
Figure S1. Prediction of m6A modification sites in ZFPM2‑AS1, and the effects of various transfections on KIAA1429 and 
ZFPM2‑AS1 expression levels. (A) The m6A modification sites in ZFPM2‑AS1 were predicted using the SRAMP online tool. 
The table presents the positions of the predicted RRACH motifs in the query sequence, along with their flanking sequences 
and prediction scores. SRAMP predicted 3 high‑confidence (95% specificity), 1 moderate‑confidence (90% specificity), and 
2 low‑confidence (85% specificity) m6A modification sites. The figure below the table shows the distribution of the predicted 
m6A sites in the ZFPM2‑AS1 sequence. (B) Western blotting and (C) RT‑qPCR analysis of 143B and MG63 cells following 
transfection with oeKIAA1429 show that KIAA1429 protein and ZFPM2‑AS1 expression levels were significantly increased. 
**P<0.01 and ****P<0.0001 vs. vector. RT‑qPCR analysis of (D) 143B and (E) MG63 cells reveals that ZFPM2‑AS1 was success‑
fully knocked down following transfection with siZFPM2‑AS1. *P<0.05 vs. shNC. All data are presented as the mean ± SD 
from three independent experiments. m6A, N6‑methyladenosine; ZFPM2‑AS1, friend of GATA family member 2‑antisense 1; 
RT‑qPCR, reverse transcription‑quantitative PCR; oeKIAA1429, KIAA1429 overexpression; siZFPM2‑AS1, siRNA targeting 
ZFPM2‑AS1; siNC, negative control siRNA; siRNA, small interfering RNA.


