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Figure S1. HTTIPKV phage pulldown. (A) Sequences of the 2 identified peptides following MS/MS
analysis of the gel band derived from the HTTIPKV phage pulldown assay. Sequences (highlighted)
were overlaid on the amino acid sequence of human taste 2 receptor member 9. The percent cover-
age (MS/MS peptides/TAS2R9 amino acid sequence is 12%. (B) The spectra for each of the 2 identi-
fied peptides.
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Figure S2. TAS2R9 qPCR Probe Validation. (A) TAS2R9 siRNA lentivirus transduced CAF was se-
lected based on the GFP expression using the Aria Cell Sorter. (B) Immunoblot detection of
TAS2R9 expression in the WT and KD CAFs. -actin serves as a loading control. Densitometry of
the TAS2R9 WB image, N = 2. (C) End-point gPCR samples of wildtype (WT) and TAS2R9 siRNA
KD reactions were resolved on a 1.5% agarose gel and imaged for SYBR safe intensity. Gel represents
reaction samples following TAS2R9 and 18s primer set amplification, respectively. RT = reverse
transcriptase; NTC = no template control. (D) Quantification of the qPCR analysis of the TAS2R9
transcriptional levels normalized to 18s. **p=0.0053, N = 4.
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A. HTTIPKV-liposomes B. No peptide-liposomes
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Figure S3. Liposome size distribution determined by NanoSight. (A) HTTIPKYV liposomes batch #1-
4. (B) No peptide liposomes batch #1-3.
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Results
Mean (mV) Area (%) Width (mV)
Zeta Potential (mV): -37.2 Peak 1: -37.2 858 7.61
Zeta Deviation (mV): 7.66 Peak 2: -105 02 1.86
Conductivity (mS/cm): 0.268 Peak 3: 0.00 0.0 0.00
Result quality Good
Zeta Potential Distribution
zm ............................... = EEhie SEmls SRR s =5 B olela R 8 e e
£ : :
2 . .
8 N .
S SRS TR L OSSO AT
0 100 200
Zeta Potential (mV)
Record 2: Zeta no peptide liposome 1 Record 3: Zeta no peptide liposome 2|
Record 4: Zeta no peptide liposome 2
B

Results

Zeta Potential (mV): -24.2
Zeta Deviation (mV): 8532
Conductivity (mS/cm): 0.26€

Result quality Good
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Figure S4. Liposome zeta-potential determined by Zetasizer.

HTTIPKYV liposome.

(A) No peptide liposome. (B)
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Figure S5. H&E staining of admix BXPC3/CAF tumors given (A) no treatment, (B) free drug,
SB225002, (C) SB225002-loaded no-peptide liposomes, and (D) SB225002-loaded HTTIPKYV lipo-
somes. Scale bars, 50 pm.



