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Table	
  S1.	
  Single	
  Nucleotide	
  Polymorphisms	
  characterized	
  in	
  the	
  OLR1	
  gene	
  in	
  the	
  

genomic	
   region	
   spanning	
   from	
   exon	
   4	
   to	
   the	
   end	
   of	
   the	
   3’	
   Untranslated	
   Region	
  

(UTR)	
   in	
   terminal	
   exon	
   6	
   (relevant	
   to	
   Table	
   1).	
   	
   Shadowed	
   rows	
   indicate	
  SNPs	
   in	
  

linkage	
  disequilibrium	
  analyzed	
   in	
   this	
  study.	
  Sequence	
  coordinates	
  correspond	
   to	
   the	
  

hg18	
  version	
  of	
  the	
  NCBI	
  genome	
  browser	
  (dsSNP	
  130).	
  

	
  

Table	
  S2.	
  Raw	
  data	
  of	
  endogenous	
  OLR1	
  AS	
  changes	
  upon	
  knockdown	
  of	
  splicing	
  

and	
   chromatin	
   factors	
   (relevant	
   to	
   Table	
   2).	
   Data	
   include	
   information	
   about	
   the	
  

knocked	
   down	
   genes,	
   the	
   corresponding	
   siRNA	
   pools,	
   quantification	
   of	
   alternative	
  

isoforms	
   by	
   semiquantitative	
   PCR	
   and	
   high-­‐throughput	
   capillary	
   electrophoresis,	
   and	
  

percentage	
  of	
  exon	
  inclusion	
  (PSI	
  index)	
  for	
  each	
  of	
  the	
  three	
  biological	
  replicas	
  as	
  well	
  

as	
   the	
  median,	
   standard	
  deviation,	
  p	
   value	
  and	
   z-­‐scores	
   for	
   the	
  knockdown	
   triplicates	
  

compared	
  to	
  control	
  samples.	
  Additional	
  information	
  is	
  provided	
  in	
  Figure	
  S2.	
  Analyses	
  

were	
  carried	
  out	
  as	
  described	
  in	
  Papasaikas	
  et	
  al,	
  2015).	
  

	
  

Table	
   S3.	
   Raw	
   and	
   processed	
   information	
   from	
   mass	
   spectrometry	
   analysis	
  

(relevant	
  to	
  Table	
  3).	
  

	
  

Figure	
  S1.	
  OLR1	
  genomic	
  sequence	
  used	
  in	
  this	
  study	
  (relevant	
  to	
  Table	
  1).	
  	
  Exons,	
  

SNPs	
  and	
  polyadenylations	
  sites	
  are	
  highlighted.	
  	
  



Figure	
  S2.	
  A.	
  Similar	
  alternative	
  splicing	
  patterns	
  from	
  endogenous	
  and	
  minigene-­‐

derived	
   transcripts.	
   OLR1	
   alternative	
   splicing	
   patterns	
   from	
   endogenous	
   RNAs	
   or	
  

minigene-­‐derived	
   transcripts	
   (different	
   amounts	
   of	
   low	
   risk	
   and	
   high	
   risk	
   minigenes	
  

transfected)	
  were	
  analyzed	
  by	
  RT	
  and	
  semi-­‐quantitative	
  PCR	
  and	
  amplification	
  products	
  

resolved	
  by	
  conventional	
  polyacrylamide	
  gel	
  electrophoresis.	
   	
  B.	
   Z-­‐score	
  distribution	
  

of	
   changes	
   in	
   ORL1	
   alternative	
   splicing	
   upon	
   knock	
   down	
   of	
   ~280	
   factors	
   by	
  

siRNA.	
  Y	
  axis	
  shows	
  Robust	
  Z-­‐scores	
  for	
  the	
  different	
  siRNA	
  treatments	
  indicated	
  in	
  the	
  

X	
   axis.	
   Positive	
   Z-­‐scores	
   indicate	
   more	
   inclusion	
   of	
   endogenous	
   OLR1	
   exon	
   5	
   upon	
  

siRNA	
   knockdown,	
   negative	
   Z-­‐scores	
   indicate	
  more	
   skipping	
   upon	
   siRNA	
   knockdown.	
  	
  

Horizontal	
  lines	
  above	
  and	
  below	
  the	
  x	
  axis	
  represent	
  and	
  arbitrary	
  cutoff	
  of	
  3	
  Z-­‐scores	
  

comparing	
  siRNA	
  treatments	
  with	
  control	
  samples.	
  See	
  also	
  Table	
  S2.	
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C T CC T TGT CC GCAAGAC TGG A T C TGGCA TG GAGAAAAC TG T T ACC T A T T T T CC T CGGGC T CA T T T AAC TG GGAAAAGAGC CAAGAGAAGT

GC T TGT C T T T GGA TGCCAAG T TGC TGAAAA T T AA T AGCAC AGC TGA T C TG GTGAGTGT T C A TGGA T A T T T GT TGGGGTGG AGT A T TGGT T

GA T AGGGAAA T T AA T C TGGT T T AAAC TGT C AC TGGAGGAA T T C T TGT T TG AGAGCCAAAA TGT C TGT T T T T T T AGC T T AG T C TGA T CACC

AA T T T TGTGT A TGACC T TGG ACGGACAGGC T C TGT AGT A T C T C T AGCC T T CAGT AAGTGT T T CCGT AAAA CAGT CAAGGG GA TGT CAAAG

A T ACC T T T TG GT T C T T T AGT T T TGTGGA T C GAACAC T AAC TGAC T T T CAG A T T C T AAAAC CACCA TGTGG A T T CCACAAA C T CAGAAACA

T T AC T CCCCA CAGGAC T T CA T CCAGCAAGC AA T T T CC T A T T CCAGT T T T C CA T T C TGGA T GGGGC TGT C T CGGAGGAACC CCAGC T ACCC

A TGGC T C TGG GAGGACGGT T C T CC T T TGA T GCCCCAC T TG T AAGT T T CCC A T T C T T T T TG A TGCC T C T C T CGT CAGT T T C C T A T T C T T TG

C TGAACC TGC T AGTGAGGT C AC TGCC TGCA T CCCACCAA T GT CC T C T T C T TGCCAGAGAG AAGC T TGGGG GAA T T T C T CA AAGT C T CC T T

CC T T ACC T C T T T CACAAAAA GA T T T AC T CA T T AACCA T T C AGACA T T T T C T TGAGT T T T C C T T CCCACA T T T A T T AC TGA T TGGAGGC T T

T AAGACAAAA AGT T T CAAAA GC T AAGT T T C TGAAACAAGG TGGCAGT AAA CC T AAGT T T T GT TGT TGGT T TGT T T TGT T T T T T CC T ACC T

GCAGA T T T AG AGT CCGAGGC GC TGT C T CCC AGACA T ACCC T T CAGGT ACC TGTGCA T A T A T ACAACGAGG AGC TGT T T A T GCGGAAAAC T

GCA T T T T AGC TGCC T T CAGT A T A TGT CAGA AGAAGGCAAA CC T AAGAGCA CAGTGAA T T T GAAGGC T C TG GAAGAAAAGA AAAAAGT C T T

TGAGT T T T A T T C TGGAA T T T AAGC T A T T C T T TGT CAC T TG GGTGCCAAAC A TGAGAGCCC AGAAAAC TGT CA T T T AGC TG GC TGCAGAAC

T CC T T TGCAG AAAC TGGGGT T CCAGGAGCC TGGCACC T T T A TGT CAACA T T T T TGA T T C T AGCCACC TGT A T T A T T T CAC C T AGC T TGT C

CCAAGC T T CC C TGCCAGCC T GAAGT CCA T T T T CCCC T T T T T A T T T T AAAA T T TGAC T CC T C T T CAAGC T T GAAAACCC T C TGAAC T CAGT

C T T C T T T ACC T CA T T A T CAC C T T CCCC T CA CAC T CC T AAA A T TGCA TGAA AGACAGAACA TGGAGAAC T T GC T CAAGTGC AGGCAGAGAG

CAAAAAGGGG AAA T A TGT C T GGGAAAAAGT GCACGTGAAG AAACAAAGAA GGACAGAGGC CA T T CCGAAA T CAAGAAAC T CA TGT T C T T A

AC T T T AAAAA AGGT A T CAA T CC T TGGT T T T T AAAC TGTGG T CCA T C T CCA GAC T C T ACCA C T T ACGGACA GACAGACAGA CAGACACACA

CACACACACA CACACACA T T T TGGGACAAG TGGGGAGCCC AAGAAAGT AA T T AGT AAGTG AGTGGT C T T T T C TGT AAGC T AA T CCACAAC

1



CACACACACA CACACACA T T T TGGGACAAG TGGGGAGCCC AAGAAAGT AA T T AGT AAGTG AGTGGT C T T T T C TGT AAGC T AA T CCACAAC

C TGT T ACCAC T T CC TGAA T C AGT T A T T A T T T C T T CA T T T T T T T T T C T ACC AGAGGACAGA T T AA T AGA T T T AACCC T T CA CAACAGT T C T

TGT T AGAA T C A TGGGA TGTG TGGCCCAGAG GT AAGAA T AG AA T T T C T T T C CC T AAAGAAC A T ACC T T T TG T AGA TGAAC T C T T C T CAAC T

C TGT T T TGC T A TGC T A T AA T T CCGAAACA T ACAAGACAAA AAAAA TGAAG ACAC T CAA T C T AGAACAAAC T AAGCCAGGT A TGCAAA T A T

CGC TGAA T AG AAACAGA TGG AA T T AGAAA T A T A T C T T C T A T T T T T AGGC T T C T A T T T CC T T T CCACCCAC T C T T CACAGG C T A T T C T AC T

T T AAAGGAAG CC T T T T T A T T T TGC TGCACA CAA T C T AGCA GGAA T C T T T T T T T T T T T T T A AGAGC TGTGT CA T CC T T A TG T AGGCAAGAG

A TGT T TGC T T T TGT T AAAAG C T T T A T TGAG A T A T AA T T AA CA T AAAA T AA AC TGAACA T A T T T AAAGTGT AC T A T T TGA T AAGT T T T CAC

ACC T TGTGGA GAACA TGCA T AC T ACAA T T A AGAGAGTGAA CA T A T CCA T C A T CCC T CAAA GTGT CACAA T GC T CC T CC TG A TGAC T CC T C

CCCAGAAAAC CACCAA T CGG C T T T CA T T T T GCA T T T TGT A GT T T T A TGTG AA TGGAA T CA T A T AGT A TGT C T T T T T T T T T TGT C TGGC T T

C T T T CAC T T T GCA T AA T T A T T T TGAGA T T C A T A TGT C T CC A T C T TGA TGC T CGT A TGAA T T CA T T C T T T T AAA TGT TGAA T A T T CCC T TG

T A TGGA T A T A CCACAA T T CA T T T ACCCA T T T AC T TGT TGA TGACA T T TGG GT TGT T T T AG T T T TGGGA T A T T ACAAA T AA AGC TGC TGTG

AACA T T TGTG T ACAAGT C TG T A TGAACA T A GGA T T T C T T T T C T C T TGGT T AAA T AC T T AG GAGT A T AACG T C TGGA T CAC ACAGT AGGTG

T A TGA T T AAC T A T T T AGGAA AC TGAC

2



Figure S2. Tejedor et al.
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