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Types of alternative expression - part 1
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Types of alternative expression — part 2

Alternate 3’ splice sites
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Methods to study splicing by RNA-seq

Unspliced mapping to ‘// Spliced ing to /" Mapping to genome \
transcriptome ( ABMapper | annotations
00 4 tophat GSNAP
= SOAPsplice SplitSeek OSA RUM
‘a PASSion Supersplat X-MATE SpliceSeq
o MapSplice SeqgSaw RNASEQR IsoformEx
© SpliceMap PASTA QPALMA MapAl SAMMate
> TrueSight CRAC PALMapper L ContextMap
HMMSplicer Subread MapNext N =7
| | GEM Olego STAR ) - <
. -7
events -
= isoforms
o n
E Transcriptome assembly isoforms id -based gene pred|
S T
b Kissplice gl:notator e TAU
%) — SLIDE SpliceGrapher
= De novo DRUT ExonMap/JunctionWalk
(@] OASES G based
O SOAPdenovo-trans Enome;Dase RABT mGene
g TransAbyss G-Mo.R-Seq iReckon Augustus
Trinity assemblySAM
A\ 4
. ! i ﬁe—nome annotation based Exon and junction based
isoforms ! 2 !
c v v Isolnfer || Erange
o X v elleeen SLIDE rSeq Isoformex
s Transcriptome based CEM RABT rQuant
S IsoEM DL DRUT FluxCapacitor
= NEUMA Montebello Reckon 1QSeq
Casper
g eXpress T P
E !
BitSeq - A-” :
T / Lo
\u k —5” !
— i 1
[
-
/ — [ /
s H e e
= Isoform based DE, - DEXSeq | soLAs |/ Differential splicing v
(@) i \ I 7
% Cuffdiff2 mop o || / MATS
= DiffSplice GPSeq i 1 JuncBASE
g SplicingCompass v JETTA
E Fbm MISO SpliceSeq
o et rDiff t —
IS Isotorms ALEXA-Seq EVENES /

http://www.rna-seqgblog.com/data-analysis/splicing-junction/methods-to-study-splicing-from-rna-seq/

http://arxiv.org/ftp/arxiv/papers/1304/1304.5952.pdf
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Methods to study splicing by RNA-seq
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Useful resources and discussion

* Best approach to predict novel and alternative splicing events
from RNA-seq data

e http://www.biostars.org/p/68966/
* http://www.biostars.org/p/62728/

* Alternative splicing detection
e http://www.biostars.org/p/65617/
e http://www.biostars.org/p/11695/

* |dentifying genes that express different isoforms in cancer vs
normal RNA-seq data

* http://www.biostars.org/p/50365/

 Cufflinks / Cuffdiff Output - How are tests different?
e http://www.biostars.org/p/13525/

* Visualization of alternative splicing events using RNA-seq data
e http://www.biostars.org/p/8979/
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Sequencing methods for studying alternative isoforms
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