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Supplementary Figures S1-S26 

 
 
 

 

Figure S1. Workflow: Splicing and editing analysis of human RNA-Seq data. The 
investigated RNA-Seq reads were aligned to the human genome assembly hg38 (red) and to a 
user-defined reference genome (udrg; blue) using TopHat2. Analysis of alternative splicing 
focused on the detection and classification of junction-spanning reads (left). The overall 
alignments were used for quality control and variant calling, which later served to analyze 
transcript coverages (center) and to identify single nucleotide mismatches that may correspond to 
editing events (right). For details on the individual steps see Supplementary Methods. 
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Figure S2. Quality control of analyzed datasets. In total we analyzed 36 RNA-Seq datasets 
(see Table S1) from two human transcriptome studies (Labonté et al., 2017; Wu et al., 2015). 
The two studies differ in sample preparation and read length (for details see Supplementary 
Methods). Data from the study of Wu et al. are shown in black, data from the study of Labonté et 
al. in blue. One dataset was excluded due to over-amplification (red). (A)  Overall read mapping 
rates of individual datasets after alignment to the hg38 reference genome. (B)  Read mapping to 
intergenic and intronic regions. (C)  Read mapping to exonic regions. (D)  Detection of junction-
spanning reads upon alignment to the hg38 reference genome. All datasets comprised 
13.7-19.6·104 annotated junctions, which were detected rather early during analysis (left panel), 
and variable numbers of junctions without annotations (right panels (E)  Mean number of read 
duplicates, which align to the canonical iGluR exons within the udrg. (F)  Distribution of Phred 
quality scores of the reads aligning to the canonical iGluR exons (see Supplementary Methods). 
(G)  Phred quality scores across read positions. Bars in panel (A, B) and (E) indicate means. 
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Figure S4. De novo identification of splice junctions and classification of alternative splice 
events. (A)  Previously deposited iGluR transcripts (grey) were used to extract all known iGluR 
splice junctions and splice sites, which served as starting points for the identification of new iGluR 
splice junctions. Primary new junctions encompass at least one known splice site and are either a 
new combination, ‘C’, of two known splice sites, or they possess either a new splice donor site, 
‘D’, or, a new acceptor site, ‘A’. In subsequent steps, newly identified splice sites served as 
anchor points for the detection of secondary new junctions (red), i.e. junctions, which have no 
splice site in common with previously known transcripts. (B)  Classification of alternative splice 
events (red). Exons are shown as boxes, splice junctions as lines. 
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Figure S5. Read coverage of different iGluR junction types. (A)  The histograms show 
distributions of total junction coverages for canonical (top), known alternative (center), and newly 
identified splice junctions (bottom). Junctions classified as relevant are highlighted in violet 
(canonical) and blue (alternative). For normalized data compare Fig. 2. (B)  Relevant alternative 
junctions (blue) and low abundance junctions (grey) show a similar distribution of junction types 
(‘C’, alternative combination of canonical donor and acceptor sites; ‘D’, alternative donor site; 
‘A’, alternative acceptor site; ‘DA’, alternative acceptor and donor sites). 
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Figure S6. Analysis of splice donor and acceptor sites. (A)  Number of donor, ‘D’, and 
acceptor, ‘A’, splice sites within the canonical, known alternative, and newly identified iGluR 
splice junctions. (B)  All identified donor and acceptor splice sites show typical features of major 
spliceosome (U2) intron recognition sites (GT-AG, to a minor degree GC-AG) and a 
polypyrimidine tract at the acceptor site. This indicates that the identified reads report on bona 
fide splice junctions. Sequence logos were generated using WebLogo 2.8.2 (Crooks et al., 2004). 
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Figure S7. Abundance of canonical iGluR splice junctions. The total number of junction-
spanning reads for all canonical iGluR junctions in the analyzed 35 datasets is shown (short 
bars). The first junction of the canonical transcript is shown in red (5’), the last junction in blue 
(3’). Longer bars show the corresponding mean. 
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Figure S8. Detection of iGluR junctions during dataset analysis. (A)  All 259 canonical iGluR 
junctions had been detected at least once after analyzing the first 9 datasets. (B)  After analyzing 
32 datasets, 93 of 120 known alternative junctions had been detected (purple). The 46 known 
alternative junctions that met our relevance criteria (blue) had been already detected at least 
once after analyzing half of the datasets. (C)  In total, we identified 772 new junctions (green). 
The 19 new junctions that met our relevance criteria (blue) were already present in the first 
analyzed dataset. Datasets ordered as in Table S1 (without brain dataset). 
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Figure S9. Abundance of alternative splice junctions in individual datasets. Data points 
show the relative abundance of the indicated junctions after normalization to the canonical 
junction(s) within individual datasets (local abundance; calculated for datasets with ≥ 40 junction-
spanning reads, number of datasets given in parentheses). Black bars indicate the corresponding 
mean, crosses the median local abundance. For comparison, the global abundance is shown by 
yellow bars (Table 1-4). For details see Supplementary Methods and Table S4. 
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Figure S10. AMPA receptor flip/flop splicing and additional cassette exons in GRIA2 and 
GRIA4. (A)  Abundance of the 5’ (red) and 3’ (blue) junctions of the flip isoform normalized to the 
corresponding junctions of the flop isoform in single datasets. The number of analyzed datasets is 
given in parentheses (datasets with ≥ 40 junction-spanning reads). (B)  Inclusion of cassette 
exons in GRIA2 and GRIA4, which occurs with low (GRIA2 (f-g)) to medium frequency 
(GRIA4 (f-e)), see Table 1. The GRIA2 exon (41 nt) introduces a frameshift and premature stop 
codon in the flop exon, which should mark the transcript for NMD. The GRIA4 exon (39 nt) 
encodes a stop codon, which should also cause NMD. Both exons appear to be conserved 
between species and could have regulatory functions. For alignments see Supplementary 
Methods. 
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Figure S11. AMPA receptor C-terminal splicing. In AMPA receptors two different C-terminal 
splice variants exist, which are termed ‘long’ and ‘short’. The short isoforms arise from 
prolongation of the penultimate exon (e15 in GluA2 and GluA3; e16 in GluA4), which introduces 
an early stop codon. (A)  Coverage tracks showing the corresponding exonic and adjacent 
intronic regions (single nucleotide coverage over all 35 datasets). Canonical events are shown in 
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black, alternative splice events in red. Stop codon positions are indicated by asterisks. The boxes 
represent the global junction abundance. Single dots represent the local abundance in datasets 
with sufficient coverage (≥ 40 splice junction-spanning reads; number of datasets given in 
parentheses) and bars show the median local abundance. (B)  Nucleotide alignment of the 
corresponding exon region in human GluA1-4. GluA1 has lost the second intron splice site (GT), 
and GluA3 the first intron splice site, which explains why GluA1 and GluA3 exist as only long and 
short isoforms, respectively. In GluA1, the exon extension is no longer conserved and the stop 
codon is lost. (C)  Amino acid alignment of the short and long CTD sequences. The short 
isoforms of GluA2-4 contain type II PDZ binding motifs, which for instance mediate interactions 
with glutamate receptor-interacting protein (GRIP) (Tan et al., 2015) and protein interacting with 
C kinase 1 (PICK1) (Dev et al., 1999). GluA1-long contains a type I PDZ binding motif, which 
interacts with e.g. synapse-associated protein 97 (SAP97) (Leonard et al., 1998). In GluA2 and 
GluA4-long this motif is masked by a C-terminal serine/proline residue (Coleman et al., 2010). 
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Figure S12. GluA4-ATD isoform. (A)  Splicing from exon e10 to an alternative exon (ae) 
introduces an early stop codon (asterisk), which is followed by a 3’-UTR containing a 
polyadenylation signal (PAS). This event is characterized by the presence of a highly abundant 
splice junction, GRIA4 (a) (Table 1). The alternative exon can be clearly distinguished in the 
coverage track (single nucleotide coverage over all 35 datasets). (B)  Relative abundance of the 
alternative splice junction GRIA4 (a) compared to the canonical junction in human datasets. The 
corresponding junction can also be found in chimpanzee, macaque, rat and mouse (abundance 
obtained by junction-specific BLAST queries; see Supplementary Methods and Table S6). The 
boxes represent the global junction abundance with the total number of alternative reads given on 
top. Single dots represent the local abundance in individual datasets with sufficient coverage 
(≥ 40 splice junction-spanning reads, analyzed datasets given in parentheses, means indicated 
by bars). (C)  Nucleotide alignment of the alternative exon region shows high sequence 
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conservation across species. The splice acceptor site (AG) and stop codon are indicated in bold. 
(D)  RT-PCR detection of canonical and GluA4-ATD transcripts in human RNA samples from 
cerebellum, brain, cerebral cortex, and testis (see Supplementary Methods). Exon-specific 
primers show the relative amounts of canonical splicing (F1/R2, expected product size: 278 bp) 
and GluA4-ATD (F1/R1, 565 bp). Bands are absent in negative controls without reverse 
transcriptase (-RT). (E)  The splicing event results in a GluA4-ATD only protein (433 aa) with only 
a short amino acid stretch (35 aa) following the ATD. The last 10 aa are encoded by the 
alternative exon. The highlighted regions show unique peptides matching the canonical and 
alternative exon boundaries, which have been identified in a human proteome study (McKetney et 
al., 2019) and thus confirm expression of this isoform on the protein level. 
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Figure S13. Alternative GluK1 isoforms. (A)  The GluK1-1 isoform (canonical) carries a unique 
cassette exon (e9, 45 nt; Table 2), which results in 15 aa insertion towards the end of the ATD, 
after E401. (B)  The insertion site is located at the bottom of the ATD, just before the β-hairpin 
14/15 (R384-K385 in GluA2; figure based on PDB 3KG2 (Sobolevsky et al., 2009)). The insertion 
is not present in other iGluR subunits. (C)  Quantification of the alternative GluK1-2 junction 
(skipping of e9) shows that both isoforms occur with overall similar abundance in all investiagted 
species (junction-specific queries, see Table S6). A similar abundance of GluK1-1/2 has also 
been reported for cloned rat cDNAs (Bettler et al., 1990). (D)  Quantification of GluK1 C-terminal 
splice isoforms, GluK1-a to GluK1-d, in different species (normalized to the canonical GluK1-b 
event). The junctions corresponding to GluK1-c are detected frequently, GluK1-d rarely and 
GluK1-a is mostly absent (see also Main Text; for junction-specific queries, see Table S6). 
Boxes represent the global junction abundance with the total number of alternative reads given 
on top. Single dots represent the local abundance in individual datasets with sufficient coverage 
(≥ 40 splice junction-spanning reads, number of analyzed datasets given in parentheses, mean 
indicated as bars). 
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Figure S14. GRIK2 alternative 5’-UTR and C-terminal splicing. (A)  A newly identified splice 
junction, GRIK2 (a), indicates the presence of a non-coding alternative exon (ae) in the 5’-UTR. 
This abundant junction involves an alternative splice acceptor site in canonical exon e1 (Table 2). 
The alternative exon is clearly defined in the coverage track (single nucleotide coverage over all 
35 datasets) and contains a short 5'-terminal oligopyrimidine track (5’-TOP; predicted by 
RegRNA2.0). The corresponding splice event has been detected before (Zhawar et al., 2010), but 
the 5’-exon appears to be shorter than reported. (B)  The alternative exon is conserved in human, 
chimpanzee and macaque. The 5’-TOP track and the donor intron recognition site (GT) are 
indicated in bold. (C)  Abundance of GluK2 C-terminal isoforms, GluK2-b to GluK2-c, normalized 
relative to the canonical GluK2-a junction (cf. Table 2). For junction-specific queries in other 
species, see Table S6. Boxes represent the global junction abundance with the total number of 
alternative reads given on top. Single dots represent the local abundance in individual datasets 
with sufficient coverage (≥ 40 splice junction-spanning reads, number of analyzed datasets given 
in parentheses, mean indicated as bars). 
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Figure S15. GRIK3 alternative splicing at the C-terminus. For rat and mouse an alternative 
GluK3-b isoform has been described (Schiffer et al., 1997), which results from an alternative 
splice donor site in the penultimate exon, e15. (A)  A human Ensembl transcript 
(ENST00000373093.4) suggests prolongation of e15 (GRIK3 (a)), but unlike in rodents, we did 
not identify a subsequent junction to the last canonical exon, e16. However, prolonged e15 would 
code for an early stop codon and also a polyadenylation site (PAS). The coverage track shows 
the single nucleotide coverage over all 35 datasets. (B)  Analysis of the coverage track suggests 
that an extension beyond the canonical splice site may be present in ~14% of the human 
transcripts, but BLAST queries (Table S6) rarely show an extension in chimpanzee and macaque 
datasets. The junctions of the GluK3-b isoform in rat and mouse are detected with a global 9% 
and 4% abundance, respectively. The boxes represent the global junction abundance with the 
total number of alternative reads given on top. Single dots represent the abundance in individual 
datasets with sufficient coverage (≥ 40 splice junction-spanning reads, number of datasets given 
in parentheses) with the median shown as bar. (C)  Nucleotide alignment of the 3’-regions of e15. 
The primate sequences lack the alternative splice donor site (GC) that is part of the described 
rodent GluK3-b isoform. (D)  Amino acid sequences. The alternative primate sequence would not 
match the GluK3-b sequence in rat and mouse. In macaque the C-terminal sequence would differ 
from the human and chimpanzee sequence due to a frame shift. 
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Figure S16. Potential GluK4-2 isoform. (A)  Our de novo junction identification revealed 
skipping of canonical exon e9 (162 nt), i.e. an alternative combination of splice donor and 
acceptor sites (GRIK4 (e), Table 2). (B)  In humans this junction is detected with low-to-moderate 
frequency but junction-specific queries (Table S6) show that this event may play only a minor role 
in other species. Boxes represent the global junction abundance with the total number of 
alternative reads given on top. Single points represent the abundance in individual datasets with 
sufficient coverage (≥ 40 splice junction-spanning reads, number of datasets given in 
parentheses, median indicated as bars). (C)  RT-PCR detection of GluK4-1/2 in human RNA 
samples from brain, cerebral cortex, cerebellum and testis (see Supplementary Methods). 
Exon-specific primers F1/R1 show the relative amounts of transcripts with and without exon 9 
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(expected product sizes: GluK4-1 396 bp; GluK4-2 234 bp). Bands are absent in negative 
controls without reverse transcriptase (-RT). (D)  Relative amounts of GluK4-2 RT-PCR products 
in RNA from different human tissues (3 independent cDNA syntheses each). (E)  The exon 
skipping results in a 54 amino acid deletion in the ATD region without causing a frame-shift 
(E249-A302 in GluK4). The structural model shows the potentially deleted region (red, exon 9) in 
the ATD dimer (left). The N- and C-termini of exon 9 are close-by, which may preserve the 
structural integrity of the ATD (G241-K294 in GluA2 ATD dimer; based on PDB 3H5V (Jin et al., 
2009)). In the full-length receptor (middle) the deleted GluK4-2 regions (red) would be expected 
to be facing outward (subunit A and C), while the subunits facing inward are likely occupied by 
GluK1-3 subunits in analogy to GluK2/GluK5 heteromers (Kumar et al., 2011). The full-length 
structure, ATD layer structures (middle and right) and secondary structure annotations are based 
GluA2, PDB 3KG2 (Sobolevsky et al., 2009). 
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Figure S17. Potential GluK5-b isoform. (A)  The Ensembl database lists a human transcript 
(ENST00000301218.8) with an alternative last exon (ae, 761 nt), which contains an alternative 
stop codon, a 3’-UTR and a polyadenylation signal (PAS). The resulting isoform, GluK5-b 
(981 aa) has also been mentioned in review articles (Traynelis et al., 2010). (B)  We detected the 
GluK5-b splice junction (GRIK5 (c)) in humans, albeit with very low abundance, i.e. below our 
relevance criteria (see Main Text). Specific BLAST queries (Table S6) show that the junction is 
even less abundant in chimpanzee and macaque, whereas the corresponding exon seems to be 
absent in rat and mouse. Boxes show the global junction abundance with the total number of 
alternative reads given on top. Single points show the abundance in individual datasets with 
sufficient coverage (≥ 40 splice junction-spanning reads, human n = 5 datasets, median shown as 
bar). (C)  Amino acid sequence alignment. The alternative C-terminal sequences from human, 
chimpanzee and macaque differ in the occurrence of their stop codon, which indicates a low level 
of conservation. 
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Figure S18. Additional characterization of the GluD1-b isoform. (A)  Our analysis reveals the 
existence of two new junctions, GRID1 (b-a), which indicate incorporation of a cassette exon (ae, 
91 nt) between canonical exons e15 and e16 (see Fig. 3). (B)  The splice junctions occur in 
human datasets and with similar abundance also in chimpanzee, macaque, rat and mouse. For 
human abundance see Fig. 3B; other abundances were obtained by junction-specific queries 
(Table S6). Boxes represent the global junction abundance with the total number of alternative 
reads given on top. Single dots represent the abundance in individual datasets with sufficient 
coverage (≥ 40 splice junction-spanning reads, number of datasets given in parentheses, median 
shown as bar). (C)  Nucleotide alignment of the alternative exon region. The 3’-intron recognition 
site, the amino acid sequence, the stop codon and 5’-intron recognition sites are fully conserved 
across species. (D)  RT-PCR detection of GluD1-b in human RNA samples from brain, cerebral 
cortex, cerebellum and testis (see Fig. 3D/E). Exon-specific primers F1/R1 show the relative 
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amounts of transcripts with and without alternative exon (expected product sizes: GluD1-a 
285 bp; GluD1-b 376 bp). Primers F2/R1 are specific for the presence of the alternative exon 
(expected product size: 198 bp; see Fig. 3D). Bands are absent in negative controls without 
reverse transcriptase (-RT). (E)  Sequence verification of the alternative exon boundaries after gel 
extraction of the PCR product using F1 and R1 as sequencing primers. 
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Figure S19. GluN1 splicing in the C-terminal region. Two alternative splice events produce 
four C-terminal isoforms of GluN1, GluN1-1 to GluN1-4 (see Figure 4). (A)  Relative abundances 
of the four isoforms in different species. The circle sizes represent the relative read numbers of 
isoform-specific junctions, which were detected by alignment to the udrg (human, Table S4) or by 
using isoform-specific queries for chimpanzee, macaque, rat and mouse (Table S6). Statistical 
testing shows a strong interdependence of the two splice events, favoring GluN1-4 and GluN1-1 
isoforms in all species (Pearson’s chi-squared test of independence, *** p ≤ 0.0005, number of 
total reads in parentheses). (B)  Correlation between alternative acceptor site usage (19b) and 
cassette exon inclusion (ae) in individual datasets (solid lines: Pearson correlation analyses). 
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Figure S20. Primate-specific GluN2A-short isoform. (A)  Our analysis identified an intra-exon 
junction, GRIN2A (a), which causes a 343 nt deletion (exitron) in the last canonical exon, e14. 
The same event has recently been characterized as primate-specific GluN2A-short isoform 
(Warming et al., 2019). (B)  The GluN2A-short junction is frequently detected in humans 
(Fig. S9), as well as in chimpanzee and macaque (Table S6). Single points represent the 
abundance in individual datasets with sufficient coverage (≥ 40 splice junction-spanning reads, 
number of datasets given in parentheses, median indicated as bar). (C)  A nucleotide alignment 
shows that the exitron donor- and acceptor recognition sites (indicated in bold) are absent in rat 
and mouse. Further analysis shows that the recognition sites are present in all 44 primate 
species included in the Zoonomia Project alignment (with the exception of Carlito syrichta), 
whereas this combination of donor and acceptor recognition sites is absent in 196/197 of all non-
primate species (Zoonomia Consortium, 2020); data not shown). (D)  Amino acid sequence of 
the canonical and alternative GluN2A-short C-terminus in humans. 
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Figure S21. GRIN2C alternative 5’-UTRs and alternative start codon in humans. (A)  Our 
de novo analysis identified two alternative junctions, GRIN2C (a) and GRIN2C (b), pointing to two 
alternative 5’-UTR exons (ae 77 nt and ae 87 nt; red). The junction abundance (Table 4) and 
coverage track indicate that ae 77 nt is used more frequently than the annotated canonical 
exon 1. (B)  In addition, a human transcript with a 5’-elongated exon 2 has been reported 
(XP_016880033.1; blue), which contains an upstream start codon and signal peptide (SP) 
cleavage site. It may thus result in a N-terminal elongated isoform.  
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Figure S22. Potential primate-specific GluN2C-b isoform. (A)  Our de novo analysis identified 
two alternative junctions, GRIN2C (g-f), which point to an alternative exon (ae; 63 nt) located 
between canonical exons e9 and e10. The coverage track shows a well-defined exon. (B)  The 
corresponding junctions are observed with low to moderate abundance in humans, but more 
rarely in chimpanzee and macaque. They do not exist in rat or mouse. For human abundance see 
Fig. S9; other abundances were obtained by junction-specific queries (Table S6). Single dots 
represent the abundance in individual datasets with sufficient coverage (≥ 40 splice junction-
spanning reads, number of datasets given in parentheses, median indicated as bar). 
(C)  Nucleotide alignment. The alternative exon ae and the intron splice sites (3’- /5’-ss; indicated 
in bold) are fully conserved in human, chimpanzee and macaque, but they are not conserved 
across all primates (data not shown; Zoonomia Consortium, 2020). (D)  The alternative exon may 
cause an 21 aa insertion after the M3-S2 linker region at the bottom of the LBD between K667 
and F668. Figure based on GluN1/GluN2A, PDB 4PE5 (Karakas and Furukawa, 2014). 
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Figure S23. Non-conserved splice events in GluN2D and GluN3A. (A)  For rat GRIN2D an 
intra-exon junction (exitron, -79 nt, ENSRNOT00000084869.1; (Ishii et al., 1993) -82 nt) has been 
reported in the last canonical exon, but splice recognition sites are absent. (B)  The GluN3A-long 
isoform does not occur in humans: In rat, an alternative splice acceptor site has been described, 
which causes a 60 nt 5’-extension of the last canonical exon and thus a 20 amino acid insertion in 
the CTD (Sun et al., 1998). However, we did not detect the corresponding junction in human 
RNA-Seq datasets. The nucleotide alignment shows a 3’-intron recognition site (AG) in rat and 
mouse, but not in human, chimpanzee and macaque. 
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Figure S24. De novo identification of potential RNA editing sites. (A)  De novo identification 
of potential RNA editing sites started with variant calling (SAMtools mpileup) of known exons and 
newly identified splice sites (new junction coverage ≥ 10 in at least two datasets or coverage 
≥ 100) with ± 300 bp flanking regions. For details see SI Methods. Only frequently occurring 
mismatches were extracted and analyzed with criteria to identify potential RNA editing, followed 
by removal of known SNPs (Fig. 5A and Fig. S25). (B)  Number of nucleotide positions after 
each analysis step, separated for exonic (blue) and non-exonic (red) positions. 
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Figure S25. Comparison of frequent nucleotide mismatches to known SNPs. (A)  A large 
fraction of potential editing sites in exonic regions (40 mismatches) matched SNPs reported in the 
dbSNP database (NIH). In most cases, the abundance of the observed A-to-I or C-to-U 
exchanges corresponded well to the SNP abundance estimated based on the reported minor 
allele frequencies (dotted line: Pearson correlation analysis). These mismatches were excluded 
from further analysis. Only in one case the mismatch frequency did not match the estimated SNP 
abundance, rs363503 (blue circle). (B)  Abundance of rs363503 in individual datasets. This 
position was covered very poorly, as indicated by the low read numbers (datasets with ≥ 4 reads 
covering the position were included, n = 16 datasets). (C)  rs363503 is located in an alternative 
last exon (after canonical exon 16) of GRIK1, which encodes for the rare GluK1-d isoform (see 
Table 2 and Fig. S13D). It is located at the exon boundary (+2 nt) and results in the exchange 
A870V. 
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Figure S26. Frequency of the main iGluR editing events in coding regions. (A)  Editing ratios 
within different datasets (cf. Fig. 5B). The circle size corresponds to the read coverage (only 
datasets with ≥ 4 reads covering the position were included; the number of datasets is given in 
parentheses). (B)  Comparison of the mean editing ratios of the eight non-silent substitutions to 
previously reported editing ratios obtained with primer-based approaches (Lyddon et al., 2012; 
Silberberg et al., 2012). Pearson correlation analyses (dotted lines and indicated parameters) 
confirm good quantitative agreement. For minor editing events described in literature see 
Table S7C. 
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Supplementary Tables S1-2, S9 
 

Table S1. Analyzed human RNA-Seq datasets 

experiment run sample ID tissue age 
(years) sex ID1 size 

(Gbp) 
Wu et al., 2015 

SRX5129612 SRR1222585 SAMN02721527 brain adult / / 36.52 
SRX512962 SRR1222586 SAMN02721528 cerebellum adult / / 27.8 
SRX512963 SRR1222587 SAMN02721529 cerebral cortex adult / / 27.3 
SRX512964 SRR1222588 SAMN02721537 oblongata adult / / 40.5 
SRX512965 SRR1222589 SAMN02721533 frontal lobe adult / / 47.0 
SRX512966 SRR1222590 SAMN02721530 corpus callosum adult / / 46.4 
SRX512967 SRR1222592 SAMN02721535 insula adult / / 45.7 
SRX512969 SRR1222594 SAMN02721536 nucleus accumbens adult / / 38.5 
SRX512970 SRR1222599 SAMN02721538 parietal lobe adult / / 44.7 
SRX512971 SRR1222601 SAMN02721531 dura mater adult / / 30.6 
SRX513007 SRR1222677 SAMN02721539 pons adult / / 46.9 
SRX513008 SRR1222678 SAMN02721540 poster. central gyrus adult / / 43.5 
SRX513009 SRR1222680 SAMN02721541 precentral gyrus adult / / 40.7 
SRX513010 SRR1222682 SAMN02721542 putamen adult / / 39.7 
SRX513011 SRR1222684 SAMN02721543 substantia nigra adult / / 26.6 
SRX513012 SRR1222685 SAMN02721532 fetal brain fetal / / 25.2 
SRX513013 SRR1222686 SAMN02721534 hippocampus adult / / 22.6 

Labonté et al., 2017 
SRX3119920 SRR5961826 SAMN07499831 orbitofrontal cortex 52 m 1 4.4 
SRX3119921 SRR5961827 SAMN07499830 orbitofrontal cortex 55 f 2 4.0 
SRX3119922 SRR5961828 SAMN07499829 orbitofrontal cortex 79 f 3 5.2 
SRX3119936 SRR5961842 SAMN07500103 orbitofrontal cortex 59 m 4 4.3 
SRX3119937 SRR5961843 SAMN07500102 orbitofrontal cortex 51 f 5 5.0 
SRX3119938 SRR5961844 SAMN07500105 prefrontal cortex3 47 m 6 3.3 
SRX3119939 SRR5961845 SAMN07500101 prefrontal cortex3 41 m 7 5.2 
SRX3119962 SRR5961868 SAMN07499938 prefrontal cortex3 25 f 8 2.7 
SRX3119968 SRR5961874 SAMN07499932 prefrontal cortex3 52 m 1 11.4 
SRX3120018 SRR5961924 SAMN07500047 cingulate gyrus 25 72 f 9 4.3 
SRX3120019 SRR5961925 SAMN07500046 cingulate gyrus 25 41 f 10 4.0 
SRX3120031 SRR5961937 SAMN07500034 cingulate gyrus 25 51 f 5 5.0 
SRX3120032 SRR5961938 SAMN07500033 anterior insula 47 m 6 4.0 
SRX3120065 SRR5961971 SAMN07499631 anterior insula 64 m 11 5.4 
SRX3120066 SRR5961972 SAMN07499630 anterior insula 72 f 9 5.0 
SRX3120112 SRR5962018 SAMN07499879 nucleus accumbens 79 f 3 7.3 
SRX3120113 SRR5962019 SAMN07499878 nucleus accumbens 64 m 11 7.8 
SRX3120155 SRR5962061 SAMN07499970 subiculum 52 m 1 5.4 
SRX3120156 SRR5962062 SAMN07499968 subiculum 55 f 2 6.1 
1 donor ID; 2 excluded from analysis due to over-amplification; 3 dorsolateral prefrontal cortex; 
All datasets are available via the Sequence Read Archive (SRA, NIH). 
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Table S2. Canonical iGluR transcripts 
gene Ensembl transcript ID # exons length (nt) ORF (aa) isoform synonym 
GRIA1 ENST00000285900.9 16 5708 906 GluA1-flop 
GRIA2 ENST00000264426.13 16 3445 883 GluA2-flop, short 
GRIA3 ENST00000620443.1 16 4943 894 GluA3-flip 
GRIA4 ENST00000282499.9 17 5508 902 GluA4-flip, long 
GRIK1 ENST00000399913.5 17 3234 920 GluK1-1b 
GRIK2 ENST00000421544.5 16 4789 908 GluK2-a 
GRIK3 ENST00000373091.7 16 9101 919 GluK3 
GRIK4 ENST00000527524.7 21 5861 956 GluK4 
GRIK5 ENST00000593562.5 20 3308 980 GluK5-a 
GRID1 ENST00000327946.11 16 5834 1009 GluD1 
GRID2 ENST00000282020.8 16 6117 1007 GluD2 
GRIN1 ENST00000371559.8 19 3577 885 GluN1-4a 
GRIN2A ENST00000396573.6 14 14450 1464 GluN2A 
GRIN2B ENST00000609686.3 13 30355 1484 GluN2B 
GRIN2C ENST00000293190.9 13 4261 1233 GluN2C 
GRIN2D ENST00000263269.3 13 5093 1336 GluN2D 
GRIN3A ENST00000361820.3 9 7770 1115 GluN3A 
GRIN3B ENST00000234389.3 9 3281 1043 GluN3B 
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Table S9. Deposited sequences (GenBank, NIH) 
gene event/junctions accession 

GRIA4 isoform GluA4-ATD; (Table 1: junction a) BK014574 
GRIK1 predicted isoform GluK1(del_e2); (Table 2: junction e) BK014575 
GRIK2 transcript GluK2(alt_5'UTR); (Table 2: junction a) BK014576 
GRIK2 NMD transcript (cassette_171nt); (Table 2: junction e,f) BK014577 
GRIK4 transcript GluK4(alt_5'UTR); (Table 2: junction a,b) BK014578 
GRIK4 NMD transcript (altAcc_e11); (Table 2: junction d) BK014579 
GRIK4 isoform GluK4-2; (Table 2: junction e) BK014580 
GRIK5 NMD transcript (altDon_e2); (Table 2: junction a) BK014581 
GRIK5 NMD transcript (del_e13-e15); (Table 2: junction b) BK014582 
GRID1 isoform GluD1-b; (Table 3: junction a,b) BK014583 
GRIN1 NMD transcript (altAcc_e2); (Table 4: junction g) BK014584 
GRIN2B transcript GluN2B (alt_5'UTR); (Table 4:  junction a,b) BK014585 
GRIN2C transcript GluN2C (alt_5'UTR_77nt); (Table 4: junction a) BK014586 
GRIN2C transcript GluN2C(alt_5'UTR_87nt); (Table 4: junction b) BK014587 
GRIN2C NMD transcript (altAcc_e11); (Table 4: junction d) BK014588 
GRIN2C NMD transcript (altDon_e4); (Table 4: junction e) BK014589 
GRIN2C isoform GluN2C-b; (Table 4: junction f,g) BK014367 
GRIN2C predicted isoform GluN2C(del_2); (Table 4: junction h) BK014590 
GRIN2C NMD transcript (del_e4); (Table 4: junction i) BK014591 
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Supplementary Methods 

The overall workflow is summarized in Supplementary Figure S1 (Fig. S1). Further technical 
information on the de novo identification of splice junctions is provided in Fig. S4, information 
on the identification of potential editing sites in Fig. S24. 

Alignment and initial analysis with NGS standard tools was performed on an unixoid system 
(Ubuntu 14.04.6 LTS) with an Intel Core i7-2600 processor, 8 GB RAM and Unix shell (version 
4.3.11(1) as user interface. Subsequent analyses were performed with Matlab R2015a 
(Mathworks) scripts and Excel (Microsoft Office Pro+16) on a Windows-based PC. 

Reference genomes 

For our analysis we relied on the human genome assembly hg38 (GRCh38.p10; Genome 
Reference Consortium). Quality control of data sets was performed after alignment to the full 
hg38 using UCSC (UC Santa Cruz) GTF and BED annotation files. To reduce the amount of data 
in subsequent analyses, we constructed a user-defined reference genome (udrg) encompassing the 
18 iGluR genes with 1 Mbp up- and downstream flanking regions. The corresponding genomic 
sequences were retrieved from the UCSC Genome Browser using the following URL queries: 
http://genome.ucsc.edu/cgi-bin/das/hg38/dna?segment=chromosome:start position,end position 
and stored in a multi-FASTA udrg.fa file. The corresponding annotations were downloaded using 
the UCSC Table Browser (Karolchik et al., 2004) and stored in a udrgannotation.gtf file. 

Human RNA-Seq datasets 

RNA-Seq datasets from human brain tissues were prefetched from the Sequence Read Archive 
(SRA, NIH) with the SRA Toolkit 2.8.2 (NIH) using the ‘./prefetch RunID’ command and 
converted using ‘./fastq-dump -I --split-files RunID.sra’. 

For our analysis we relied on 35 paired-end datasets (Supplementary Table S1). 16 datasets 
(593.7 Gb) originated from the study of Wu et al. (Wu et al., 2015), which was based on 
commercially-obtained poly(A)-selected RNAs (Clontech). In this study, cDNA libraries were 
generated by a standard Illumina protocol with subsequent Illumina HiSeq 2000 sequencing 
(100 nt read length). One other dataset from this study was excluded, since it showed clear signs 
of over-amplification (see ‘Quality control’ and Fig. S2). Another 19 datasets (99.8 Gb) were 
taken from the study of Labonté et al. (Labonté et al., 2017). In this study, total RNA extraction 
from 11 different individuals (Douglas-Bell Canada Brain Bank, Québec) was followed by 
DNaseI treatment and rRNA depletion using the RNeasy Micro Kit (Qiagen). The cDNA library 
was generated with a ScriptSeq Complete Gold Kit (Epicentre, Illumina) and sequenced on the 
Illumina HiSeq 2500 platform (50 nt read length). 

Alignment 

TopHat 2.1.0, which is a spliced read mapper (Kim et al., 2013), was used to align the reads of 
individual datasets to the reference genomes. Alignments to hg38 were performed using the 
command ‘tophat -p 4 -F 0.03 -G annotation.gtf hg38.fa RunID_1.fastq RunID_2.fastq’. By using 
option -G, reads were first aligned to the transcriptome, followed by an alignment of the 
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remaining reads to the complete reference genome. The minor isoform fraction parameter (-F) 
was reduced to 0.03, other parameters were default. Alignments to the udrg were performed using 
‘tophat -p 4 -splice-mismatches 1 -a 9 -F 0 -G udrgannotation.gtf udrg.fa RunID_1.fastq 
RunID_2.fastq’. We allowed single mismatches in the splice site anchor regions (option -splice-
mismatches) to avoid a lack of junction detection because of single nucleotide variations, and 
thus increased the minimum anchor length from 8 to 9 (option -a) to compensate for the loss in 
specificity. 

The alignment files (BAM) were sorted and indexed with SAMtools 0.1.19 (Li et al., 2009) using 
the command ‘samtools sort alignment.bam sortedAlignment.bam’ followed by ‘samtools index 
sortedAlignment.bam’. 

Quality control 

General alignment parameters, including the overall read mapping rate (Fig. S2A), were obtained 
from the align_summary.txt output of TopHat 2.1.0. Additional quality control parameters were 
collected using RSeQC v2.6.4 (Wang et al., 2012). The intronic, exonic and intergenic mapping 
rates (Fig. S2B,C) were determined to obtain an estimate of genomic contaminations and pre-
mRNA abundance using the command ‘read_distribution.py –i sortedAlignment.bam –r 
annotation.gtf > outputName.txt’. We next tested the datasets for sufficient sequencing depth for 
the analysis of alternative splicing (Fig. S2D) using the command ‘junction_saturation.py -
i sortedAlignment.bam -r annotation.bed -o outputName.txt’. This tool extracts the number of 
newly identified and known splice junctions (based on the annotation file) after down-sampling 
the sorted BAM files to different extent (5%, 10%, …, 100%). In addition, we checked for over-
amplification (Fig. S2E) by counting the number of read duplicates (reads with identical 
sequence) within canonical exons (for definition of canonical exons see ‘Transcript 
information’). For this we used sorted and indexed BAM files from the udrg alignment. 
Moreover, Phred quality scores of reads aligned to canonical exons were extracted from sorted 
and indexed BAM files and analyzed using a custom-written Matlab script (Fig. S2F,G). 

Analysis of iGluR coverage 

The single nucleotide coverage of canonical iGluR exons (Fig. 1B) and other selected iGluR 
regions (Fig. 3A; Fig. S3; Fig. S11A; Fig. S12A; Fig. S14A; Fig. S15A; Fig. S20A; Fig. S21; 
Fig. S22A) was determined by variant calling with SAMtools 0.1.19 (Li et al., 2009) using the 
mpileup function (for details see ‘variant calling’). The raw counts over all 35 datasets are 
reported. 

In order to compare the abundance of iGluRs across different datasets (Fig. S3), we calculated the 
mean single nucleotide coverages of the canonical transcripts using the mean single nucleotide 
coverages of their individual exons (Table S3B). We then normalized these values to the number 
of mapped bases (alignment to hg38; TopHat Alignment Summary; (number of mapped 
reads)*(read length)/1010) to account for dataset size (Table S3B). 
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Analysis and de novo identification of human iGluR splice junctions 

Transcript information and canonical transcripts. Information on annotated iGluR transcripts, 
their exons, and the corresponding splice junctions was collected from the transcript annotation of 
the Ensembl 94 release (Aken et al., 2016) and stored in a Matlab-based isoform database, which 
included the splice donor and acceptor positions of 379 known iGluR junctions (cf. Table S4). 
For referencing purposes, canonical transcripts were defined for all 18 iGluR genes (for details 
see Table S2), which typically encompassed the most frequent splice junctions in our datasets. 
The canonical transcripts contain 259 canonical junctions. 

Identification of splice junctions. Detected splice junctions were classified with a custom-
written Matlab pipeline (Fig. S1). First, the entries in the TopHat2 udrgjunctions.bed files were 
corrected by their block sizes to obtain the corresponding splice donor and acceptor site positions. 
Then the information on all junctions from all investigated datasets was collected in a junction 
count matrix. Junctions with known combinations of splice donor and acceptor sites were 
extracted as ‘known’ junctions (Fig. S4A). Subsequently, we searched for ‘primary new 
junctions’, i.e. junctions, which contain at least one known splice site. These junctions can be 
either new combinations (‘C’) of two splice sites, or they can contain one novel donor (‘D’) or 
acceptor site (‘A’). Newly identified splice sites were then used as anchor points for subsequent 
junction identification rounds to obtain ‘secondary new junctions’ i.e. junctions with both, 
previously unknown donor and acceptor sites. This process was repeated 2 times until no further 
new splice sites were identified. Information on all known and newly identified iGluR junctions 
and their read counts are listed in Table S4. 

Analysis and quantification of splice junctions. The extracted junction information was used 
for further analysis. Canonical splice junctions were normalized to the mean of the canonical 
junctions of the corresponding gene (Fig. 2A). For absolute numbers of canonical junction 
coverage see Fig. S7. The read distributions of all junctions are shown in Fig. S5. 

Alternative junctions were normalized with regard to the closest canonical splice junction (the 
canonical junction, the mean of the canonical junctions with identical splice sites, or the closest 
canonical junction if there was no common splice site with the canonical transcript, see 
Table S4). The global junction abundance is based on the read counts across all 35 data sets 
(summed read counts). The local junction abundance based on the read counts in individual sets 
(Table S4B, Fig. S9), but was only calculated, if the alternative junction and the corresponding 
canonical junction in sum were covered ≥ 40 times. 

All junctions and abundances are reported in Table S4. For further analysis we defined more 
abundant junctions as ‘relevant junctions’, if they were covered by at least 35 reads and if they 
had either a global abundance ≥ 5%, or, a local abundance ≥ 15% in at least one dataset (maximal 
local abundance). The local abundance criterion allowed for the detection of potentially tissue-
enriched events. The relevant alternative splice junctions are listed in Main Tables 1-4.  

In addition, Main Tables 1-4 also contain some junctions, which were non-relevant according to 
our criteria. These were included, if they appeared to be directly related to a relevant junction 
(i.e. junctions defining an exon), or, if the corresponding isoform had been described in literature. 
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The amount of intron retention (prolonged e15 of the human GRIK3; Fig. S15B) was calculated 
by using the mean coverage of e15 and the mean coverage of the 369 nt prolongation. The global 
and local abundance was calculated as described for splice junctions. 

Analysis of sex-specific differences in splicing. The datasets from Labonté et al. (Labonté et al., 
2017) were analyzed for sex-specific differences in splicing. Ten of the investigated datasets 
originated from female donors, nine from male donors (Table S1). First, the raw counts of 
junction-spanning reads of all iGluR junctions that were detected in at least four male and four 
female datasets (n = 278 junctions) were tested for sex-specific differences using a Mann-
Whitney U test (Matlab ranksum function; Table S5A). No junction was detected at significantly 
different levels after Bonferroni correction for multiple comparisons (significance level p < 0.05), 
which suggests similar expression levels. Second, alternative splice events were analyzed based 
on local abundances. Events for which local abundances were available in at least four male and 
four female datasets (n = 27 events) no significant differences were found using a Mann-Whitney 
U test and Bonferroni correction (Table S5B). 

Analysis of sequence motifs, alignments and structural inspections 

For the analysis of splice site consensus sequences genomic sequences of the splice site and 
150 bp flanking regions were extracted from the udrg.fa file taking the gene orientation into 
account. Sequence logos (Fig. S6) were generated for canonical, known alternative and new 
alternative splice sites using WebLogo 2.8.2 (Crooks et al., 2004). Polyadenylation siganls (PAS) 
depicted in cartoons (Fig. S12A, S15A, S17A) were predicted using RegRNA2.0 (Chang et al., 
2013). Transcripts with a premature stop codon (>50 bp upstream of the last splice junction; 
(Kurosaki et al., 2019) were classified as potential NMD transcripts. Nucleotide or amino acid 
alignments (Fig. S10-18, S20, S22, S23) were performed with ClustalOmega (Sievers et al., 
2011), and manually adjusted (Fig. S11, S23B). Pymol (DeLano, 2002) was used for structural 
inspections and cartoon representations (Fig. S13, S16, S22). 

Quantification of selected splice junctions in other species 

To evaluate evolutionary conservation of selected splice events, we quantified homologous events 
in chimpanzee, macaque, rat and mouse. For that purpose, we performed MegaBLAST (Morgulis 
et al., 2008) searches with splice junction-specific queries in RNA-Seq datasets of these species 
(Supplementary Table S6; (Avrampou et al., 2019; Cortez et al., 2014; Darbellay and Necsulea, 
2020; Mohn et al., 2017; Soula et al., 2018; Sousa et al., 2017)). The query sequences were 40 bp 
long and centered on the splice junction; query specificity was checked beforehand with BLAST 
searches. Only MegaBLAST hits with a minimum query coverage of 95% and sequence identity 
of 95% were counted. 

The abundance of alternative junction/s was calculated with regard to the canonical junction/s as 
described for human datasets. Global isoform abundances were calculated with the total read 
counts in all datasets. Isoform abundances in individual datasets were only calculated, if 
canonical and alternative junctions in sum were covered with ≥ 40 reads (Fig. S12B, S13C, 
S14C, S15B, S16B, S17B, S18B, S20B, S22B). 
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Analysis of alternative splicing events in the C-terminal region of GluN1. The combination of 
two alternative splice events creates four different C-terminal GluN1 sequences (Fig. 4A). We 
used our junction counts for the four isoform-specific splice junctions to analyze the 
co-occurrence of these events within individual human datasets (Fig. 4B-D). Only datasets with a 
cumulative junction count of all four splice junctions ≥ 40 were considered (n = 33). Pearson 
correlation analyses were performed using Excel. Mean probabilities of predictive splicing events 
are reported in Fig. 4D. 

The distribution of the four C-terminal isoforms in other species (Fig. S19) was investigated by 
splice junction-specific MegaBLAST queries (compare ‘quantification of selected splice 
junctions in other species’) and analyzed for interdependence as described in ‘analysis of editing-
editing relationships’. 

Analysis and de novo identification of potential RNA editing sites 

Variant calling. All positions of annotated iGluR exons as well as newly identified splice sites 
(cumulative junction count ≥ 10 and detection in at least 2 datasets, or, junction count ≥ 100 in 
one dataset) were listed in a positions.bed file (Fig. S1), in both cases with 300 bp flanking 
regions (Fig. S24A). Variant calling was performed with SAMtools 0.1.19 (Li et al., 2009) using 
the following command: ‘samtools mpileup -Q 30 -d 20000 -aa -l positions.bed -f udrg.fa 
sortedAlignment.bam > mpileupOutput.txt’. The minimal Phred score (option -Q) was set to 30 to 
minimize sequencing error generated false positive results. The calling information was extracted 
from the mpileupOutput.txt files and collected in chromosome-separated matrices (.mat files) for 
fast retrieval and visualization using Matlab. 

Extraction of frequent mismatch positions. To focus on potential RNA editing events, only 
mismatches, which occurred throughout a larger number of datasets were considered (Fig. S24A 
and Table S7): Only positions, where mismatches occurred in at least 5 different datasets and 
with at least 5% mismatch frequency in ≥ 30% of the datasets that covered the corresponding site, 
were extracted and analyzed further.  

Identification of potential editing sites. Frequent mismatch positions were filtered further with 
criteria that prefer RNA editing (Fig. S24A and Table S7). Positions were considered, if in 
≥ 30% of the datasets in which the position was covered by at least one read, i) the single 
nucleotide coverage of the position was ≥ 3, ii) the most common mismatch accounted for at least 
60% (for coverage 3-5 reads), 75% (for coverage 6-17 reads) or 90% (for coverage ≥ 18 reads) of 
all mismatches, and iii) the base exchange was consistent with one of the two known RNA 
editing mechanisms (A-to-I or C-to-U editing). For these positions the frequency of reads 
representing the genomic base, the edited base and other mismatches were calculated 
(Table S7A). 

Evaluation of potential editing events. Two potential editing sites being close to GRIN3B but 
belonging to gene TMEM259 were discarded. The remaining 120 sites underwent manual 
evaluation (Table S7B). Due to the overall low intron coverage we further focused our 
subsequent analysis on exonic positions (Fig. 5A). 
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To exclude remaining SNPs, mismatches were next compared to known, genome-based SNPs 
(dbSNP; (Sherry et al., 2001); NIH 1/24/2020). The A-to-I and C-to-U mismatch frequencies 
were estimated based on the reported minor allele frequency. In most cases, the obtained 
mismatch frequency was consistent with the reported SNP frequency and we thus discarded these 
events. Only a single event (rs363503) was detected more frequently than expected (Fig. S25), 
but also this potential C-to-U editing event was ultimately excluded from our analysis due to very 
low overall abundance. Mismatch positions in non-coding exons or weak resilience (different 
mismatches, low coverage, or differences between studies) are included in Table S7B, but are not 
reported in Fig. 5B.  

Editing frequencies of common editing events (Fig. 5B) were calculated, if the coverage of the 
position was ≥ 4 within the respective dataset. The individual datasets frequencies were also used 
to calculate the mean frequencies (Fig. S26B). In addition, we determined the editing frequencies 
of other rare iGluR editing sites described in literature (Table S7C; (Herb et al., 1996; Higuchi et 
al., 2000; Silberberg et al., 2012; Venø et al., 2012; Wahlstedt et al., 2009)). 

Analysis of editing-editing and editing-splice relationships 

Data collection. We evaluated the co-occurrence of close-by editing events (Fig. 5C) or close-by 
editing and splice events (Fig. 5D) in individual transcripts by performing MegaBLAST 
(Morgulis et al., 2008) searches with event combination-specific queries (Table S8) in all 35 
human datasets (Table S1) using the Sequence Read Archive Run Browser (NIH). The query 
length was 40 nt and gene specificity was checked beforehand using BLAST searches. To ensure 
detection of specific event combinations, only hits with 100% sequence identity and complete 
query coverage were counted. 

Analysis of editing-editing relationships. The queries contained all four possible combinations 
of two adjacent editing events and were positioned within exons to avoid splicing-dependent 
effects. The absolute MegaBLAST hit counts (total sums) were used for further analysis 
(Table S8A). A Pearson’s chi-squared test of independence (chisq.test function, R 3.5.0, The 
R Project) was applied to test for independence of the editing events, which was rejected at 
significance levels p ≤ 0.0005 (***). For visualization (Fig. 5C), different circle sizes were 
chosen to reflect the relative combination abundance, whereas the color depicts the corresponding 
Pearson residuals r = (o - i) / i 0.5 with o denoting ‘observed hits’, and i denoting ‘expected hits in 
case of independence’. 

Analysis of editing-splicing relationships. For the analysis of editing-splicing relationships, 
editing sites in close proximity to splice junctions were investigated (distance to splice junction 
≤ 10 nt; Table S8B). The queries (40 nt) were designed to have the splice junction close to the 
center of the query, and alternative splicing as well as intron retention was considered. 
Alternative cassette exons in GRIA2 and GRIA4 (Fig. S10B) were queried, but not included for 
further analysis due to low abundance (Table S8B). Pearson’s chi-squared test of independence 
was used as described above. 
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RT-PCR validation of alternative splicing events 

Several alternative splicing events were verified by reverse transcriptase-PCR. RNA samples 
from different human tissues were purchased from BioCat (BioChain, total RNA, DNase-treated; 
brain: male, 29 years (R1234035/C210018); cerebral cortex: male, 27 years 
(R1234042/B810027); cerebellum: male, 29 years (R1234039/B910013); testis: male, 24 years 
(R1234260/B703033). cDNA synthesis was performed using the Maxima H Minus First Strand 
cDNA Synthesis Kit (Thermo Scientific) with oligo(dT)18 primers. PCRs were performed with 
the following exon-spanning primer pairs: GRIA4 (Fig. S12D, F1: 
5’-GTTGGTTACTGGAATGATATGG, R1: 5’-CACACAGAACAGGCAAAATTCC, R2: 
5’-GTGTCTGCATCCCTTGCTC, annealing 58°C), GRIK4 (Fig. S16C, F1: 
5’-CCGAACTTGGGATGGTGTCAG, R1: 5’-CAATGTGGCCGGTAAGACCTTC, annealing 
66°C) and GRID1 (Fig. 3D and Fig. S18D, F1: 5’-GCTTCGCTGGGGTCTTCTG, F2: 
5’-CCTGACCTGGAGAGACCACC, R1: 5’-GCTGGGTGTTCTGGTACTCC, annealing 58°C). 
Primers were obtained from Sigma-Aldrich and specificity was checked beforehand using 
Primer-Blast (NIH). PCRs were performed using Q5 High-Fidelity DNA polymerase and 
GC-Enhancer (New England Biolabs) on RoboCycler 96 (Stratagene) thermocyclers 
(denaturation 98°C, annealing as indicated, elongation 72°C, 30 - 40 cycles). Identically 
processed samples without addition of reverse transcriptase (-RT) served as negative control. 
PCR products were separated by agarose gel electrophoresis, stained with ethidium bromide, and 
semi-quantitative analysis of gel images was performed with ImageJ 1.51f (Schneider et al., 
2012) according to the recommendations of the NIH. A 100 bp DNA ladder (New England 
Biolabs) served as standard. Data are based on two to three independent cDNA syntheses and 
three to four independent PCR reactions. Fig. 3D and Fig. S18D show different examples, 
Fig. 12D and Fig. 16C show representative examples. For junction verification, bands or PCR 
products were extracted, purified (NucleoSpin Gel and PCR Clean-Up-Kit, Macherey-Nagel) and 
sequenced with forward and reverse primers. 
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