
 

SUPPLEMENTARY FIGURE S1 The bioinformatics workflow for selecting SNPs 

associated with lung cancer and located near lncRNAs. 

  



 

SUPPLEMENTARY FIGURE S2 Genomic location and coding capability prediction 

of OSER1-AS1. (A) The localization of OSER1-AS1 on the UCSC genome browser. 

(B) The relative expression of OSER1-AS1 in non-small cell lung cancer lines. Error 

bars represent the SD of three independent experiments. (* Mann-Whitney U-test，

P<0.05；** Mann–Whitney U test，P<0.01). (C) Open reading frame on OSER1-AS1. 

(D) The coding potential of OSER1-AS1 predicted in CPC. (E) The coding potential of 

OSER1-AS1 predicted in CPAT. CPC: Coding Potential Calculator; CPAT: Coding 

Potential Assessment Tool. 

  



 

SUPPLEMENTARY FIGURE S3 The subcellular localization of OSER1-AS1 in 

NSCLC cells. (A) The subcellular localization of OSER1-AS1 by RNA-FISH in A549 

cells. 18s and U6 were used as the localization controls of cytoplasm and nucleus, 

respectively. (B) Cytoplasmic and nuclear separation results of H1299, A549, and 

SPCA1. GAPDH and U6 were used as the localization controls of cytoplasm and 

nucleus, respectively. 

  



 

SUPPLEMENTARY FIGURE S4 Knockdown and overexpression of lncRNA 

OSER1-AS1 in non-small cell lung cancer lines were verified by qRT-PCR. (A) 

Knockdown of OSER1-AS1 expression in H1299 and SPCA1 cells were qualified by 

qRT-PCR. (B) Overexpression of OSER1-AS1 expression in H1299 and SPCA1 cells 

were qualified by qRT-PCR. Error bars represent the SD of three independent 

experiments. 

  



 

SUPPLEMENTARY FIGURE S5 OSER1-AS1 influences proliferation, migration, and invasion in vitro. (A) Growth curves of H1299 and 



SPCA1 cells after transfection with OSER1-AS1 or vector control were examined by CCK-8 assays. (B) Growth curves of H1299 and SPCA1 

cells after transfection with two OSER1-AS1 siRNAs (siRNA-323 and siRNA-373) or negative control si-NC were examined by CCK-8 assays 

(C & D) Migration and invasion of H1299 and SPCA1 cells transfection with OSER1-AS1 or vector control were determined by transwell assays. 

Magnification, ×200. Error bars represent the SD of three independent experiments. OSER1-AS1 vs. vector control groups were compared by two-

tailed Student’s t-test: *, P < 0.05; **, P < 0.01. (E & F) Migration and invasion of H1299 and SPCA1 cells transfection with siRNA-323, siRNA-

373 or si-NC were determined by transwell assays. Magnification, ×200. Error bars represent the SD of three independent experiments. Two-tailed 

Student’s t-test: *, P < 0.05; **, P < 0.01. 

  



 

SUPPLEMENTARY FIGURE S6 OSER1-AS1 functions as a sponge for both miR-

17-5p and ELAVL1. (A) Potential miRNA binding site predicted to target OSER1-AS1 



with miRanda algorithm. (B) RBP-binding sites in the 3’-end region of OSER1-AS1 

detected by ELAVL1 PAR-CLIP deep sequencing experiments in GEO database. (C) 

Luciferase assays of H1299 cells co-transfected with Pischeck-2 reporter containing the 

OSER1-AS1 3’-end region and hsa-miR-17-5p mimic, NC mimic, inhibitor and NC-

inhibitor. Error bars represent the SD of three independent experiments. Two-tailed 

Student’s t-test: *, P < 0.05; ***, P < 0.001. (D) OSER1-AS1 expression levels in 

H1299 cells after transfection with hsa-miR-17-5p mimic, NC mimic, inhibitor and NC-

inhibitor. Error bars represent the SD of three independent experiments. Two-tailed 

Student’s t-test: *, P < 0.05; **, P < 0.01. (E) MiR-17-5p expression levels in H1299 

cells after overexpression or knockdown of OSER1-AS1. Error bars represent the SD 

of three independent experiments. Two-tailed Student’s t-test: *, P < 0.05. (F) 

Luciferase assays of H1299 cells co-transfected with ELAVL1 plasmids, or with both 

ELAVL1 and hsa-miR-17-5p mimics. Error bars represent the SD of three independent 

experiments. Two-tailed Student’s t-test: **, P < 0.01. 

 

 

 


