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Figure S1. Expressions of SNHG16 and PTBP1 are analyzed from TCGA cancer database on

UALCAN.com.
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Figure S2. Quantification of Annexin V cell apoptosis results.

Extracellular acidification rate
SGC-7901 Glucose uptake
SGC-7901 Gl igomyci SGC-7901
ucose Oligomycin 2-DG . | mm Parental
400 *rx -e- Parental -~ 200
- e mm Parental =% 9 . 5-Fu Res
x c 5-Fu Res <
=~ 300 5-Fu Res £ 40 @ 150
[ ] = o X
¥ Zo £3
EE € S S
zd =™ 23
g 100 5 Q 50
E- o 10 o
® h} —o—F¥ ——s 32
0 0 o o
SNHG16 PTBP1 Minutes 0 10 20 30 40 50 60 70 80 90 100110

Figure S3. (A) Expressions of SNHG16 and PTBP1 were detected in SGC-7901 parental and
5-Fu resistant cells. (B) ECAR and (C) glucose uptake were examined in SGC-7901 parental

and 5-Fu resistant cells.
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Figure S4. Measurement of the oxygen consumption rate (OCR) from AGS parental and 5-Fu

resistant cells.

AGS 5-Fu Res
Cell apoptosis
. m Control
o 80 =
;g — 5-Fu 80 uM
-5
g' < a0
ee
© 3
o =
230
53
[
€ ol | | |
Control 2.DG Oxamate

Figure SS5. Quantification of Annexin V cell apoptosis results.
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Figure S6. Pearson correlation analysis between SNHG16 and glycolysis enzymes from

starBase and GEPIA.
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Figure S7. Pearson correlation analysis between PTBP1 and glycolysis enzymes from starBase.
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Figure S8. Effects of stably PTBP1 knockdown on the expressions of glycolysis key enzymes

in AGS cells. **, p<0.01; *** p<
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Figure S9. The top representatively upregulated and downregulated KEGG enrichment

biological processes by shPTBP1.
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Figure S10. Prediction of the binding of PTBP1 on 3’UTRs of glycolysis key enzymes from

starBase.
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Figure S11. EMSA experiments to verify the binding capacities of predicted binding motifs.
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Figure S12. Roles of the SNHG16-miR-506-3p axis in 5-Fu sensitivity in SGC-7901 5-Fu

resistant cells.



