
SUPPLEMENTARY FIGURE AND TABLE LEGENDS  

Supplementary Figure 1: Additional top targets from RNAi screen that are 

specifically required for triple negative breast cancer. Averaged triple negative and 

luminal Z scores for the three other hits in the RNAi screen that met statistical cutoff 

criteria (P<0.05). P-value indicates a statistically significant difference in proliferation 

between triple negative and luminal cell lines. Error bars represent s.d. 

 

Supplementary Figure 2: Animal weight change and tumor volume of individual 

xenograft tumors. (A) Tumor volume and (B) animal weight for each indicated MDA-

MB-231 xenografted tumor (n = 10 for each treatment group). Each line represents a 

single tumor or mouse, respectively. 

 

Supplementary Figure 3: LDHA levels do not fluctuate after LDHB knockdown. 

LDHA protein expression was examined by immunoblot analysis following LDHB 

siRNA mediated knockdown in three triple negative cell lines.  TUBULIN serves as a 

loading control. 

 

Supplementary Figure 4: Glycolysis signature genes that correlate to LDHB 

expression in basal-like tumors. Bar graph depicts genes in the glycolytic signature that 

exhibit a positive Pearson correlation with LDHB expression in basal-like breast tumors. 

Genes with the highest correlation to LDHB expression are sorted from left to right. 

 



Supplementary Figure 5: mRNA expression profiles of lactate dehydrogenase 

enzymes in breast cancer subtypes. Distribution plot showing LDHB and LDHA 

mRNA expression in five breast cancer subtypes (n = 286 tumors). Expression was 

normalized to the average across all 286 tumors and sorted from high to low for each 

breast cancer subtype for LDHB and LDHA separately. 

 

Supplementary Figure 6: Validation of IHC antibody specificity for LDHB, LDHA, 

MCT1, and MCT4. (A-D) Photomicrographs showing loss of LDHB, MCT1, MCT4 

and LDHA immunohistochemical signal after protein knockdown. Cell lines containing 

inducible hairpins were induced to knockdown LDHB (A), MCT1 (B), or MCT4 (C) by 

addition of doxycycline, or in the case of LDHA (D) by siRNA transfection. Cell lines 

used for analysis include MDA-MB-231 (LDHB and MCT4), SW1573 (MCT1), and 

NCI-H1299 (LDHA).  For each antigen validation, cell pellets were stained using the 

same antibody conditions as was used on tissues. 

 

Supplementary Table 1: Results from the RNAi screen and identification of hits. Z 

scores from the RNAi screen for each gene and cell line are shown (left).  Average Z 

score for triple negative and luminal, the ΔZ score (average triple negative – average 

luminal Z score), and a t-test between triple negative and luminal cell lines for each gene 

are shown (right).   

 

Supplementary Table 2: Genes that comprise the glycolysis and oxidative 

phosphorylation gene signatures.  Molecular gene signatures for glycolysis and 



oxidative phosphorylation were assembled based on the Broad Institute Molecular 

Signatures Database (MSigDB) gene sets for Glucose_Metabolic_Process and (13).  

Genes that comprise each signature are listed.   

 

Supplementary Table 3: RNAi optimization and screening conditions. Transfection 

conditions were optimized in 96 well format for the siRNA screen. Shown is the starting 

cell number per well, transfection reagent used, and amount of transfection reagent used 

for each cell line in the RNAi screen. 

  


