[bookmark: _GoBack]Suppl Fig. S1. Validation of RNA-FISH Assay.
RNA-FISH showing no signal for untransfected HeLa cells and few cells with FISH signal in both the nucleus and cytoplasm when empty vector was transfected. RNA-FISH for MEG3 was also showed as a comparison. 
Suppl Fig. S2. Protein enrichment in Purified RNPs.
A. Silver staining showing enrichment of proteins in RNPs assembled on MEG3 NRE or AS-NRE after separation on PAGE. AS: antisense; +: biotin labeled; -: no biotin labeling. 
B. Validation of identified proteins in the RNPs using western blot.
Suppl Fig. S3. Evidence for two point mutations prevented cryptic splicing in MEG3 NRE. 
A. Schematic of un-mutated NRE and RNA-FISH showing the cytoplasmic localization of the transcripts. Dotted line indicated sequences deleted from the full length MEG3 cDNA. The numbers indicated the starting and ending positions of the NRE. T7 and R indicated the position of primers used in the amplification in C. 
B. Introduction of two point mutations to prevent cryptic splicing resulted in full nuclear retention of the NRE transcripts. Dots on NRE indicated two point mutations introduced, specifically, A at positions 893 and 901 were mutated to G. 
C. RT-PCR showing cryptic splicing of un-mutated NRE construct and correct splicing after introduction of two point mutations to eliminate cryptic 3’ splice sites. 
D. Sequence of cryptic 3′ splice sites and the mutations introduced. ss: splice site. The numbers indicated nucleotide positions in the full length MEG3 cDNA. Two Gs on top of the NRE sequence indicted two point mutations introduced.
E. RT-PCR to show correct splicing for constructs in Fig 2. RT: reverse transcriptase.
Suppl Fig. S4. Prediction of U1 binding sites in NRE
Sequences underlined were predicted U1 binding sites in the NRE. Find Individual Motif Occurrence (FIMO) was used for prediction with motif from the Shen Lab (CAGGTGAGT) and the Lander Lab (GGTAAGTA) and the p values of predicted motifs were generated by the algorithm automatically. A potential 5’ splice site was marked.  
Suppl Fig. S5. Effect on lncRNAs splicing after knockdown of U1 snRNP components.
A. Schematic to show the exon-intron structure of lncRNAs PVT1, TUG1, PSMA3-AS1 and MEG3 in the left panels. Right panels: RT-PCR to show spliced and unspliced transcripts. Introns were showed as solid lines and exons showed as boxes. Primer pairs F2-R and F3-R were used for amplification of spliced and un-spliced transcripts, respectively. Primer pair F1-R was used for amplification of potential isoforms from specific lncRNA gene. The numbers indicated the length of each intron and exon. 
B. Quantification of the percentage of spliced transcripts from A. (n=2, p>0.05 in all cases)
C. Isoforms of lncRNAs detected using primer pair F1-R for TUG1, PSMA3 and MEG3 after knockdown of U1 snRNP components. 

 



