNA sample
contributed the least number of genes and transcripts to AtIso despite high number of CCS
reads generated from this library. The silique library contributed the second lowest number of
genes and transcripts which is likely due to the flow cell having the lowest loading efficiency
(21%) and generating the lowest number of CCS reads of all the libraries (Additional File 1:
Table S2). The contribution to gene and transcript numbers from the rest of the libraries is
more consistent ranging from 7.5k to 14K genes and 10K to 25K transcripts. Of the 24,344
genes and 132,190 transcripts in AtIso, only 257 genes and 99 transcripts were shared by all
27 libraries while 3,939 genes (16.1%) and 81,310 transcript (61.5%) were unique to a single
library. Thus, the libraries from the wide range of organ types and conditions are highly
complementary and aided the capture transcriptome diversity.
Finally, we performed a saturation analysis which counted the number of genes and transcripts
as each library was added. The increase in the number of new genes in AtIso began to plateau
after 8 samples had been added eventually reaching 24,344 genes (Additional File 1: Table
S8; Additional File 2: Fig. S6A). Interestingly, the nuclear RNA sample added ca. 1.5K unique
genes despite having the lowest number of genes and transcripts identified. This may reflect
capture of transcripts which may function and remain in the nucleus (e.g. some lncRNAs). For
samples with relatively limited amounts of sample (e.g. flower and root) which were sequenced
more than once, each library continued to add unique genes. In contrast, the number of unique
transcripts continued to increase with each library adds a few thousand isoforms (Additional
File 1: Table S8; Additional File 2: Fig. S6B). The linear growing trend of unique transcripts
shows that saturation has not yet been reached with the existing Iso-seq data.
Construction and characterisation of the AtRTD3 transcriptome
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AtIso contained transcripts from 57% of the genes in Araport11. Splice junction and transcript
identity were compared among AtIso, AtRTD2 and Araport11 [39,40] (Additional File 3). There
was high similarity in SJs but very low overlap of transcripts due to poor 5’ and 3’ end
determination and different combination of SJs in AtRTD2 and Araport11 compared to the Isoseq transcripts (Additional File 3). To generate a new, comprehensive transcriptome for
Arabidopsis that covered all genes and incorporated the Iso-seq transcripts, long and short
read assemblies were combined using the following criteria: 1) AtIso had the most accurate
transcript data and was used as the back-bone for integrating AtRTD2 and Araport11. To
maximize the use of Iso-seq transcripts, we kept all AtIso transcripts; 2) As the TSS, TES and
the combination of SJs are less accurate in transcripts assembled from short reads, a) only
transcripts from AtRTD2 and Araport that contained novel SJs or b) covered novel genomic
loci were incorporated from the short read assemblies. Using these criteria, the three
assemblies were merged with TAMA merge, generating the final transcriptome, which we
named AtRTD3. AtRTD3 contained 40,932 genes with 169,503 transcripts with a total of
183,568 SJs. AtIso contributed 132,166 (77.97%) transcripts from 25,248 (61.68%) genes,
AtRTD2 contributed 24,831 (14.65%) transcripts from 13,683 genes [39] and Araport11
contributed 12,506 (7.38%) transcripts from 11,750 genes [40]. In AtRTD3, the average
number of isoforms per gene was 4.4 and nearly 80% of transcripts had Iso-seq support (SJs,
TSS and TES).
We used SQANTI3, the latest version of SQANTI [52] to assess the quality of the long read
transcripts in AtIso and AtRTD3 in comparison with other reference transcriptomes (Araport11
[40] and AtRTD2 [39]. SQANTI catalogues long read transcript as Full-Splice-Match (FSM)
when the transcript matches a reference at all SJs, Incomplete-Splice-Matches (ISM), if the
transcript misses SJs at either 5’ and 3’, Novel In Catalogue (NIC), when the long reads
transcript includes a novel combination of existing donor or acceptor sites, and Novel Not In
Catalogue (NNC), when the long reads transcripts contains at least one novel donor or
acceptor site. Other categories are Genic, Intergenic, Fusion and Antisense [52]. When
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compared to the Araport reference, ca. 35% of AtRTD3 transcripts (ca. 59k) were FSM and
ca. 4% were ISM (Additional File 2: Fig. S7A). 55% of AtRTD3 transcripts were novel, either
NIC or NNC (Additional File 2: Fig. S7A). These results reflect AtRTD3 having a much higher
number of transcripts (169.5k) than Araport11 (48k) and consisting of mainly of novel isoforms.
The number of FSM transcripts in AtRTD3 reflect transcripts with an exact match of SJs,
although they might be different defined TSS and TES in the Iso-seq transcripts. The AtRTD2
transcriptome is based on short read assembly and has many more isoforms than Araport11.
Consequently, when the AtRTD3 transcriptome - where ca. 80% of transcripts are derived
from Iso-seq - is assessed versus the AtRTD2 annotation (Additional File 2: Fig. S7B), a higher
number of FSM and lower number of NNC is found than when assessed against the Araport11
annotation (Additional File 2: Fig. S7A). This indicates that AtRTD3 is more similar to the
AtRTD2 than to the Araport11 annotation. TSS and TES were defined using the Iso-seq reads
in AtIso. AtRTD3 contained all of the transcripts from AtIso with the addition to transcripts from
Araport11 and AtRTD2 to provide full coverage of genes in Arabidopsis. SQANTI3 assessed
the quality of TSS in AtIso and AtRTD3 by comparing their positions to PEAT-defined TSS
from Morton et al. (2014) which covered around 9k protein-coding genes. The % of transcripts
with PEAT support for these genes was very similar for ISM, NIC and NNC transcripts
(Additional file 2: Fig. S7C, D). However, 60% of FSM transcripts from AtIso had PEAT support
which decreased to 45% for AtRTD3 FSM transcripts. The reduction in TSS quality in AtRTD3
reflects the inclusion of isoforms from Araport11 and AtRTD2 where TSS are of lower quality.
Genes and transcripts in AtRTD3 were characterised using TranSuite, a program which
identifies mono- and multi-exonic genes and generates accurate translations of transcripts
and transcript characteristics [53]. The output includes translations of all transcripts in the RTD
and multiple transcript features (Additional File 1: Table S9). These results are summarised in
Fig. 4 and Additional File 1: Table S10A and S10B. Almost three-quarters (73.5%) of the genes
coded for proteins and ca. 26.5% were non-protein-coding genes (Fig. 4A; File 1: Table S10A).
Of all genes, 66.5% were multi-exonic and 50% had more than one transcript isoform. Of the
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genes that produced a single transcript, two-thirds were single exon genes and one third were
multi-exonic (Fig. 4C; 10File 1: Table S8B). For protein-coding genes, 62.9% were multiexonic with more than one isoform. The 10,827 non-protein-coding genes generated 14,880
transcripts (Fig. 4E); the majority were single exon genes but 1,728 genes were multi-exonic
(spliced) with a single transcript and over 5k genes had more than one isoform (Additional File
1: Table S10A). We also identified 3,796 chimeric (read-through) transcripts covering usually
two Araport genes with an overlap > 30%.
At the transcript level, AtRTD3 contained more than double the number of transcripts
compared to AtRTD2 with greatly increased numbers of protein-coding and unproductive
transcripts from protein-coding genes: 154,619 (91.2%) AtRTD3 transcripts came from
protein-coding genes (Fig. 4E). Of these, ca. 86K are expected to code for proteins while ca.
68.5K are probably unproductive (Fig. 4E; Additional File 1: Table S10B). Alternatively spliced
transcripts that coded for proteins were divided into those where AS events had little or no
effect on the coding sequence (NAGNAG/AS UTR) (30.3%) and those that encoded protein
variants (69.7%) (Fig. 4F; Additional File 1: Table S10B). NAGNAG/AS events generate
transcripts that code for protein variants differing by only one amino acid and transcripts of
genes where AS events occur only in the 5’ and/or 3’ UTRs and hence code for identical
proteins. The NAGNAG/AS UTR transcripts were further broken down according to whether
AS events were in the 5’ and/or 3’UTR or were NAGNAG (Fig. 4G; Additional File 1: Table
S10B). The most frequent AS events were in the 5’ UTR (52.4%) followed by those in the 3’
UTR (21.2%) or NAGNAG events (15.4%) (Fig. 4G). NAGNAG AS events were present in 7%
of protein-coding transcripts and 3.5% of all transcripts. Finally, the unproductive transcripts
from protein-coding genes were classified by their nonsense mediated decay (NMD) target
features: presence of a premature termination codon (PTC), downstream splice junctions, long
3’ UTR, or overlapping upstream ORF where an upstream ORF overlaps the authentic
translation start site [54] (Fig. 4H; Additional File 1: Table S10B). Over 70% of the unproductive
transcripts contained the classical combination of NMD target features of a PTC with
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downstream splice junctions and long 3’UTRs, 8.7% had a PTC with either one of these
signals and 6.4% of transcripts contained an overlapping uORF (Fig. 4H; Additional File 1:
Table S10B).
Iso-seq increased the number of transcript isoforms for many genes reflecting both discovery
of novel AS events and defined TSS/TES variation compared to Araport and AtRTD2
(Additional File 2: Fig. S8). Different TSS in Iso-seq transcripts were observed in genes where
alternative TSS had been previously characterised [55], for example, AT1G09140 (SERINEARGININE PROTEIN 30) and AT1G22630 (SSUH2-LIKE PROTEIN) (Additional File 2: Fig.
S9A and B). Defined Iso-seq TESs in AtRTD3 confirmed the well-established intronic
alternative polyadenylation sites in FCA and FPA (not shown) and those in ATHB13
(AT1G69780) and ANKYRIN REPEAT-CONTAINING PROTEIN 2 (AT4G35450) [56]
(Additional File 2: Fig. S10A and B). The Iso-seq data also identified novel splice sites and
alternative TSS/TES in known and novel lncRNAs. For example, AS transcripts of the
antisense lncRNA, FLORE [57] were confirmed (Additional File 2: Fig. S11). AtRTD3
contained 1,541 novel genes compared to Araport (Additional file 1: Table 11). All were
identified by Iso-seq and their transcripts therefore have high confidence TSS/TES and SJs
for those which are spliced or alternatively spliced. The majority of the novel genes were
lncRNAs with only 109 genes coding for proteins with a CDS of >100 amino acids; 223 had
more than one transcript and 1,318 had single transcripts. The novel genes were either
intergenic or antisense genes. For example, G12636 is an alternatively spliced intergenic
lncRNA, G13263 is a spliced antisense gene with different TSS and G14744 is an alternatively
spliced antisense gene which covers two different protein-coding genes (Additional File 2: Fig.
S12A, B and C, respectively). We carried out a functional annotation analysis of the transcripts
from

the

novel

genes

identified

in

AtRTD3

using

TRAPID

2.0

(http://bioinformatics.psb.ugent.be/trapid_02) [58]. Among the 1985 transcripts, a best
similarity search using DIAMOND identified hits for 1320 transcripts from a range of plant
species with 1131 (85.68%) coming from Arabidopsis thaliana and 49 (3.71%) from
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Arabidopsis lyrate (Additional File 1: Table S12). These transcripts were associated with 897
gene families and 4 RNA families. Thus, around two-thirds of the novel transcripts are related
to known genes.
Iso-seq also defined 1,197 genes with 3,796 chimeric transcripts which extended over two or
more genes (Additional file 1: Table S13). For example, Iso-seq detected only a single
transcript of the upstream MEKK2 gene but multiple chimeric transcripts covering the tandemly
arranged MEKK2 and MEKK3 genes (Additional File 2: Fig. S13). Thus, the high quality Isoseq data increases transcript diversity and provides detailed information of transcript features.
Chimeric transcripts have been identified previously in an fpa mutant of the flowering time
control protein, FPA, using an algorithm based on reciprocal DRS read abundance at tandem
protein-coding genes [59]. 44 chimeric RNAs were identified in the fpa mutant of which 12
were confirmed; AtRTD3 contained 5 of the putative chimeric RNAs and two of those
corroborated. Similarly, AtRTD3 contained two of the 52 putative chimeric/extended mRNAs
were identified in a mutant of the NEW ENHANCER OF ROOT DWARFISM1 gene [60]. The
small overlap between the chimeric genes in AtRTD3 and these studies is likely due to the
mutants affecting transcription termination in the upstream gene and not being included
among the Iso-seq samples in this study.
Finally, we compared the frequency of different AS event types among the different
transcriptomes using SUPPA2 [61]. AtRTD3 had the highest number of AS events followed
by AtIso (Additional File 1: Table S14). For the most part the frequency of different AS events
is similar with approximately double the number of alternative 3’ splice site (Alt 3’ss) than
alternative 5’ splice site (Alt 5’ss) events and relatively few exon skipping events (6-7%). Intron
retention (IR) is far more frequent in plants than in animals with around 40% of plant AS events
being IR [62] as seen in AtRTD2 and Araport11 (4File 1: Table S10). However, AtIso contained
a higher number of IR events (50%) which supported the observation that many Iso-seq
transcripts from multi-exon genes contained different individual retained introns (e.g.
Additional File 1: Fig. S8 and S9) such that Iso-seq appeared to identify more low abundance
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transcript variants in highly expressed genes. Finally, the intermediate value of 44% IR events
in AtRTD3 reflects the combination of unique transcripts from Iso-seq and short read-derived
assemblies.
AtRTD3 and AtIso increase quantification accuracy at the transcript and alternative
splicing levels
To evaluate AtRTD3 and AtIso in the performance of transcript and AS quantification, we used
high resolution (HR) RT-PCR data that we had used previously to evaluate AtRTD2 [39]. The
HR RT-PCR data was generated using RNA samples of two time-points (T5 and T20) of
Arabidopsis plants exposed to cold and which were also used to generate RNA-seq data for
direct comparison (Calixto et al., 2018). Due to the increased transcript/AS diversity in AtRTD3
and AtIso, we were able to analyse 226 AS events from 71 Arabidopsis genes (three biological
replicates of each of the T5 and T20 time-points). This generated 1,349 data points, which
represents a significant increase from the earlier study (127 AS events from 62 genes with a
total of 762 data points). For the splicing ratios from HR RT-PCR, transcript structures from
AtRTD3 and AtIso were compared to the amplicons in HR RT-PCR and the TPMs of individual
transcripts covering the different AS outcomes were used to calculate splicing ratios for each
of the AS events or event combinations in that region. For splicing ratios from RNA-seq data,
each of the different reference transcriptomes (AtRTD2-QUASI, Araport11, AtIso and AtRTD3)
were used to quantify transcripts using Salmon. The splicing ratio for each AS event was
calculated by comparing the abundance of individual AS transcripts with the AS event to the
fully spliced (FS) transcript which is usually the most abundant transcript and codes for fulllength protein (AS/FS). The scatter plot of splicing ratios from HR RT-PCR and RNA-seq
using the different reference transcriptomes (Fig. 5; Additional File 2: Fig. S14) shows that
AtRTD3 and AtIso achieve the highest concordance with HR RT-PCR data. This is likely due
to the increased integrity of transcript structure (accurate characterization of SJs, TSSs and
TESs and their combinations) as well as increased transcript/AS diversity over AtRTD2 and
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Araport11. Although AtIso and AtRTD3 performed very similarly in this analysis, AtRTD3 is
the transcriptome of choice for RNA-seq analyses due to its far greater gene coverage.
High resolution gene and transcript expression profiling with AtRTD3
AtRTD3 contains many more transcripts (169,503) than AtRTD2 (82,190). This reflects
increased numbers of transcripts with intron retention and other AS events as well as defined
TSS and TES variation. For some highly expressed genes with multiple introns, the
combination of TSS/TES variation and intron retention events often led to tens of transcript
isoforms from a single gene. Although more complex than AtRTD2, we predicted that the
majority of isoforms with intron retention represent intermediates of splicing where an intron(s)
had not been removed at the time of RNA extraction and that they would therefore have low
levels of expression. Similarly, some isoforms with novel AS events would be NMD-sensitive
again potentially with low expression levels. In contrast, novel AS isoforms or isoforms with
different TSS or TES with significant expression levels would be expected to alter the transcript
expression profiles compared to analysis with AtRTD2 where these isoforms were absent (we
showed previously the impact of missing transcripts in transcript quantification - Zhang et al.,
2017). To demonstrate the increased resolution obtained with the more complex and diverse
AtRTD3, we compared gene and transcript expression profiles using RNA-seq data from an
RNA-seq time-course of 5-week-old Arabidopsis plants grown in 12 h dark:12 h light in the
transition from 20 ⁰C to 4 ⁰C [63,64]. Briefly, transcripts were re-quantified with Salmon using
AtRTD3 as reference and the RNA-seq data from 26 time-points (3 biological replicates) was
re-analysed. Time-points were taken every 3 h for the last day at 20 ⁰C (T1-T9), the first day
at 4 ⁰C (T10-T17) and the fourth day at 4 ⁰C (T18-T26) (see Fig. 6). Expression profiles were
directly compared between AtRTD2 and AtRTD3.
The more comprehensive nature and accuracy of AtRTD3 is clearly illustrated by the THIAMIN
C SYNTHASE (THIC) gene (AT2G29630) which is involved in regulation of thiamin
biosynthesis via a riboswitch in the 3’ UTR that controls expression through alternative 3’-end
processing or splicing [65,66]. Three types of transcripts have been identified previously: Type
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I transcripts represent precursor transcripts; type II transcripts have been processed at a
polyadenylation site in the second 3’UTR intron ((3’-2) and type III transcripts have splicing of
intron 3’-2 (Wachter et al., 2007; Additional File 2: Fig. S15A). Low levels of THIC expression
reduce vitamin B1 (thiamin diphosphate - TPP) levels. Low levels of TPP allow the structure
of the RNA aptamer to interact with the 5’ splice site of the 3’-2 intron to inhibit splicing and
promote processing at the polyadenylation site in the intron. The resultant type II RNA
transcripts have relatively short 3’ UTRs, are stable and give high expression of THIC
[65]( Additional File 2: Fig. S15A). With increased levels of TPP, TPP binds to the aptamer
leading to structural changes in the riboswitch RNA such that it can no longer interact with and
inhibit use of the 5’ splice site of 3’-2. Subsequent splicing of the 3’-2 intron removes the
poly(A) site and type III transcripts with longer 3’ UTRs of various lengths are generated
leading to increased RNA degradation and reduced expression of THIC (Additional File 2: Fig.
S15A). AtRTD3 contained 32 THIC transcript isoforms (Additional File 2: Fig. S15B). The
majority have very low expression and either have retention of different introns within the CDS
and are likely intermediates of splicing or have other AS events that disrupt the ORF and
introduce PTCs. Type I, II and III transcripts [65] were clearly distinguished by their 3’ UTR
structures (Additional File 2: Fig. S15B). The 3’ processed type II mRNAs have a shorter 3’UTR
than types I and II due to processing at the pA site within intron 3’-2 while type III transcripts
have splicing of the 3’-2 intron (removes the first seven nucleotides of the aptamer sequence)
and longer 3’UTRs with a range of 3’ends sites [65]. In addition to the type I, II and II isoforms
found in AtRTD3, we observed a novel AS variant where splicing removed only the first
aptamer nucleotide. We detected three type I precursor transcript isoforms among the 32 THIC
isoforms in AtRTD3 (Additional File 2: Fig. S15B). In contrast, Araport and AtRTD2 contained
4 and 10 transcripts, respectively. Neither AtRTD2 nor Araport contained type II transcripts
and possible type I transcripts were much longer than those obtained with Iso-seq suggesting
that the 3’UTRs of the transcripts were incorrectly assembled. THIC is highly expressed and
under circadian control [66]. In the cold time-series analysed with AtRTD3 as reference, THIC
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expression increased during the day and decreased in the dark (Additional File 2: Fig. S15C).
The major isoform was the AT2G29630.28 type II RNA; the highest expressed minor isoforms
seen during the light period are a type I isoform and another type II isoform (Additional File 2:
Fig. S15C). Although the total expression profiles using AtRTD3 and AtRTD2 are very similar,
the underlying transcript profiles were quite different and reflect incorrectly assembled
transcripts and the absence of type II transcripts in AtRTD2 (Additional File 2: Fig. S15D).
Thus, the more comprehensive transcript set in AtRTD3 along with the ability of Iso-seq to
identify TES, successfully distinguished the different THIC RNA classes and showed that a
type II isoform is the most abundant class [65]. The impact of increased diversity and transcript
profiling resolution were also illustrated by the identification of a novel cold-induced isoform
with shorter TSS and TES in AT3G17510 (CBL-INTERACTING PROTEIN KINASE 1 - CIPK1)
and a novel isoform (AT4G25080.13) encoding an N-terminally truncated protein of
AT4G25080 (MAGNESIUM-PROTOPORPHYRIN IX METHYLTRANSFERASE - CHLM) in
AtRTD3 (Additional File 2: Fig. S16 and S17, respectively).
Cold- and blue light-induced differential TSS and poly(A) site usage
Differential TSS and TES usage was observed among the expressed isoforms of AT3G17510
(CBL-INTERACTING PROTEIN KINASE 1) (Additional File 2: Fig. S16). To examine
differential TSS and TES usage more widely, we first generated lists of genes from AtRTD3
which contained alternative TSS and TES which were more than 100 bp apart (2251 and 1753
genes, respectively). Initially, to show differential TSS usage of some of these genes we
compared the 2251 genes with alternative TSS to 220 genes which had previously been
shown to have blue light-induced differential TSS usage [54]. 82 of the genes with alternative
TSS defined here had blue light-induced differential TSS usage. We next re-analysed the
RNA-seq time-course data [63] with AtRTD3 as reference and applied the Time-series Isoform
Switch (TSIS) program [67] to identify genes with significant isoform switches (IS) (p<0.001).
To identify IS in genes with alternative TSS and TES, we filtered the IS with the lists of genes
containing alternative TSS and TES more than 100 bp apart. This identified 2136 significant
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IS with alternative TSS and 1723 with alternative TES from 583 and 450 different genes,
respectively (160 genes had IS involving isoforms with alternative TSS and TES). Genes could
contain >1 isoform switch if they involved different pairs of isoforms from the same gene or
where multiple IS occurred between different time-points (the time-series had 26 time-points).
However, the IS analysis did not distinguish between IS due alternative splicing or to
differential usage of alternative TSS and/or TES. We, therefore, selected prominent IS events
where the isoforms had large negative correlation values < -0.5 or where the difference in
expression levels of the isoforms was >20TPM. These were then manually inspected to
identify transcript isoforms with no AS such that the IS only involved isoforms with alternative
TSS or TES (Fig. 6A-D) and TES usage (Fig. 6E, F). For example, the AT1G11280.11 isoform
had a TSS 123 bp upstream of the .6 isoform and their poly(A) sites differed by only 3 nt.
The .11 transcript (3,473 nt including introns) has an intron in the extended region and codes
for a protein of 830 amino acids with 10 additional amino acids at the N-terminal end compared
to the .6 isoform (Fig. 6A). At 20 ⁰C, the .6 isoform peaked 3 h after dusk (T2) and then declined
in expression; cold rapidly induced expression of this transcript in the dark while expression
of the .11 transcript does not change significantly in response to light-dark or cold (Fig. 6A).
AT3G13110 is a single exon gene. The .1 and .2 isoforms have the same poly(A) sites but the
TSS of .2 is 272 bp upstream of .1. The .2 transcript codes for a protein with a 55 amino acid
N-terminal extension. At 20 ⁰C there was little expression of the .1 transcript but cold caused
a rapid, transient increase in day 1 at 4 ⁰C peaking at dawn (T13) while the .2 transcript showed
a modest increase at low temperature. Thus, at 20 ⁰C the .2 promoter drives expression and
cold induces a rapid switch to the .1 promoter (Fig. 6B). The .11 isoform of AT1G55960 has a
TSS 104 bp upstream of the .7 isoform and slightly different poly(A) sites (differing by 12 nt);
the isoforms code for identical proteins (Fig. 6C). At 20 ⁰C, both isoforms were expressed in
the light peaking 3 h after dawn (T5). However, expression levels of .11 were lower than .7 in
the dark but showed a large increase in expression in the light at both 20 ⁰C and 4 ⁰C (day 1)
which was lost by day 4 at 4 ⁰C (Fig. 6C). Thus, AT1G55960 has a light- and cold-regulated
promoter switch. The TSS of the .12 isoform of AT5G53420 is 717 bp upstream of that of
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the .7 isoform. The poly(A) site of .12 is also longer by 47 nt and codes for a 265 amino acid
protein including a 79 amino acid N-terminal extension (Fig. 6D). At 20 ⁰C, the shorter .7
transcript was expressed rhythmically during the day and declined in the cold with a rapid
switch to higher expression of the longer .12 isoform mainly in the dark with different phasing
of expression (Fig. 6D). This suggests that the promoter driving expression of the .7 transcript
is light responsive and negatively regulated by low temperature while that of the .12 isoform
is cold-responsive.
Differential TES usage was shown for the .26 and .27 isoforms of AT4G14400 which have
identical TSS and code for the same protein but have different poly(A) sites, 194 nt apart. At
20 ⁰C, expression of .27 was significantly higher than .26 peaking at dusk (T1) while .26
peaked 3 h later in the dark (T2). Expression of the isoforms increased during the day but in
day 1 at 4 ⁰C, the .26 isoform increased to a similar level to the .27 isoform (Fig. 6E). The
differential phasing of expression of the isoforms was more pronounced at 4 ⁰C (Fig. 6E). The
isoforms only differ by their poly(A) sites suggesting that phasing of expression and the cold
response of .26 are mediated by alternative polyadenylation. Finally, the .24 and .12 isoforms
of AT3G56860 have identical TSS and CDS but very different poly(A) sites with that of the .24
isoform being 1,218 nt downstream (Fig. 6F). Both isoforms were expressed at 20 ⁰C in an
almost complementary way but at 4 ⁰C there was a rapid increase in expression of the
shorter .12 isoform and decline of the .24 isoform. Thus, the very different cold responses of
the two isoforms may be controlled by alternative polyadenylation. The TSIS method only
identified a subset of potential differential TSS and TES usage because it was limited to genes
which had TSS or TES sites that were > 100 bp apart and where different isoform abundances
switched significantly.
Besides defining alternative polyadenylation in 3’UTRs, the TES analysis also identified
premature polyadenylation sites. Premature polyadenylation is an important mechanism in
regulating gene expression as shown for FCA and FPA [59,68,69]. Such polyadenylation
events occur in either exonic or intronic sequences with different consequences. Premature
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polyadenylation that occurs in exons can result in non-stop mRNA transcripts where there is
no stop codon in the transcript after the translation start site and ribosomes reaching the 3’
end of the transcript trigger the non-stop decay pathway [70]. Most transcripts from premature
polyadenylation in introns have a stop codon before the end of the transcripts but depending
on the polyadenylation site can give rise to non-stop RNAs. Recently, the non-stop decay
pathway has been shown to function in plants [71] and non-stop RNA transcripts have been
identified in disease resistance genes which require FPA for premature polyadenylation [72].
We identified 214 non-stop RNA transcripts from 169 protein-coding genes in AtRTD3
(Additional File 1: Table S15A and B). Disease resistance genes were the most common gene
class and included 14 of the ca. 40 FPA-sensitive disease resistance genes with non-stop
transcripts [72] as well as 10 ten disease resistance genes with non-stop RNA transcripts not
found in that study. Interestingly, two polyadenylation and cleavage factor homologues
(PCFS1 and PCFS5) generated non-stop RNAs from premature polyadenylation and one of
the FPA transcripts (AT2G43410.8) was a non-stop RNA (Additional File 1: Table S15A and
B). The list of genes with non-stop RNAs is unlikely to be complete as only around one third
of the FPA-sensitive disease resistance genes were identified which may reflect the specific
effect of the fpa mutant compared to the range of samples used here or differential coverage
of genes in the Iso-seq and Oxford nanopore datasets. Nevertheless, defining TSS and TES
by Iso-seq allows detailed investigation of mechanisms of post-transcriptional regulation of
expression and developmental stage- and condition-specific changes in TSS and TES usage.
Discussion
The accuracy of differential gene expression and differential alternative splicing analyses of
RNA-seq data depends on the quality and comprehensiveness of the reference transcriptome.
Here, we present a new Arabidopsis RTD (AtRTD3) which has extensive support from single
molecule sequencing (PacBio Iso-seq). Data was generated from a wide range of
organs/tissues, abiotic and biotic treatments, and RNA-processing mutants to increase the
number and diversity of transcripts. Novel methods were developed to identify high confidence
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SJs and TES/TSSs to overcome 1) the sequencing errors particularly around splice junctions
which generate thousands of false transcript structures/annotations and 2) the impact of
degradation and truncated transcripts/reads on accurate end determination. In AtRTD3,
78.7% of transcripts (from 63.6% of genes) are high quality Iso-seq-derived transcripts with
accurately defined SJs and start and end sites. For those genes with little or no Iso-seq
coverage, transcript isoforms were taken from AtRTD2 (14.8%) and Araport11 (6.5%).
AtRTD3 contains 169,503 unique transcripts from 40,932 genes reflecting novel genes (mostly
lncRNA genes), novel AS transcripts and defined TSS/TES compared to the short readderived AtRTD2 [39]. AtRTD3 represents a high quality, diverse and comprehensive
transcriptome which improves gene and transcript quantification for differential expression and
AS analysis and now allows alternative TSS and TES usage to be addressed.
In the production of AtRTD3 we applied a hybrid analysis pipeline using PacBio Isoseq3 and
TAMA and developed new methods of single molecule sequencing analysis which are
generally applicable and will improve downstream analysis and the quality of transcript and
transcriptome annotations. We showed previously that redundant or missing transcripts,
transcript fragments, and variation in the 5’ and 3’ ends of transcripts of the same gene
seriously impacted the accuracy of transcript and gene expression quantification with Salmon
and Kallisto which require prior knowledge of transcripts [39]. Initial analysis of the Iso-seq
data identified issues with false splice junctions, degraded or fragmentary reads/transcripts
and that error correction methods using short read data often trim or split whole transcripts
sequences in fragments or generated new errors (over-correction). In addition, the Isoseq3
analysis pipeline from PacBio used polishing steps which removed splice site variation with
small differences such as alternative splicing of a few nucleotides (e.g. NAGNAG sites). These
observations provided the motivation to improve methods of analysis of PacBio Iso-seq data.
Firstly, we used the Isoseq3 pipeline up to the generation of FLNCs and then switched to
TAMA which gave greater control over transcript processing and was the basis of developing
the SJ centric approach. Secondly, we clearly demonstrated that mismatches in the vicinity of
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SJs generated transcripts with false splice junctions. We defined criteria to identify high
confidence splice junctions and remove poorly supported SJs. The number of rejected SJs
and the high overlap with the accurate short read-determined SJs illustrated the value of the
splice junction centric approach. Thirdly, even with 5’-cap capture, there is extensive variation
in transcript start and end sites, much of which reflects degradation of RNA. Distinguishing
high confidence TSS and TES from such degradation products required different methods that
take into account the effects of different gene expression levels and the stochastic nature of
transcription start and end sites. The high confidence TSS and TES defined in AtRTD3 were
supported by the frequency, position and distribution of conserved promoter, polyadenylation
and translation start motifs and by good agreement with experimentally defined TSS and
poly(A) sites [41,43,44]. Such experimental determinations are often limited in the number of
genes for which data is generated and the number of transcripts where both the 5’ and 3’ ends
are defined. The new pipeline addresses the major issues of accuracy of splice site and
TSS/TSS determination in Iso-seq analysis. The methods have three main advantages: 1) the
generation of high confidence SJs removed the need for error correction using short reads
and therefore avoided splitting or trimming of the original sequences as well as overcorrection, 2) both TSS and TES are generated for a very high proportion of transcripts, and
3) they are determined directly from the single molecule data without the need for parallel
experimental approaches. To date, Iso-seq has been applied to a wide range of plant species
(see Background); the novel methods here will improve analysis of transcripts in future studies
and allow re-analysis of existing data. In addition, AtRTD3 can evolve further with the addition
of new or existing Iso-seq datasets analysed using the methods described here.
The Iso-seq derived transcripts in AtRTD3 (ca. 80% of transcripts) were full-length with
accurate SJs and TES/TSS and correct combinations of TES/TSS and AS events but only
covered ca. two-thirds of genes in Arabidopsis. This represents good coverage for Iso-seq in
comparison to other studies. For example, a recent study of Iso-seq of nine tissues in rice
covered only ca. one-third of rice genes [29]. Coverage of the other genes and transcripts in
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AtRTD3 came from Araport11 and, primarily, from AtRTD2 due to its far greater transcript
diversity [39]. The transcripts from AtRTD2 and Araport11 are of high quality in terms of splice
sites but their 5’ and 3’ ends are likely to be inaccurate and are often artificially extended [39].
The quality of SJs in the AtRTD2 transcripts is evidenced by 57.8K of the 82K AtRTD2
transcripts being redundant to Iso-seq transcripts in having identical SJs such that the Iso-seq
transcripts were preferentially selected. Thus, AtRTD3 has full coverage of the genes in
Arabidopsis with two-thirds of genes made up predominantly of Iso-seq transcripts and onethird of high quality RNA-seq assembled transcripts. AtRTD3 is unique in that all of its
transcript annotations have undergone extensive quality controls. As higher accuracy and
throughput of single molecule sequencing technologies improve, the new analysis pipeline
exploited here will enable the rapid determination of SJs, TSS and TES for fully
comprehensive transcriptomes.
AtRTD3 contains greatly increased numbers of unique transcripts and particularly transcripts
coding for protein variants and unproductive transcripts from protein-coding genes compared
to AtRTD2. Although transcript numbers more than doubled in AtRTD3, 60.4% of multi-exonic
protein-coding genes had AS agreeing with previous estimates [39,62]. The increased number
of protein variant transcripts include transcripts from the same genes with alternative TSS and
pA sites and the identification of novel AS events which alter coding sequences. The increased
unproductive transcripts also included transcripts with the same PTC-generating AS event but
with alternative TSS and TES sites and the majority contained classic NMD characteristics.
Iso-seq identified novel AS events and, in particular, high numbers of intron retention events.
The majority of transcripts with intron retention most likely reflect partially spliced pre-mRNAs
and why such transcripts should be more prevalent in Iso-seq is unknown but may be due to
lower efficiency of obtaining full short read coverage of introns in short read assembly. In
plants, transcripts with intron retention have been shown to avoid NMD and to be retained in
the nucleus [54,73]. In contrast, human intron retention transcripts are generally degraded by
the NMD pathway [74] but numerous examples of intron retention as a regulatory mechanism
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have been described [75]. For example, intron detention where partially spliced transcripts
remain in the nucleus until required and are then spliced and mRNAs exported and translated
represent novel gene regulation mechanisms [75]. In this regard, we have identified ca. 20K
protein-coding transcript isoforms with AS only in the 5’ and/or 3’ UTR such that isoforms
coded for the same protein. AS in UTRs can be involved in regulation of expression by
introducing short or over-lapping uORFs to trigger NMD or affecting translation [54] or nuclear
retention of mRNAs determining export of mRNAs [75]. The detailed characterisation of such
transcripts here provides a basis for future investigation into the regulatory roles of AS in
UTRs.

The power of exploiting comprehensive RTDs in analysing differential expression and
differential alternative splicing was demonstrated in Arabidopsis using a cold time-series
dataset and AtRTD2 [63,64]. Thousands of genes with rapid cold-induced significant changes
in expression and AS were identified due to the transcript level resolution of expression
[63,64]. AtRTD3 is more comprehensive and for most transcripts (ca. 80%) there is detailed
structural information in terms of AS events and TSS/TES which increase the resolution of the
analysis. Direct comparison of transcript quantification using AtRTD2 and AtRTD3 showed an
increase in accuracy and the impact of missing transcripts and incorrectly assembled
transcripts as seen previously [39]. More importantly, the defined TSS and TES clearly
demonstrated variation in TSS and TES for many genes and re-analysis of the cold time-series
data with AtRTD3 identified differential TSS and TES usage due to low temperature and
light/dark conditions. It will now be possible to examine transcriptional and post-transcriptional
regulation of gene expression involving differential TSS and TES usage demonstrated here
and the impact of AS in UTRs [54,76] during development and in response to abiotic and biotic
stresses. Differential TSS and TES usage illustrates novel regulatory mechanisms. For
example, Kurihara et al. [55], identified differential TSS usage in response to blue light and
proposed a mechanism whereby blue light induces use of a TSS downstream of an uORF to
produce a transcript that avoids NMD and allows expression. As mentioned above, over 20K
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transcripts in AtRTD3 have AS only in the UTRs and interplay between TSS/TES usage and
AS in the UTRs may have important regulatory roles affecting stability of transcripts, whether
they are retained in the nucleus or exported and avoid NMD or are degraded to fine tune gene
expression.
The main use of AtRTD3 is in analysis of RNA-seq data and rapid and accurate differential
gene expression and differential alternative splicing. A key element of its functionality is in the
accurate quantification of transcripts using Salmon or kallisto and AtRTD3 aims to be as
comprehensive as possible and to minimise factors that can bias quantification of transcripts.
Despite the increased number of transcripts, one of the limitations of AtRTD3 is the incomplete
coverage of genes and transcripts by Iso-seq as seen in the saturation curve (Additional File
2: Figure S6A). Importantly, ca. 80% of protein-coding, unproductive mRNA and ncRNA
transcripts in AtRTD3 were derived from Iso-seq. The transcripts are full-length with defined
5' and 3' ends and transcript fragments have been removed to ensure accurate quantification.
Nevertheless, gaps in gene and transcript Iso-seq coverage have been filled from the other
transcriptomes and some of these short read-based genes will have variation in the 5’ and 3’
ends of transcripts which can affect transcript quantification [39]. As more single molecule
sequences become available, the short read-based transcripts will be replaced by long read
versions using the methods described here such that AtRTD3 will continue to evolve. A second
consideration is whether the greatly increased number of transcripts in AtRTD3 may affect
transcript quantification. On the one hand, increased numbers and definition of isoforms gives
greater resolution of gene expression and the contribution of each isoform (Additional File 2:
Figures S15-S17). On the other hand, biological systems are complex, and the increased
number of transcripts included higher numbers of novel AS isoforms (protein-coding or targets
of NMD), intron retention isoforms which may represent intermediates of splicing or misspliced transcripts. Due to the quality control filters used to construct AtRTD3 to address
factors affecting accurate transcript quantification [39], we expect transcripts which are
intermediates of splicing (with one or more retained introns) or which have splicing errors to
have low abundance and little effect on quantification of other isoforms. However, some intron
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retention transcripts (e.g. exitrons) are regulatory and have higher levels of expression [62,77].
There is substantial variation in the abundance of NMD transcripts [54] and particular isoforms
may be prominent in specific cell types or conditions. It is not possible to predict such variation
in transcript expression levels and therefore it is important to capture expression of all
transcripts and exploit the ability of RNA-seq data to distinguish the relative contribution of
each transcript to the overall expression of a gene and obtain accurate expression levels of,
for example, protein-coding isoforms. Ultimately, when all transcript isoforms are full-length
with defined 5’ and 3’ ends, we expect accurate quantification of all transcripts irrespective of
the complexity of the reference transcriptome. Finally, it is increasingly important with single
cell transcriptomics to have a complete and comprehensive transcriptome reference for
analysis of RNA-seq data.
Conclusions
In this study, we generated AtRTD3, the most comprehensive and accurate Arabidopsis
transcriptome to date. We sequenced a diverse set of samples with different tissues, different
environmental conditions, and mutants so that AtRTD3 captured a much greater transcript
diversity. We developed novel computational methods to examine the sequencing evidence
for splice junctions as well as TSS and TES so that the transcripts derived from this study is
well supported from start to the end. AtRTD3 improved the precision of differential gene and
transcript expression, differential alternative splicing, and transcription start/end site usage
analysis from RNA-seq data. The novel methods for identifying accurate splice junctions and
transcription start/end sites are widely applicable and will improve single molecule sequencing
analysis for other species.

Materials and Methods
Plant material
Plant samples for RNA extraction and Iso-seq sequencing were all from Arabidopsis Col-0
and are summarised in Additional File 1: Table S1 and described below.
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Different organ samples: flower, silique and root materials. Col-0 was used for all samples.
Roots: roots were harvested from 5-week-old plants grown in liquid culture (12 h light/12 h
dark) and harvested at dawn and dusk and pooled. Siliques and inflorescence/flowers: plants
were grown in soil in 16 h light/8 h dark conditions at 23 ⁰C; siliques of different sizes (stages)
up to early browning and inflorescences containing flowers from buds to mature flowers were
harvested from 6-week-old plants and each pooled. For etiolated seedling samples, seedlings
were grown for 3, 4, 5 and 6 d in darkness on petri dishes (½ Murashige and Skoog medium)
without sugar and samples were pooled.
Plants exposed to different abiotic stresses/cues: Cold, heat, flood and time-of-day. Cold: 5week-old rosettes grown in 12 h light/12 h dark and 20⁰C were exposed to 4⁰C at dusk for
different lengths of time (12 h and 66 h) and samples were pooled; Heat – 5-week-old rosettes
and 12-day-old seedlings grown in 16 h light/8 h dark at 23⁰C and 20⁰C, respectively, were
exposed to high temperatures (27⁰C and 37 ⁰C, respectively) for different lengths of time (1
week and 12 h, respectively), harvested (4 h after dawn) and pooled; Flooded: 5-week-old
rosettes grown on soil with 16 h light/8 h dark at 23⁰C were either flooded or completely
submerged under water for two different time exposures (24 h and 6 d) and pooled; time-ofday – 5-week-old rosettes were grown under 12 h light/12 h dark at 20⁰C and were harvested
at dawn and 6 h after dawn.
UV-C treatment – Col-0 seedlings were grown on ½ Murashige and Skoog agar plates at 22 °C
under 12 h light/12 h dark conditions until the first pair of true leaves was expanded (9 d after
germination). The ultraviolet treatment was performed using a Stratalinker (Stratagene) at 254
nm with 1 kJ/m². Subsequently, seedlings were incubated in either light or dark. Whole
seedlings were collected after 1 and 4 h of incubation and frozen in liquid nitrogen. Equal
amounts of RNA from UV-C treated samples were pooled.
Plants infected with different pathogens: Botrytis cinerea, Hyaloperonospora arabidopsidis,
and Pseudomonas syringae. For B. cinerea infection, detached 5-week-old Arabidopsis (Col0) leaves (grown at 22°C, 12h light/12 h dark, 60% humidity) were placed on agar, and
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inoculated

with 5 x 7 uL

droplets of 100,000 spores per mL

trays were sealed and kept

in 50% grape juice. Infected

at 22°C, 12h light/12 h dark, 80% humidity. Samples (two

infected leaves) were collected by flash freezing in liquid nitrogen at 24 h, 30 h and 36 h postinoculation

. For H. arabidopsidis infection, 14-day-old Col-0 seedlings (grown at 22°C, 12h

light/12 h dark) were sprayed with 30,000 spores per mL
mL

per P

40 tray (0.375 mL

h dark. Infected seedlings

were

in water of Hpa isolate Noks1, 15

per module), sealed and
harvested at 4

,5

at grown at 18°C, 12h light/12

and 7 days post-inoculation

and

flash frozen in liquid nitrogen. RNA was extracted and RNA samples pooled within each
pathogen (final pool included 2 samples per time point). For P. syringae infection, 3-week-old
plants were infected with P. syringae pv tomato DC3000 by infiltrating three leaves of five
plants with 2x105 cfu/ml at ZT2 (12 h light/12 h dark). Infiltrated leaves were harvested 8 h and
24 h post-infiltration. RNA was extracted from both time-points and pooled.
Material from RNA processing/degradation mutants (NMD and exosome) and nuclei.
Mutants were an NMD double mutant combining the heterozygote of lba1 (upf1) and knockout
upf3-1 and exosome mutants: xrn3-3, xrn4-6 and xrn2-1. Seedlings were grown on petri
dishes and those of the exosome mutants pooled together. Nuclei were prepared from leaves
of 5-week-old plants.
RNA extraction and library construction
For the majority of samples, RNA was isolated with the RNeasy plant mini kit (QIAGEN –
including on-column DNase I treatment) according to the manufacturer’s instructions. RNA
was extracted from etiolated seedlings, the NMD double mutant and nuclear extracts with the
Universal RNA purification kit (EURx). PacBio non-size selected Iso-seq libraries were
constructed using Lexogen Teloprime, Teloprimev2 or Clontech kits following manufacturer’s
instructions (Additional File 1: Table S1). Each of the 27 libraries were sequenced on a single
SMRT cell (1M,v3 for Teloprimev2 and Clontech) on a PacBio Sequel machine using a 10hr
(v3) movie.
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Analysis of PacBio Iso-seq reads
The workflow of the analysis is shown in Fig. 1. The PacBio sequencing data was analysed
using the PacBio Isoseq 3 pipeline to generate and map full-length non-chimaeric (FLNC)
reads. Further analysis was performed using TAMA [7] (https://github.com/GenomeRIK/tama)
to collapse and merge reads/transcripts and apply novel methods to define splice junctions
(SJs) and transcript start and end sites (see below).
Processing of raw PacBio IsoSeq reads to FLNCs
The raw PacBio sequencing data (.subreads.bam) from each library was processed
individually using the following procedures: 1) CCS calling was carried out using ccs 4.0.0
using the following parameters: --min-rq 0.9 -j 28. 2) Primer removal and demultiplexing was
carried out using lima (version v1.10.0) with the parameters: --isoseq --peek-guess; 3) isoseq3
(v3.2.2) refine was used to trim poly(A) tails and for rapid concatemer
removal to produce the FLNC transcripts (Fig. 1A). For the Clon

identification and

tech libraries, --require-

polya is used while for Teloprime 5’ captured reads, lima is run with this parameter turned off.
We have deliberately avoided the clustering steps in the Isoseq3 pipeline in order that small
variances around the splice junctions, such as NAGNAG splice junctions can be preserved.
The FLNCs were then converted to FASTA format using samtools and mapped to the TAIR10
genome reference using minimap2 (version 2.17-r941) using the following parameters -ax
splice:hq -uf -G 6000. The mapping files (bam files) were then sorted and the non-mapped
reads were filtered out.
Splice junction centric approach for accurate splice junctions
From this point, we adopted the TAMA analysis pipeline for the next steps of transcript isoform
analysis (Fig. 1B). To overcome the generation of false splice junctions due to mis-mapping
of FLNCs to the genome, we developed a splice junction centric approach to provide highly
accurate alignment around splice junctions. A

n improvement of TAMA was developed that

allowed us to examine the mapping mismatches (replacement and indels) between the FLNCs
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and genome reference. Using this new parameter (-sjt and -lde), we were able to extract the
mapping details of any defined regions around the SJs. For each library, we ran the TAMA
collapse using the following parameters “-d merge_dup -x no_cap -m 0 -a 0 -z 0 -sj sj_priority
-lde 30 -sjt 30” so that 1) small variations of up to 1nt at SJs, as well as transcription start and
end sites, are preserved in the FLNC reads; 2) mapping details of 30 nt around each SJ were
extracted. Then TAMA merge (merged -m 0 -a 0 -z 0 -d merge_dup) was used to merge all
the transcripts from the libraries and all the redundant FLNCs were removed, while the small
variations up to 1nt at SJs, as well as transcription start and end sites, were preserved in the
merged FLNC reads. To accurately determine splice junctions, we examined the highresolution alignment information around the SJs and found that high confidence SJs are
always supported by at least one alignment with a perfect match between the FLNCs and the
genome reference around the SJ. SJs were also compared to those of AtRTD2 and their
sequences assessed using Position Weight Matrix - PWM) [78]. To derive a list of high
confidence SJs (Fig. 1C) (and thereby identify falsely aligned SJs), our SJ centric approach
employed the following criteria: 1) the presence of canonical splice junction motifs; and 2) no
mapping mismatches including substitution, deletions and insertions, with 10nt around the SJs
with support of at least one read.
Determination of transcription start and end sites
For high abundance genes, we assume that Iso-seq reads with authentic TSS/TES sites would
be sequenced more often than those representing degradation products where end sites will
occur randomly. We can use the binomial distribution to estimate the probability of having m
Iso-seq reads underpinning one specific start by random.
For m Iso-seq read starts at n genomic locations, with the assumption that the starts of the
degraded Iso-seq reads are random, we assume the probability of each read to have a start
!

at particular genomic location (p) is equal among all the read start locations, thus 𝑝 = . The
"
probabilities of having k reads at one genomic location at random can be calculated as a
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bionomial probability 𝑃𝑟(𝑘, 𝑚, 𝑝) = +#
, 𝑝$ (1 − 𝑝)#%$ . A smaller probability would indicate that
$
the start/end genomic location is unlikely to have such a number of reads (low and high) at
random. We are interested in identifying the non-random start locations that have higher
numbers, so we have applied the following criteria: 1) k should be higher than the average
reads for all genomic locations for that gene 𝑘 >

#
"

; 2) the probability of having k of reads at

one genomic location should be small with 𝑃𝑟(𝑘, 𝑚, 𝑝) < 0.05.
We define the 5’ location of the long read as RSGLs and 3’ location as REGLs. The nonrandom RSGLs and REGLs with higher-than-expected numbers of reads are defined as
significant RSGLs and REGLs, which are likely to be TSS/TES sites. Additionally, we removed
REGLs which could be a result of off-priming identified by the REGLs being followed by poly(A)
sequences in the genome.
For low abundance genes where we could not detect significant RSGLs and REGLs, we
applied a different set of criteria. Reads were compared and a significant start or end site
required at least two long reads supporting that site within a sliding window of 11nt (5nt on
each side).
To account for the stochastic nature of the TSS/TES, a 100nt window around significant
RSGLs and RSGLs were defined as high confidence TSS/TES regions. All the merged FLNCs
from all of the libraries were then filtered based on the high confidence SJs and high
confidence TSS/TES regions (Fig. 1C). Transcripts containing SJs, TSS and TES which did
not match the high confidence set were removed. To generate high level transcripts,
transcripts with small variances in 5’ and 3’ UTR lengths were removed by further collapsing
transcripts by running the TAMA merge on the filtered FLNCs using “-m 0 -a 50 -z 50 -d
merge_dup” that allows transcripts with variations within 50 nt at UTR regions to be merged.
Thus, to achieve accurate transcript isoforms from the PacBio data and generate AtIso (Fig.
1C), we have adopted a strategy that seeks evidence to support all SJs, TSSs and TESs.
Finally, to increase the gene coverage using existing annotations and make the maximum use
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of the Iso-seq long reads, we retained genes that overlapped with Araport annotation on the
same strand (>50%). These were combined with the genes with TSS/TES support to generate
the final set of genes and transcript in AtIso.
TSS and TES motif enrichment analysis
To search for known TSS/TES related motifs around significant RSGL and REGLs as well as
the identified loci of interest in other datasets (potential TSS and TES sites), the following
approach was taken. A number of motifs associated with TSS and TES sites were identified
(Additional File 1: Table S6). For each identified TSS and TES, the sequence within ±500
nucleotides on each side was extracted from the genome. A regular expression search was
carried out in the extracted sequences searching for the known enriched motifs related to TSS
and TES. All matching motifs and their positions relative to the site of interest were extracted.
From this the number of instances of the motif were calculated for every position ±500
nucleotides relative to the TSS/TES. As a control, the same number of random sites were
taken, and the above analysis was carried out.
Construction of AtRTD3
AtIso represents the most accurate and extensive representation of Arabidopsis transcripts to
date. To overcome the low coverage of genetic regions and the lack of transcript diversity in
genes with low expression , we integrated the transcripts from short read assemblies AtRTD2
and Araport into AtIso to generate the comprehensive transcriptome, AtRTD3. In AtRTD3, we
kept all the transcripts from AtIso and only introduced transcripts from AtRTD2 and Araport
that 1) contained novel SJs (AtRTD2 and Araport) or 2) covered genomic loci in Araport not
covered by Iso-seq. The novel SJs were identified in a pairwise fashion in sequential order by,
firstly, comparing AtIso and AtRTD2, extracting the transcripts in AtRTD2 with novel SJs that
were not in AtIso, and, secondly, repeating the process with transcripts in Araport containing
unique SJs (not in AtIso and AtRTD2). The transcripts from Araport covering novel loci that
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did not overlap with AtIso are also extracted. Finally, all the extracted transcripts mentioned
above were merged together with AtIso using TAMA merge (-m 0 -a 50 -z 50 -d merge_dup).
During merge, we give Iso-seq assembled transcripts the highest priority by setting the
"cap_flag" as “capped” and "merge_priority" as “1,1,1”, indicating 5’ TSS, splice junctions as
well as 3’ TES of Iso-seq assembly all take highest priority during merging. For short-read
assemblies we label "merge_priority" as “uncapped” and "merge_priority" as “2,1,2” . This
means that only the SJs were given top priority as they have been validated by short reads.
5’ TSS and 3’ TES from the short-read assembly would be lower priority and contribute less
to the determination of the TSS and TES when merging with Iso-seq transcripts.
Annotation of AtRTD3
To annotate AtRTD3, we examined the overlaps of AtRTD3 transcripts with Araport gene
annotations using bedtools (intersect -wao). Transcripts were assigned to the Araport genes
if they overlap on the same strand (where the overlap covers >30% of either transcripts).
Transcripts that overlap two Araport genes on the same strand would be assigned a gene ID
with two concatenated gene names (e.g. AT1G18020-AT1G18030). This allows the
identification of biological chimeric transcripts that run-through two or more genes. The origin
of these transcripts (AtIso, AtRTD2 or Araport11) are also added in the bed annotation to allow
users to distinguish high confidence transcripts from long read assemblies from less confident
transcripts from short read assemblies.
Identification of non-stop RNAs in AtRTD3
Transuite outputs the start and end coordinates for both coding sequences and transcripts.
For non-stop RNA transcripts translation proceeds to the end of the transcript so the end
coordinate of the CDS would be close to the end coordinate of the transcript (< 3 nts). Firstly,
transcripts where the end co-ordinates the CDS and transcript were within 3 nt were extracted.
Secondly, any transcripts which contained a stop codon at the end of the transcript (in the last
5nt) were removed. Thirdly, the co-ordinates of the longest TES for each of the above gene
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was compared to the co-ordinates of the transcripts with no stop codon and if the difference
was larger than 100nt, then transcripts were classified as having premature polyadenylation
and missing a stop codon and therefore as a non-stop RNA. Finally, any non-protein-coding
genes (e.g. novel transcribed regions, antisense RNAs, pseudo genes etc) were removed.
Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
The publication contains no personal data in any form.

Availability of data and materials:
All the sequencing data in this study have been deposited in the Short Read Archive (SRA)
(https://www.ncbi.nlm.nih.gov/sra) with BioProject ID: PRJNA755474 [79]. The AtRTD3
annotations are available in fasta, bed and gtf format at
https://ics.hutton.ac.uk/atRTD/RTD3/. The script that used to carry out the analysis in this
manuscript can be found at https://github.com/ZhangTranscriptomislab/atRTD3 [80]; The
source code is also published on Zenodo with DOI: https://doi.org/10.5281/zenodo.6616514
[81].

Competing interests
The authors declare that they have no competing interests.

44

Funding:
This work was jointly supported by funding from the Biotechnology and Biological Sciences
Research Council (BBSRC) BB/P009751/1 to JB; BB/R014582/1 to RW, and RZ;
BB/S020160/1 to RZ; BB/S004610/1 (16 ERA-CAPS BARN) to RW; the Scottish Government
Rural and Environment Science and Analytical Services division (RESAS) [to RZ, RW and
JB]; the National Science Foundation (MCB-2014408) and the National Institute of Health
(NIH) (GM-114297) to E.H.; S. H. was supported by funding to K. D. from the University of
York; ; the Austrian Science Fund (FWF) SFB F43 to AB and MJ and [P26333] to MK; The
French Agence Nationale de la Recherche grant ANR-16-CE12-0032 to MC; the Japan
Science and Technology Agency (JST), the Core Research for Evolutionary Science and
Technology (CREST; Grant Number JPMJCR13B4) to M.S.; the National Science Foundation
(Grant No. DBI1949036 to A.b.H and A.S.N.R, and Grant No. MCB 2014542 to E.H. and
A.S.N.R.) and the DOE Office of Science, Office of Biological and Environmental Research
(Grant No. DE-SC0010733) to A.S.N.R and A.b.H.; the German Research Fundation (DFG)
STA653/14-1 and STA653/15-1 to DS; the National Science Foundation grant (IOS-154173)
to Q.Q.L.; the German Research Foundation (DFG) WA2167/8-1 to AW and SFB1101/C03 to
AW and TWK; the Research Grants Council (RGC) of Hong Kong (GRF 12103020) to LX;
NSF grant IOS-1849708 and NSF EPSCoR grant 1826836 to RS; the Academia Sinica to S.L. T.

Authors’ contributions
R.Z., J.B., A.S.N.R., A.B., M.K. designed and managed the project. C.P.G.C, S.R., S.H., A.M.
and M.T. collected the samples and extracted RNA. R.Z., R.K. and M.C. developed the
methods for Iso-seq analysis, Y.G. and L.G. performed initial analysis of the data before
development of new methods. J.C.E. developed TranSuite, Y.M. generated the PWM data ,
C.P.G.C. carried out correlation analyses and W.G. analysed the cold time series data with
AtRTD3 and TSIS. R.Z. and J.B. performed data analyses, assessed outputs and interrogation
45

of results. J.B. and R.Z. organized the data and wrote the manuscript. L.M. created hosting
website for AtRTD3. A.P. and A.C. carried out the SQANTI analysis. The groups K. D./S. H.,
M. K./A. B./S. R., D. S./T. K., M. S./A. M./M. T., A. W./T. W.-K. and J. B./C. C. provided grew
plant samples and provided RNA;
M. C., K. D., A. b. H., E. H., M. J., A. J., T. K., S. L., Q. Q. L., T. M., M. S., D. S., R. S., Z. S.,
S.-L. T., T.W.K., A. W., R. W., L. X., X.-N. Z., A.S.N.R., A.B., M. K. and J. B. provided samples
and were responsible for funding. All authors read and approved the final manuscript.

Acknowledgements
We also thank Tai Montgomery, Colorado State University for help and support.

Supplementary Information
Additional file 1: Table S1. Plant material for RNA samples for Iso-Seq. Table S2. Read
statistics for Iso-seq libraries. Table S3A and 3B. Number and percentage of splice junctions
with a sequencing error in positions L1 to L30 for A) upstream (left) and B) downstream (right)
of splice junctions. Table S4. Position Weight Matrix scores for consensus splice site
sequences of introns. Table S5A and 5B. Filtering of SJs on basis ofmismatches in each
position. Table S6. Sequence motifs for validation of TSS and TES sites. Table S7. Number
of genes and transcripts contributed to AtIso from each Iso-seq library. Table S8. Saturation
curve of the number of unique genes and transcripts added to AtIso with the addition of each
library. Table S9. AtRTD3 - Transcript characteristics and translations from TransFeat. Table
S10A. TranSuite output of AtRTD3 for mono-exonic/multi-exonic genes with single or multiple
transcript isoforms; Table S10B. Comparison of TranSuite output of AtRTD3 gene and
transcript characterisation. Table S11. AtRTD3 - novel genes. Table S12. Functional analysis
of transcripts from novel genes in AtRTD3 with TRAPID 2.0. Table S13. AtRTD3 - Chimeric
Genes and transcripts. Table S14. Frequency of AS event type among AtRTD3, AtIso and
Araport11.

46

Additional file 2: Fig. S1. Iso-seq transcripts contain false SJs prior to accurate SJ
determination and filtering. Fig. S2. Determination of TSS and TES sites for genes with high
and low abundance reads. Fig. S3. Comparison of AtIso TSSs and TESs with previously
published transcript start and end sites. Fig. S4. Generation of high-level transcripts. Fig. S5.
Number of genes and transcripts contributed to AtIso from each Iso-seq library. Fig. S6.
Saturation curve of increase in unique genes and transcripts added to AtIso with addition of
each library. Fig. S7. SQANTI3 assessment of quality of long read transcripts in AtRTD3 and
AtIso. Fig. S8. Increased number of transcript isoforms in AtRTD3. Fig. S9. Genes with
characterised different TSS. Fig. S10. Genes with characterised alternative TES. Fig. S11.
Confirmation of AS variant isoforms in the lncRNA, FLORE. Fig. S12. Novel genes in AtRTD3
– lncRNAs. Fig. S13. Chimeric transcripts. Fig. S14. Correlation of splicing ratios calculated
from the RNA-seq and HR RT-PCR data including outliers. Fig. S15. Accurate Iso-seq
transcript determination identifies THIC RNAs produced by riboswitch. Fig. S16. Novel coldinduced isoform of CIPK1 from AtRTD3. Fig. S17. Novel transcript isoform in AtRTD3 affects
expression levels of main transcripts compared to AtRTD2.

Additional file 3: Figure S18. Comparison of AtIso transcripts and SJs to Araport and AtRTD2.

47

References
1. Bray NL, Pimentel H, Melsted P, Pachter L. Near-optimal probabilistic RNA-seq
quantification. Nat Biotechnol. 2016;34:525–7. Available from:
http://www.nature.com/doifinder/10.1038/nbt.3519
2. Patro R, Duggal G, Love MI, Irizarry RA, Kingsford C. Salmon provides fast and biasaware quantification of transcript expression. Nat Methods. 2017;14:417–9. Available from:
http://www.nature.com/doifinder/10.1038/nmeth.4197
3. Watson M, Warr A. Errors in long-read assemblies can critically affect protein prediction
[Internet]. Nat. Biotechnol. Nature Publishing Group; 2019. p. 124–6. Available from:
https://www.nature.com/articles/s41587-018-0004-z
4. Holmes I, Durbin R. Dynamic programming alignment accuracy. J Comput Biol. J Comput
Biol; 1998. p. 493–504. Available from: https://pubmed.ncbi.nlm.nih.gov/9773345/
5. Lima L, Marchet C, Caboche S, da Silva C, Istace B, Aury JM, et al. Comparative
assessment of long-read error correction software applied to Nanopore RNA-sequencing
data [Internet]. Brief. Bioinform. Brief Bioinform; 2019. p. 1164–81. Available from:
https://pubmed.ncbi.nlm.nih.gov/31232449/
6. Kovaka S, Zimin A V., Pertea GM, Razaghi R, Salzberg SL, Pertea M. Transcriptome
assembly from long-read RNA-seq alignments with StringTie2. Genome Biol. BioMed
Central; 2019;20:1–13. Available from:
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-019-1910-1
7. Kuo RI, Cheng Y, Zhang R, Brown JWS, Smith J, Archibald AL, et al. Illuminating the dark
side of the human transcriptome with long read transcript sequencing. BMC Genomics.
BioMed Central; 2020;21:1–22. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-020-07123-7
8. Wang K, Wang D, Zheng X, Qin A, Zhou J, Guo B, et al. Multi-strategic RNA-seq analysis
reveals a high-resolution transcriptional landscape in cotton. Nat Commun 2019 101. Nature
Publishing Group; 2019;10:1–15. Available from: https://www.nature.com/articles/s41467019-12575-x
9. Parker MT, Knop K, Sherwood A V., Schurch NJ, Mackinnon K, Gould PD, et al.
Nanopore direct RNA sequencing maps the complexity of arabidopsis mRNA processing
and m6A modification. Elife. eLife Sciences Publications Ltd; 2020;9.
10. Salmela L, Rivals E. LoRDEC: Accurate and efficient long read error correction.
Bioinformatics. Oxford Academic; 2014;30:3506–14. Available from:
https://academic.oup.com/bioinformatics/article/30/24/3506/2422175
11. Hackl T, Hedrich R, Schultz J, Förster F. Proovread: Large-scale high-accuracy PacBio
correction through iterative short read consensus. Bioinformatics. Oxford Academic;
2014;30:3004–11. Available from:
https://academic.oup.com/bioinformatics/article/30/21/3004/2422147
12. Au KF, Underwood JG, Lee L, Wong WH. Improving PacBio Long Read Accuracy by
Short Read Alignment. PLoS One. Public Library of Science; 2012;7:e46679. Available from:
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0046679
13. Salmela L, Walve R, Rivals E, Ukkonen E, Sahinalp C. Accurate self-correction of errors
in long reads using de Bruijn graphs. Bioinformatics. Oxford Academic; 2017;33:799–806.
Available from: https://academic.oup.com/bioinformatics/article/33/6/799/2525585
14. Ma X, Vaistij FE, Li Y, Rensburg WSJ van, Harvey S, Bairu MW, et al. A chromosome48

level Amaranthus cruentus genome assembly highlights gene family evolution and
biosynthetic gene clusters that may underpin the nutritional value of this traditional crop.
Plant J. John Wiley & Sons, Ltd; 2021;107:613–28. Available from:
https://onlinelibrary.wiley.com/doi/full/10.1111/tpj.15298
15. Dong L, Liu H, Zhang J, Yang S, Kong G, Chu JSC, et al. Single-molecule real-time
transcript sequencing facilitates common wheat genome annotation and grain transcriptome
research. BMC Genomics. BioMed Central; 2015;16:1–13. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-015-2257-y
16. Xu Z, Peters RJ, Weirather J, Luo H, Liao B, Zhang X, et al. Full-length transcriptome
sequences and splice variants obtained by a combination of sequencing platforms applied to
different root tissues of Salvia miltiorrhiza and tanshinone biosynthesis. Plant J. John Wiley
& Sons, Ltd; 2015;82:951–61. Available from:
https://onlinelibrary.wiley.com/doi/full/10.1111/tpj.12865
17. Chen J, Tang X, Ren C, Wei B, Wu Y, Wu Q, et al. Full-length transcriptome sequences
and the identification of putative genes for flavonoid biosynthesis in safflower. BMC
Genomics. BioMed Central; 2018;19:1–13. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-018-4946-9
18. Makita Y, Kawashima M, Lau NS, Othman AS, Matsui M. Construction of Pará rubber
tree genome and multi-transcriptome database accelerates rubber researches. BMC
Genomics. BioMed Central; 2018;19:81–7. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-017-4333-y
19. Piriyapongsa J, Kaewprommal P, Vaiwsri S, Anuntakarun S, Wirojsirasak W, Punpee P,
et al. Uncovering full-length transcript isoforms of sugarcane cultivar Khon Kaen 3 using
single-molecule long-read sequencing. PeerJ. PeerJ Inc.; 2018;6:e5818. Available from:
https://peerj.com/articles/5818
20. Wang B, Regulski M, Tseng E, Olson A, Goodwin S, McCombie WR, et al. A
comparative transcriptional landscape of maize and sorghum obtained by single-molecule
sequencing. Genome Res. Cold Spring Harbor Laboratory Press; 2018;28:921. Available
from: /pmc/articles/PMC5991521/
21. Zhang B, Liu J, Wang X, Wei Z. Full-length RNA sequencing reveals unique
transcriptome composition in bermudagrass. Plant Physiol Biochem. Plant Physiol Biochem;
2018;132:95–103. Available from: https://pubmed.ncbi.nlm.nih.gov/30176433/
22. Zuo C, Blow M, Sreedasyam A, Kuo RC, Ramamoorthy GK, Torres-Jerez I, et al.
Revealing the transcriptomic complexity of switchgrass by PacBio long-read sequencing.
Biotechnol Biofuels 2018 111. BioMed Central; 2018;11:1–15. Available from:
https://biotechnologyforbiofuels.biomedcentral.com/articles/10.1186/s13068-018-1167-z
23. Kim D, Paggi JM, Park C, Bennett C, Salzberg SL. Graph-based genome alignment and
genotyping with HISAT2 and HISAT-genotype. Nat Biotechnol. Nat Biotechnol;
2019;37:907–15. Available from: https://pubmed.ncbi.nlm.nih.gov/31375807/
24. Minio A, Massonnet M, Figueroa-Balderas R, Vondras AM, Blanco-Ulate B, Cantu D.
Iso-Seq Allows Genome-Independent Transcriptome Profiling of Grape Berry Development.
G3 Genes, Genomes, Genet. G3: Genes, Genomes, Genetics; 2019;9:755–67. Available
from: https://www.g3journal.org/content/9/3/755
25. Zhang G, Sun M, Wang J, Lei M, Li C, Zhao D, et al. PacBio full-length cDNA
sequencing integrated with RNA-seq reads drastically improves the discovery of splicing
transcripts in rice. Plant J. John Wiley & Sons, Ltd; 2019;97:296–305. Available from:
https://onlinelibrary.wiley.com/doi/full/10.1111/tpj.14120

49

26. Zhou Y, Zhao Z, Zhang Z, Fu M, Wu Y, Wang W. Isoform sequencing provides insight
into natural genetic diversity in maize. Plant Biotechnol J. Wiley-Blackwell; 2019;17:1473.
Available from: /pmc/articles/PMC6662105/
27. Abdel-Ghany SE, Hamilton M, Jacobi JL, Ngam P, Devitt N, Schilkey F, et al. A survey of
the sorghum transcriptome using single-molecule long reads. Nat Commun. Nature
Publishing Group; 2016;7:1–11. Available from:
https://www.nature.com/articles/ncomms11706
28. Qiao D, Yang C, Chen J, Guo Y, Li Y, Niu S, et al. Comprehensive identification of the
full-length transcripts and alternative splicing related to the secondary metabolism pathways
in the tea plant (Camellia sinensis). Sci Reports 2019 91. Nature Publishing Group;
2019;9:1–13. Available from: https://www.nature.com/articles/s41598-019-39286-z
29. Schaarschmidt S, Fischer A, Lawas LMF, Alam R, Septiningsih EM, Bailey-Serres J, et
al. Utilizing pacbio iso-seq for novel transcript and gene discovery of abiotic stress
responses in oryza sativa l. Int J Mol Sci. Multidisciplinary Digital Publishing Institute;
2020;21:1–26. Available from: https://www.mdpi.com/1422-0067/21/21/8148/htm
30. Wang Y, Xu J, Ge M, Ning L, Hu M, Zhao H. High-resolution profile of transcriptomes
reveals a role of alternative splicing for modulating response to nitrogen in maize. BMC
Genomics 2020 211. BioMed Central; 2020;21:1–19. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-020-6769-8
31. Xie L, Teng K, Tan P, Chao Y, Li Y, Guo W, et al. PacBio single-molecule long-read
sequencing shed new light on the transcripts and splice isoforms of the perennial ryegrass.
Mol Genet Genomics 2020 2952. Springer; 2020;295:475–89. Available from:
https://link.springer.com/article/10.1007/s00438-019-01635-y
32. Gonzalez-Ibeas D, Martinez-Garcia PJ, Famula RA, Delfino-Mix A, Stevens KA,
Loopstra CA, et al. Assessing the gene content of the megagenome: Sugar pine (Pinus
lambertiana). G3 Genes, Genomes, Genet. G3: Genes, Genomes, Genetics; 2016;6:3787–
802. Available from: https://www.g3journal.org/content/6/12/3787
33. Li S, Yamada M, Han X, Ohler U, Benfey PN. High-Resolution Expression Map of the
Arabidopsis Root Reveals Alternative Splicing and lincRNA Regulation. Dev Cell. Dev Cell;
2016;39:508–22. Available from: https://pubmed.ncbi.nlm.nih.gov/27840108/
34. Xu Z, Luo H, Ji A, Zhang X, Song J, Chen S. Global Identification of the Full-Length
Transcripts and Alternative Splicing Related to Phenolic Acid Biosynthetic Genes in Salvia
miltiorrhiza. Front Plant Sci. Frontiers Media SA; 2016;7. Available from:
/pmc/articles/PMC4742575/
35. Cheng B, Furtado A, Henry RJ. Long-read sequencing of the coffee bean transcriptome
reveals the diversity of full-length transcripts. Gigascience. Oxford Academic; 2017;6:1–13.
Available from: https://academic.oup.com/gigascience/article/6/11/gix086/4097566
36. Hoang N V., Furtado A, Mason PJ, Marquardt A, Kasirajan L, Thirugnanasambandam
PP, et al. A survey of the complex transcriptome from the highly polyploid sugarcane
genome using full-length isoform sequencing and de novo assembly from short read
sequencing. BMC Genomics. BioMed Central; 2017;18:1–22. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-017-3757-8
37. Zulkapli MM izzuddin, Rosli MAF, Salleh FIM, Mohd Noor N, Aizat WM, Goh HH. Iso-Seq
analysis of Nepenthes ampullaria, Nepenthes rafflesiana and Nepenthes × hookeriana for
hybridisation study in pitcher plants. Genomics Data. Elsevier; 2017;12:130–1.
38. Chao Y, Yuan J, Li S, Jia S, Han L, Xu L. Analysis of transcripts and splice isoforms in
red clover (Trifolium pratense L.) by single-molecule long-read sequencing. BMC Plant Biol.
50

BioMed Central; 2018;18:1–12. Available from:
https://bmcplantbiol.biomedcentral.com/articles/10.1186/s12870-018-1534-8
39. Zhang R, Calixto CPG, Marquez Y, Venhuizen P, Tzioutziou NA, Guo W, et al. A high
quality Arabidopsis transcriptome for accurate transcript-level analysis of alternative splicing.
Nucleic Acids Res. Nucleic Acids Res; 2017;45:5061–73. Available from:
https://academic.oup.com/nar/article-lookup/doi/10.1093/nar/gkx267
40. Cheng CY, Krishnakumar V, Chan AP, Thibaud-Nissen F, Schobel S, Town CD.
Araport11: a complete reannotation of the Arabidopsis thaliana reference genome. Plant J.
John Wiley & Sons, Ltd; 2017;89:789–804. Available from:
https://pubmed.ncbi.nlm.nih.gov/27862469/
41. Morton T, Petricka J, Corcoran DL, Li S, Winter CM, Carda A, et al. Paired-End Analysis
of Transcription Start Sites in Arabidopsis Reveals Plant-Specific Promoter Signatures. Plant
Cell. Oxford Academic; 2014;26:2746–60. Available from:
https://academic.oup.com/plcell/article/26/7/2746/6100151
42. Kuo RI, Tseng E, Eory L, Paton IR, Archibald AL, Burt DW. Normalized long read RNA
sequencing in chicken reveals transcriptome complexity similar to human. BMC Genomics.
BioMed Central; 2017;18:1–19. Available from:
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-017-3691-9
43. Nielsen M, Ard R, Leng X, Ivanov M, Kindgren P, Pelechano V, et al. Transcriptiondriven chromatin repression of Intragenic transcription start sites. PLOS Genet. Public
Library of Science; 2019;15:e1007969. Available from:
https://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1007969
44. Sherstnev A, Duc C, Cole C, Zacharaki V, Hornyik C, Ozsolak F, et al. Direct sequencing
of Arabidopsis thaliana RNA reveals patterns of cleavage and polyadenylation. Nat Struct
Mol Biol. Nat Struct Mol Biol; 2012;19:845–52. Available from:
https://pubmed.ncbi.nlm.nih.gov/22820990/
45. Kiran K, Ansari SA, Srivastava R, Lodhi N, Chaturvedi CP, Sawant S V., et al. The
TATA-Box Sequence in the Basal Promoter Contributes to Determining Light-Dependent
Gene Expression in Plants. Plant Physiol. Oxford Academic; 2006;142:364–76. Available
from: https://academic.oup.com/plphys/article/142/1/364/6106469
46. Srivastava R, Rai KM, Srivastava M, Kumar V, Pandey B, Singh SP, et al. Distinct Role
of Core Promoter Architecture in Regulation of Light-Mediated Responses in Plant Genes.
Mol Plant. Cell Press; 2014;7:626–41.
47. Reyes BG de los, Mohanty B, Yun SJ, Park M-R, Lee D-Y. Upstream regulatory
architecture of rice genes: summarizing the baseline towards genus-wide comparative
analysis of regulatory networks and allele mining. Rice. Springer; 2015;8. Available from:
/pmc/articles/PMC4385054/
48. Joshi CP, Zhou H, Huang X, Chiang VL. Context sequences of translation initiation
codon in plants. Plant Mol Biol. Plant Mol Biol; 1997;35:993–1001. Available from:
https://pubmed.ncbi.nlm.nih.gov/9426620/
49. Brown KM, Gilmartin GM. A Mechanism for the Regulation of Pre-mRNA 3′ Processing
by Human Cleavage Factor Im. Mol Cell. Mol Cell; 2003;12:1467–76. Available from:
https://pubmed.ncbi.nlm.nih.gov/14690600/
50. Proudfoot NJ, Brownlee GG. 3′ Non-coding region sequences in eukaryotic messenger
RNA. Nature. Nature Publishing Group; 1976;263:211–4. Available from:
https://www.nature.com/articles/263211a0

51

51. Pertea M, Shumate A, Pertea G, Varabyou A, Breitwieser FP, Chang YC, et al. CHESS:
A new human gene catalog curated from thousands of large-scale RNA sequencing
experiments reveals extensive transcriptional noise. Genome Biol. BioMed Central;
2018;19:1–14. Available from:
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-018-1590-2
52. Tardaguila M, De La Fuente L, Marti C, Pereira C, Pardo-Palacios FJ, Del Risco H, et al.
SQANTI: Extensive characterization of long-read transcript sequences for quality control in
full-length transcriptome identification and quantification. Genome Res. Cold Spring Harbor
Laboratory Press; 2018;28:396–411. Available from: /pmc/articles/PMC5848618/
53. Entizne JC, Guo W, Calixto CP, Spensley M, Tzioutziou N, Zhang R, et al. TranSuite: a
software suite for accurate translation and characterization of transcripts. bioRxiv. Cold
Spring Harbor Laboratory; 2020;2020.12.15.422989. Available from:
https://doi.org/10.1101/2020.12.15.422989
54. Kalyna M, Simpson CG, Syed NH, Lewandowska D, Marquez Y, Kusenda B, et al.
Alternative splicing and nonsense-mediated decay modulate expression of important
regulatory genes in Arabidopsis. Nucleic Acids Res. 2012;40:2454–69. Available from:
https://www.ncbi.nlm.nih.gov/pubmed/22127866
55. Kurihara Y, Makita Y, Kawashima M, Fujita T, Iwasaki S, Matsui M. Transcripts from
downstream alternative transcription start sites evade uORF-mediated inhibition of gene
expression in Arabidopsis. Proc Natl Acad Sci U S A. National Academy of Sciences;
2018;115:7831–6. Available from: https://www.pnas.org/content/115/30/7831
56. Yu Z, Lin J, Li QQ. Transcriptome analyses of Fy mutants reveal its role in mRNA
alternative polyadenylation. Plant Cell. Oxford University Press; 2019;31:2332–52. Available
from: /pmc/articles/PMC6790095/
57. Henriques R, Wang H, Liu J, Boix M, Huang LF, Chua NH. The antiphasic regulatory
module comprising CDF5 and its antisense RNA FLORE links the circadian clock to
photoperiodic flowering. New Phytol. John Wiley & Sons, Ltd; 2017;216:854–67. Available
from: https://nph.onlinelibrary.wiley.com/doi/full/10.1111/nph.14703
58. Bucchini F, Del Cortona A, Kreft Ł, Botzki A, Van Bel M, Vandepoele K. TRAPID 2.0: A
web application for taxonomic and functional analysis of de novo transcriptomes. Nucleic
Acids Res. Oxford Academic; 2021;49:e101–e101. Available from:
https://academic.oup.com/nar/article/49/17/e101/6312746
59. Duc C, Sherstnev A, Cole C, Barton GJ, Simpson GG. Transcription Termination and
Chimeric RNA Formation Controlled by Arabidopsis thaliana FPA. PLoS Genet. Public
Library of Science; 2013;9:e1003867. Available from:
https://journals.plos.org/plosgenetics/article?id=10.1371/journal.pgen.1003867
60. Pontier D, Picart C, El Baidouri M, Roudier F, Xu T, Lahmy S, et al. The m6A pathway
protects the transcriptome integrity by restricting RNA chimera formation in plants. Life Sci
Alliance. Life Science Alliance LLC; 2019;2. Available from: /pmc/articles/PMC6545605/
61. Trincado JL, Entizne JC, Hysenaj G, Singh B, Skalic M, Elliott DJ, et al. SUPPA2: Fast,
accurate, and uncertainty-aware differential splicing analysis across multiple conditions.
Genome Biol. BioMed Central Ltd.; 2018;19:40. Available from:
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-018-1417-1
62. Marquez Y, Brown JWS, Simpson C, Barta A, Kalyna M. Transcriptome survey reveals
increased complexity of the alternative splicing landscape in Arabidopsis. Genome Res.
Cold Spring Harbor Laboratory Press; 2012;22:1184–95. Available from:
http://www.ncbi.nlm.nih.gov/pubmed/22391557

52

63. Calixto CPG, Guo W, James AB, Tzioutziou NA, Entizne JC, Panter PE, et al. Rapid and
dynamic alternative splicing impacts the arabidopsis cold response transcriptome. Plant Cell.
American Society of Plant Biologists; 2018;30:1424–44. Available from:
www.plantcell.org/cgi/doi/10.1105/tpc.18.00177
64. Calixto CPG, Tzioutziou NA, James AB, Hornyik C, Guo W, Zhang R, et al. Colddependent expression and alternative splicing of arabidopsis long non-coding RNAs. Front
Plant Sci. Frontiers Media S.A.; 2019;10:235. Available from:
https://pypi.python.org/pypi/cutadapt/1.4.2
65. Wachter A, Tunc-Ozdemir M, Grove BC, Green PJ, Shintani DK, Breaker RR.
Riboswitch control of gene expression in plants by splicing and alternative 3′ end processing
of mRNAs. Plant Cell. Oxford University Press; 2007;19:3437–50. Available from:
/pmc/articles/PMC2174889/
66. Bocobza SE, Malitsky S, Araújo WL, Nunes-Nesi A, Meir S, Shapira M, et al.
Orchestration of thiamin biosynthesis and central metabolism by combined action of the
thiamin pyrophosphate riboswitch and the circadian clock in Arabidopsis. Plant Cell. Oxford
Academic; 2013;25:288–307. Available from:
https://academic.oup.com/plcell/article/25/1/288/6097747
67. Guo W, Calixto CPG, Brown JWS, Zhang R. TSIS: An R package to infer alternative
splicing isoform switches for time-series data. Bioinformatics. 2017;33:3308–10.
68. Quesada V, Macknight R, Dean C, Simpson GG. Autoregulation of FCA pre-mRNA
processing controls Arabidopsis flowering time. EMBO J. EMBO J; 2003;22:3142–52.
Available from: https://pubmed.ncbi.nlm.nih.gov/12805228/
69. Hornyik C, Terzi LC, Simpson GG. The Spen Family Protein FPA Controls Alternative
Cleavage and Polyadenylation of RNA. Dev Cell. Dev Cell; 2010;18:203–13. Available from:
https://pubmed.ncbi.nlm.nih.gov/20079695/
70. Frischmeyer PA, Van Hoof A, O’Donnell K, Guerrerio AL, Parker R, Dietz HC. An mRNA
surveillance mechanism that eliminates transcripts lacking termination codons. Science.
2002;295:2258–61. Available from: https://pubmed.ncbi.nlm.nih.gov/11910109/
71. Szádeczky-Kardoss I, Csorba T, Auber A, Schamberger A, Nyikó T, Taller J, et al. The
nonstop decay and the RNA silencing systems operate cooperatively in plants. Nucleic Acids
Res. Oxford University Press; 2018;46:4632–48. Available from: /pmc/articles/PMC5961432/
72. Parker MT, Knop K, Zacharaki V, Sherwood A V., Tomé D, Yu X, et al. Widespread
premature transcription termination of arabidopsis thaliana nlr genes by the spen protein fpa.
Elife. eLife Sciences Publications, Ltd; 2021;10. Available from: /pmc/articles/PMC8116057/
73. Göhring J, Jacak J, Barta A. Imaging of endogenous messenger RNA splice variants in
living cells reveals nuclear retention of transcripts inaccessible to nonsense-mediated decay
in Arabidopsis. Plant Cell. Oxford Academic; 2014;26:754–64. Available from:
https://academic.oup.com/plcell/article/26/2/754/6097977
74. Braunschweig U, Barbosa-Morais NL, Pan Q, Nachman EN, Alipanahi B, GonatopoulosPournatzis T, et al. Widespread intron retention in mammals functionally tunes
transcriptomes. Genome Res. Cold Spring Harbor Laboratory Press; 2014;24:1774–86.
Available from: /pmc/articles/PMC4216919/
75. Jacob AG, Smith CWJ. Intron retention as a component of regulated gene expression
programs [Internet]. Hum. Genet. Hum Genet; 2017. p. 1043–57. Available from:
https://pubmed.ncbi.nlm.nih.gov/28391524/
76. Martín G, Márquez Y, Mantica F, Duque P, Irimia M. Alternative splicing landscapes in
53

Arabidopsis thaliana across tissues and stress conditions highlight major functional
differences with animals. Genome Biol. BioMed Central; 2021;22:1–26. Available from:
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-020-02258-y
77. Marquez Y, Höpfler M, Ayatollahi Z, Barta A, Kalyna M. Unmasking alternative splicing
inside protein-coding exons defines exitrons and their role in proteome plasticity. Genome
Res. Cold Spring Harbor Laboratory Press; 2015;25:995–1007. Available from:
https://genome.cshlp.org/content/25/7/995.full
78. Sheth N, Roca X, Hastings ML, Roeder T, Krainer AR, Sachidanandam R.
Comprehensive splice-site analysis using comparative genomics. Nucleic Acids Res. Oxford
University Press; 2006;34:3955–67. Available from: /pmc/articles/PMC1557818/
79. Zhang R, Kuo R, Coulter M, Calixto CPG, Entizne JC, Guo W, et al. A high resolution
single molecule sequencing-based Arabidopsis transcriptome using novel methods of Isoseq analysis, Datasets, Sequence Read Archive (SRA) [Internet]. 2022. Available from:
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA755474
80. Zhang R, Kuo R, Coulter M, Calixto CPG, Entizne JC, Guo W, et al. A high resolution
single molecule sequencing-based Arabidopsis transcriptome using novel methods of Isoseq analysis, Github [Internet]. 2022. Available from:
https://github.com/ZhangTranscriptomislab/atRTD3
81. Zhang R, Kuo R, Coulter M, Calixto CPG, Entizne JC, Guo W, et al. A high resolution
single molecule sequencing-based Arabidopsis transcriptome using novel methods of Isoseq analysis, Zenodo [Internet]. 2022. Available from:
https://doi.org/10.5281/zenodo.6616514

54

Figure 1. Workflow of analysis of PacBio Iso-sequencing. A) Raw reads are analysed
using the PacBio Iso-seq 3 pipeline to generate FLNCs which are mapped to the genome
(blue boxes). B) Mapped FLNCs are collapsed and merged using TAMA to generate
transcripts (pink boxes). C) Transcripts are quality controlled using datasets of high confidence
(HC) splice junctions (SJs) and transcript start and end sites (TSS/TES). Transcripts with
unsupported splice junctions where reads contain errors within ±10 nt of an SJ are removed.
Transcripts with both high confidence TSS and TES (determined by binomial probability for
highly expressed genes and by end support with >2 reads for low expressed genes) are
retained as HC transcripts. The remaining transcripts which have partial or no TSS and/or TES
support were removed unless they overlapped with annotated gene loci. These transcripts,
from genes with low expression and no/low coverage by Iso-seq, were combined with the HC
transcripts to form AtIso (Arabidopsis Iso-seq based transcriptome).
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Figure 2. Impact of mismatches around splice junctions on the accuracy of their
determination. A) Splice junctions (SJs) shared by AtRTD2 and Iso-seq (LDE_30; sjt_30)
and unique to each. B) Position Weight Matrix (PWM) scores for splice sites unique to Iso-seq
transcripts and shared with AtRTD2. PWM scores for 5’ and 3’ splice site sequences from SJs
shared between AtRTD2 and Iso-seq transcripts (high confidence), are significantly higher (ttest, p < 2.26e-16) than those unique to Iso-seq (low confidence). C, D) Distribution of the
number of errors in each position 30 nt upstream (C) and 30 nt downstream (D) of SJs unique
to Iso-seq (low confidence) and shared with AtRTD2 (high confidence). See Additional File 1:
Tables S3A,B). E) Filtering of SJs - the graph shows the number of SJs remaining (expressed

2

as a percentage) after the cumulative removal of SJs with mismatches in the first n positions
(1, 2, 3 etc.) flanking SJs. See Additional File 1: Tables S5A,B).

3

Figure 3: Enrichment of sequence motifs associated with TSS and TES sites. A-D) TSS
sites: A) TATA box, B) Initiator (Inr), C) Y-patch, D) Kozak translation start site consensus
motif; E-F) TES sites: E) CFlm binding site and F) PAS. Lines indicate number of motifs found
in relation to start and end sites from Iso-seq (blue), Morton et al. (2014) A-D, and Sherstnev
et al. (2012) E,F (red); random control (grey).
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Figure 4. Gene and transcript characteristics of AtRTD3. A) Protein-coding and nonprotein-coding genes; B) Mono-exonic and multi-exonic genes; C) Mono- and multi-exonic
genes with single/multiple transcript isoforms for all genes and D) for protein-coding genes; E)
distribution of transcripts from protein-coding genes (protein-coding and unproductive
isoforms) and from non-protein-coding genes; F) Protein-coding transcripts with little or no
impact on coding sequence (NAGNAG/AS in UTR) and protein-coding variants; G) distribution
of transcripts with NAGNAG, AS in 5’ UTR and AS in 3’ UTR: H) distribution of NMD features
among unproductive transcripts from protein-coding genes. DSSJ - downstream splice
junction; OUORF - overlapping upstream open reading frame.
5

Araport11 AtRTD2-QUASI AtIso AtRTD3
Spearman 0.4559
0.6949
0.7763 0.7858
Pearson
0.0119
0.7391
0.9023 0.8924
Figure 5. Correlation of splicing ratios calculated from the RNA-seq using different
RTDs and HR RT-PCR data. Splicing ratios for 226 AS events from 71 Arabidopsis genes
(three biological replicates of the time-points T5 and T20) generated 1349 data points in total.
The splicing ratio of individual AS transcripts to the cognate fully spliced (FS) transcript was
calculated from TPMs generated by Salmon and A) Araport11, B) AtRTD2-QUASI, C) AtIso
and D) AtRTD3 and compared to the ratio from HR RT-PCR. E) Correlation coefficients are
given for each plot. Note that for clarity of the figures, data-points with values that lie
substantially outside the range of the graphs are not included in A-D) but are included in the
correlation values and shown in Additional File 2: Fig. S11.
6

Figure 6. Differential TSS and TES usage. Pairs of transcript isoforms with significant
isoform switches and different TSS (A-D) and TES (E and F). A) AT1G11280 – the shorter .6
transcript is cold-responsive; B) AT3G13110 – single exon gene with different TSS where the
.1 transcript has rapid cold-induced expression compared to the .2 transcript; C) AT1G55960
– both transcripts peak at dusk but have different expression behaviour with the .11 isoform
showing large increases of expression at 20 ⁰C and day 1 at 4 ⁰C declining with continued cold
exposure; D) AT5G53420 – isoforms with very different TSS - .7 isoform expressed
rhythmically peaking during the day (light-responsive) at 20 ⁰C before declining rapidly in the
cold while the .12 transcript has increased expression in the cold, peaking during the dark; E)
AT4G14400 – the isoforms differ only in their TES but are expressed rhythmically with different
phase (3 h offset) at 20 ⁰C and reduced at 4 ⁰C; F) AT3G56860 – very different TES and
expression behaviour – antiphasic at 20 ⁰C with cold-induced switch to the shorter .12 isoform.
Error bars on points are standard errors of the mean.
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Additional File 2 : Fig. S1 to S17
for
A high resolution single molecule sequencing-based Arabidopsis transcriptome using
novel methods of Iso-seq analysis

1

A

B

Fig. S1. Iso-seq transcripts contain false SJs prior to accurate SJ determination and
filtering. A) Screen shot of AT1G28490 transcripts in Integrated Genome Browser. Four
transcripts contain SJs which are unique to Iso-seq (not present in short read assemblies) and
were not supported by an Iso-seq read with zero mismatches in the vicinity of the SJ. The mismapped SJs are in introns 1, 3 and 6. B) Alignment of authentic, supported SJs of introns 1,
3 and 6 (top line) and mis-mapped SJs showing shift in position of splice sites. 5’ UTR exon
sequences – red; coding exon sequences – yellow; intron sequences (blue); authentic splice
site dinucleotides – blue bold; misplaced, unsupported splice site dinucleotides – red bold.
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Fig. S2. Determination of TSS and TES sites for genes with high and low abundance
reads. A) 5’ end of gene with multiple reads. Binomial distribution determines two significant
RSGLs/TSS (arrows). B) 3’ end of gene with multiple reads. Binomial distribution identifies
two significant REGLs/TES (arrows) on the basis of number of reads ends at specific sites. C)
5’-end of gene with low number of reads. Two reads with 5’-ends within an 11 nt window
provide support for a RSGL.

3

Fig. S3. Comparison of AtIso TSSs and TESs with previously published transcript start
and end sites. A) AtIso RSGLs compared to the mode position of start sites from quality
filtered tag clusters (within < 1 nt) from Morton et al. (2014); B, C) AtIso REGLs compared to
CS peaks from Sherstnev et al (2012) within 50 nt (B) and < 1 nt (C).
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Fig. S4. Generation of high-level transcripts. A gene with significant RSGL/REGL positions
and two alternatively spliced SJs (green). Four transcripts contain ASJ1 and two contain ASJ2
with varying start and end sites (blue). If the ends of the transcripts are within the 100 nt
window of the RSGL and REGL, they are collapsed to the most common end thereby
preserving the RSGLs and REGLs as TSSs and TESs (yellow) and transcripts with different
TSS and TES are retained (orange). SJ – splice junction; ASJ – alternative splice junction;
TSS – transcription start site; TES – transcription end site.
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Fig. S5. Number of genes and transcripts contributed to AtIso from each Iso-seq library.
No. of genes – blue line; No. of transcripts – orange line. See also Additional File 1: Table S7.
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A

B

Fig. S6. Saturation curve of increase in unique genes and transcripts added to AtIso
with addition of each library. A) Saturation curve for number of genes; B) saturation curve
for number of transcripts (compared to number of genes). No. of genes – blue line; No. of
transcripts – orange line. See also Additional File 1: Table S8.
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Fig. S7. SQANTI3 assessment of quality of long read transcripts in AtRTD3 and AtIso.
A and B) Distribution of AtRTD3 transcripts among the different SQANTI categories
compared to A) Araport11 and B) AtRTD2. C and D) % of AtIso and AtRTD3 transcripts with
PEAT support of TSS for each SQANTI category for C) AtIso and D) AtRTD3. FSM – Full
Splice match, ISM – Incomplete Splice Match, NIC – Novel in Catalog, NNC – Novel Not in
Catalog. The minor SQANTI categories made up 6-7% of transcripts in A) and B).
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Fig. S8. Increased number of transcript isoforms in AtRTD3. At1G21760 has two
transcripts in Araport and AtRTD2 but twelve in AtRTD3. Additional transcripts contain
different AS events: intron retention (IR), exon skipping (ES), cryptic intron (CI), alternative 5’
or 3’ splice sites (circled in red) and different TSS and TES. The AT1G21760.8 transcript
isoform (asterisk) codes for the full-length protein, .2 and .7 have different C-terminal ends
due to AS events towards the 3’ end of the transcripts and the remaining isoforms are
unproductive containing PTCs. Transcript structures visualised with Integrated Genome
Browser (IGB) are from Araport (black), AtRTD2 (red) and AtRTD3 (blue); arrow shows
direction of transcription.
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A

B

Fig. S9. Genes with characterised different TSS. A) AT1G09140 - AtRTD3 has 51 Iso-seq
transcript isoforms reflecting combinations of different TSS, TES and AS events. B)
AT1G22630 – 10 Iso-seq transcript isoforms with variable TSS. Both genes show differential
TSS usage in response to blue light (Kurihara et al., 2018). Transcript structures visualised
with IGB are from Araport (black), AtRTD2 (red) and AtRTD3 (blue); arrow shows direction of
transcription.
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A

B

Fig. S10. Genes with characterised alternative TES. A) AT1G69870 - AtRTD3 has 4 Isoseq transcript isoforms reflecting showing different TES. B) AT4G35450 – multiple Iso-seq
transcript isoforms with variable TSS and TES. Different TES/poly A sites have been
characterised previously (Yu et al., 2019). Transcript structures visualised with IGB are from
Araport (black), AtRTD2 (red) and AtRTD3 (blue); direction of transcription is left to right.
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Fig. S11. Confirmation of AS variant isoforms in the lncRNA, FLORE. AtRTD3 has five
Iso-seq transcripts which confirm differential AS of transcripts from FLORE (Henriques et al.,
2017). Transcript structures visualised with IGB are from Araport (black), AtRTD2 (red) and
AtRTD3 (blue); arrows show direction of transcription.
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B

C

Fig. S12. Novel genes in AtRTD3 – lncRNAs. A) G12636 is an intergenic lncRNA gene with
three alternatively spliced Iso-seq transcript isoforms; B) G13263 has four Iso-seq transcripts
with different TSS and spliced and unspliced isoforms; antisense to AT2G27310; C) G14744
is antisense lncRNA with four alternatively spliced Iso-seq isoforms which are antisense to
two genes, At2G38823 and AT2G38830. Transcript structures visualised with IGB from
Araport (black), AtRTD2 (red) and AtRTD3 (blue); arrows show direction of transcription.
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Fig. S13. Chimeric transcripts. AtRTD3 contains numerous chimeric transcripts. Two genes
encoding MAPK/ERK kinase kinase genes (MEKK3 and 2) generate 11 chimeric transcripts
(asterisks) which are linked by an intron. Transcript structures visualised with IGB are from
Araport (black), AtRTD2 (red) and AtRTD3 (blue); arrow shows direction of transcription. GT
and AG indicate the splice junctions of the intron linking the chimeric transcripts from the
3’UTR of AT4G08480 to the first exon of AT4G08470.
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Araport11 AtRTD2-QUASI AtIso AtRTD3
Spearman 0.4559
0.6949
0.7763 0.7858
Pearson
0.0119
0.7391
0.9023 0.8924
Fig. S14. Correlation of splicing ratios calculated from the RNA-seq and HR
RT-PCR data including outliers. Splicing ratios for 226 AS events from 71
Arabidopsis thaliana genes (three biological replicates of the time-points T5 and T20)
generated 1349 data points in total. The splicing ratio of individual AS transcripts to
the cognate fully spliced (FS) transcript was calculated from TPMs generated by
Salmon and (A) Araport11, (B) AtRTD2-QUASI, (C) AtIso, and (D) AtRTD3 and
compared to the ratio from HR RT-PCR. Correlation coefficients are given for each
plot.
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AT2G29630 – THIAMIN C SYNTHASE (THIC)

16

Fig. S15. Accurate Iso-seq transcript determination identifies THIC RNAs produced by
riboswitch. A) THIAMIN C SYNTHASE THIC (AT2G29630) contains a highly conserved
RNA aptamer in the 3’UTR which is bound by TPP to regulate expression via alternative
polyadenylation and splicing. Three main RNA classes (Types I, II and III) are produced and
type II and III RNAs are generated from the Type I precursor depending on TPP levels. B) 3’ends of transcripts in AtRTD3, AtRTD2 and Araport. Type I, II and III transcripts are clearly
observed among the Iso-seq transcripts in AtRTD3. Type II transcripts end at the poly A site
in intron 3’-2 (vertical red line). Type III transcripts have longer and variable 3’ends and the 3’2 intron is removed; type I transcript pre-cursors still contain the 3’-2 intron. Asterisks –
incorrectly assembled transcripts in AtRTD2 and Araport. C) and D) Gene and transcript
expression profile in cold treatment time-course with AtRTD3 (C) and AtRTD2 (D) as
reference. Profiles of total expression of the gene are the same but the main transcript in
AtRTD3 is a type II RNA (.28) while .3, P1 and P2 transcripts are observed with AtRTD2.
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AT3G17510 CBL-INTERACTING PROTEIN KINASE 1 (CIPK1)

Fig. S16. Novel cold-induced isoform of CIPK1 from AtRTD3. A) and B) Gene and
transcript expression plots of AT3G17510 - CBL-INTERACTING PROTEIN KINASE 1 (CIPK1)
using AtRTD2 or AtRTD3 as reference. CIPK has 4 transcripts in AtRTD2 of which only the
P1 isoform is highly expressed. Expression is rhythmic, peaking at dawn; low temperature
broadens the peak of expression and it reduces with cold exposure. B) AtRTD3 has 10
isoforms of which three (.6, .3 and .1) are the most highly expressed. The .1 isoform is induced
by cold. C) All three isoforms code for the same protein; .3 and .6 have the same TSS but
different TES; the cold-induced .1 isoform has shorter TSS and TES.
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AT4G25080 - MAGNESIUM-PROTOPORPHYRIN IX METHYLTRANSFERASE (CHLM)

Fig. S17. Novel transcript isoform in AtRTD3 affects expression levels of main
transcripts compared to AtRTD2. Gene/transcript expression profiles of AT4G25080 using
A) AtRTD2 or B) AtRTD3 (lower) reference. A) Two most expressed transcripts in AtRTD2 (.3
and .6) code for the same protein but differ by an alternative 3’ splice site in the 3’UTR (C). B)
AtRTD3 identifies a novel expressed transcript (.13) which causes reduction of expression
levels of .5 and .6 (equivalent to .3 and .1 in AtRTD2. Total gene expression profiles are the
same with both references.
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Comparison of AtIso to AtRTD2 and Araport11
AtIso had lower gene coverage than the short read-derived Araport11 and AtRTD2
transcriptomes [34,45] AtRTD2 used stringent quality filters to remove false spice junctions,
redundant transcripts and transcript fragments and contained 82,190 transcripts from 34,212
genes [34]. AtRTD2 incorporated transcripts from protein-coding genes from an early version
of Araport11. It also contained significantly increased transcript and alternative splicing
diversity compared to TAIR10 and Araport 11 but did not contain any novel gene models
compared to Araport11 [34]. Therefore, we compared the genes in AtIso to the current version
of Araport11 which contains 38,194 genes with 59,775 transcripts. Of the 38,194 Araport11
genes, 20,663 genes had significant overlapping regions with AtIso genes on the same strand
(coverage >50% of total gene length). An additional 719 genes overlapped AtIso transcripts
with coverage < 50% of total gene length. Thus, 21,382 (56.0%) Araport11 genes overlapped
AtIso genes and 16,812 Araport11 genes (44.0%) had no coverage in AtIso. Of the 21,853
genes in AtIso, 20,194 genes had significant overlapping regions with Araport11 genes on the
same strand (coverage >50% of total gene length) with an additional 210 genes overlapping
with coverage of < 50% of total gene length). Thus, AtIso contained ca. 1,450 novel genes
compared to Araport11. Despite extensive sequencing of a wide variety of tissues and
conditions, gene coverage in AtIso was limited to 576% of genomic loci in Araport11.

We next compared transcript identity among the three annotations using TAMA merge to
identify transcripts with exactly the same SJs and only differing by <50nt at the 5’ and 3’ ends.
There are a total of 209,508 non-redundant transcripts in the three annotations. Only 5,369
(2.56%) transcripts were shared by all three, and 6,167 (2.94%) and 980 (0.4%) transcripts
were shared between AtIso and AtRTD2 and AtIso and Araport11, respectively (Fig. S14A)
suggesting a high degree of difference among transcripts. Comparison of splice junctions
among the three transcriptomes (a total of 183,035 non-redundant SJs) showed that 100,275
(54.78%) SJs were common to all three (Fig. S14B). A quarter of SJs only occurred in AtRTD2
(10,155 - 5.5%); 2,410 (1.3%) were unique to Araport or common to both (33,115 - 18.1%)
and 28,035 SJs were unique to AtIso (15%) (Fig. S14B). Thus, there is good agreement of the
SJs identified by short and long reads which is in sharp contrast to the small overlaps in
transcript identity (Fig. 4B) between long and short read assembled transcripts. The difference
is illustrated by only 5.9% of transcripts and 75% of SJs shared between long and short read
assemblies. This mainly reflects differences at the start and end positions between long and
short read assemblies. Transcript start/end determination is generally inaccurate with short
reads and Araport is known to have extensive mis-annotations at 3’ and 5’ UTR regions
(mostly over-extended) which were carried over into AtRTD2 [34]. The complementarity
between SJs from long and short reads reflects the novel methods of removing false SJs here
and in the AtRTD2 assembly [34]. The number of SJs unique to AtRTD2 most likely reflects
the higher gene coverage while those unique to AtIso appear to come from long reads
discovering SJs of minor isoforms in highly expressed genes. Thus, AtIso contains accurate
and diverse transcripts but suffers from poor coverage of around one third of gene regions.

Figure S18. Comparison of AtIso transcripts and SJs to Araport and AtRTD2. A)
Transcripts; B) SJs for AtISO (light blue), Araport (lilac) and AtRTD2 (pink).

