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Supplementary Scheme 1. Solid-phase synthesis of the lead PSMA-1 -Re CTP. Drawn in
ChemDraw Professional 16.0.

FITC-PSMA; >95% 2106 702.7
PSMA:1-Rs 90% 2541 509.0 +5

FITC-PSMA:1-R9 95% 3510 461.7 +8 (+22)

Supplementary Table 1. Purity and MS characterization of the isolated PSMA-1 peptides. ? Purity
as determined by RP-HPLC. 20-80% MeCN gradient over 18min.’Denotes charge state of the
mass fragments found. +22 indicates a sodium adduct for that fragment
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Supplementary Figure S1. Flow cytometric analysis of FITC-PSMA-1 binding to LNCaP and
PC3 PCa cell lines. Binding was measured after 15 minutes for the PSMA mAb (B and E) or 60
minutes for the peptide (C and f).

Effective Diameter (nm) Zeta Potential (mV)

SIRNA : Trans-IT X2 411 + 55 0.77+1.24
456 + 60

siRNA: PSMA-1-R6 1450 + 332 -2.16 +£0.39
878 + 40

siRNA: PSMA-1-R9 2135 + 357 -5.88 £ 0.25
1041 + 222

Supplementary Table 2. Size and Zeta potential analysis by DLS of the sSiRNA: PSMA-1
complexes compared to that of an sSiRNA: Trans-IT X2 transfection reagent complex. The top
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diameter represents the relative aggregate sizes while the bottom represents individual particle
sizes

siIRNA + Trans-IT X2

SRNA + PSMA;-Rg
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Supplementary Figure S2. DLS and TEM analysis of the siRNA: PSMA-1 complexes as
compared to an siRNA: transfection reagent complex.
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Supplementary Figure S3

RP IP HPLC Analysis of FITC-PSMA-1 (220nm)
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Supplementary Figure S4 RP IP HPLC Analysis of FITC-PSMA-1 (480nm)
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Supplementary Figure S5 ESI-MS Analysis of FITC-PSMA-1
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Supplementary Figure S6 RP IP HPLC Analysis of PSMA-1-Rs (220nm)
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Supplementary Figure S7 ESI-MS Analysis of PSMA-1-Rs
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Supplementary Figure S8 RP IP HPLC Analysis of FITC-PSMA-1-Rg (220nm)
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Supplementary Figure S9 RP IP HPLC Analysis of FITC-PSMA-1-Rg (480nm)
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Supplementary Figure S10 ESI-MS Analysis of FITC-PSMA-1-Rg
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