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Figure S1. The 400.13 MHz 1H-NMR spectrum (in DMSO-d6) of the salt-containing polyammonium 

polycation tetrakis{3-[(tricyclo[3.3.1.13,7] decan-1-ammonio)methyl]benzyl}ammonium pentachloride 

× 1.5 (sodium chloride) = salt-containing compound 1 (PENTA). 
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Figure S2. The 100.62 MHz 13C-NMR spectrum (in DMSO-d6) of the salt-containing 

polyammonium polycation tetrakis{3-[(tricyclo[3.3.1.13,7]decan-1-ammonio)methyl]benzyl} 

ammonium pentachloride × 1.5 (sodium chloride) = salt-containing compound 1 (PENTA). 
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Figure S3. The Fourier–transform infrared (FT–IR) absorption spectra of the salt-containing 

tetrakis{3-[(tricyclo[3.3.1.13,7]decan-1-ammonio)methyl]benzyl}ammonium pentachloride × 1.5 

(sodium chloride) = salt-containing compound 1 (PENTA) (top), and of the reference substance 

amantadine hydrochloride (1-adamantanammonium chloride) (bottom), both recorded with neat 

substance. 
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Figure S4. The 100.62 MHz 13C-Distortionless Enhancement by Polarization Transfer Including 

Detection of Quaternary Nuclei (DEPTQ) [33,34] (DEPTQ 13C-NMR) spectrum (in DMSO-d6) of the 

salt-containing polyammonium polycation tetrakis{3-[(tricyclo[3.3.1.13,7]decan-1-

ammonio)methyl]benzyl}ammonium pentachloride × 1.5 (sodium chloride) = salt-containing 

compound 1 (PENTA). Quaternary carbons (C), methine (CH) and methyl (CH3) group moieties are 

of positive phase, methylene (CH2) group moieties are of negative phase. The quaternary carbon  

57.06 ppm (-C) is weak in intensity. The aromatic quaternary carbons  133.22 ppm (C-3) and 

137.84 ppm (C-1) could not being detected. 
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Figure S5. The 400.13 MHz gradient-selected Correlation Spectroscopy (gs-COSY) two-

dimensional 1H−1H-correlation spectrum [34] (in DMSO-d6) of the salt-containing polyammonium 

polycation tetrakis{3-[(tricyclo[3.3.1.13,7]decan-1-ammonio)methyl]benzyl}ammonium pentachloride 

× 1.5 (sodium chloride) = salt-containing compound 1 (PENTA). 
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Figure S6. The 400.13/100.62 MHz gradient-selected Heteronuclear Multiple Quantum Coherence 

(gs-HMQC) two-dimensional 1H−13C-correlation spectrum [34] (in DMSO-d6) of the salt-containing 

polyammonium polycation tetrakis{3-[(tricyclo[3.3.1.13,7]decan-1-ammonio)methyl] 

benzyl}ammonium pentachloride × 1.5 (sodium chloride) = salt-containing compound 1 (PENTA). 
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Figure S7. The 400.13/100.62 MHz gradient-selected Heteronuclear Multiple Bond Correlation (gs-

HMBC) two-dimensional 1H−13C-correlation spectrum [34] (in DMSO-d6) of the salt-containing 

polyammonium polycation tetrakis{3-[(tricyclo[3.3.1.13,7]decan-1-ammonio)methyl] 

benzyl}ammonium pentachloride × 1.5 (sodium chloride) = salt-containing compound 1 (PENTA). 
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Figure S8. The Fourier–transform infrared (FT–IR) absorption spectra of the colchic(in)oid 10-(2-

carbamothioylhydrazinyl)-10-demethoxycolchicine monohydrate × ⅔ (ethyl acetate) = compound 2 

(top), and of the reference substance (−)-colchicine sesquihydrate [(−)-colchicine × 1½ H2O] 

(bottom), both recorded with neat substance. 
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Figure S9. One formula unit (Z = 2) in the monoclinic (space group P21) unit cell of compound 2 

(PT166) (C24H33N4O7.50S) crystallized as hydrate (ethyl acetate) solvate (2 C22H26N4O5S × 3 H2O × 

C4H8O2) C48H66N8O15S2 (M = 1059.21 g/mol) as found in the single crystal. 
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Figure S10. Crystal packing showing the hydrogen bonds (H bonds, shown as colored dashed 

lines) in the monoclinic (space group P21) unit cell (Z = 2) of compound 2 (PT166) crystallized as 

hydrate (ethyl acetate) solvate (2 C22H26N4O5S × 3 H2O × C4H8O2) C48H66N8O15S2 (M = 1059.21 

g/mol). Unit cell dimensions (a, b, c are indicated from the origin o): a = 9.1886(5) Å, 

b = 20.9047(10) Å, c = 13.9841(7) Å,  = 90.00°,  = 106.153(2)°,  = 90.00°, V = 2580.1(2) Å3. 
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Figure S11. The ESI mass spectrum of the separated HPLC peak region 7.842−7.925 min (see 

Figure 15A) with the ammonium trication ionization species of compound 3. The ESI−MS fragment 

peaks (relative intensity of the 100% base peak) were m/z 290.1670 (100%), 678.3662 (12.5%), 

and 135.1157 (9.6%). 
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Figure S12. The ESI mass spectrum of the separated HPLC peak region 8.508−8.558 min (see 

Figure 15A) with the ammonium dication ionization species of compound 3. The ESI−MS fragment 

peaks (relative intensity of the 100% base peak) were m/z 712.3545 (100%), 123.0807 (16.5%), 

356.6799 (2.1%), and 483.2713 (1.3%). 
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Figure S13. The ESI mass spectrum of the separated HPLC peak region 8.608−8.658 min (see 

Figure 15A) with the ammonium monocation ionization species of compound 3. The ESI−MS 

fragment peaks (relative intensity of the 100% base peak) were m/z 712.3550 (100%), 543.3511 

(27.9%), 356.6804 (18.1%), 123.0806 (14.2%), 653.3701 (5.4%), 483.2714 (2.5%), and 409.2404 

(1.7%). The m/z 922.0098 is an internal control substance (reference cation) added to the analysis 

for auto-calibration of the mass spectrometer. 
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Figure S14. The ESI mass spectrum of the separated HPLC peak region 8.691−8.741 min (see 

Figure 15A) with the ammonium monocation ionization species of compound 3. The ESI−MS 

fragment peaks (relative intensity of the 100% base peak) were m/z 712.3558 (100%), 356.6814 

(19.1%), 578.2448 (6.3%), and 135.1165 (5.8%). 
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Figure S15. The ESI mass spectrum of the separated HPLC peak region 9.024−9.074 min (see 

Figure 15A) with the ylide dication ionization species of compound 3. The ESI−MS fragment peaks 

(relative intensity of the 100% base peak) were m/z 483.2727 (100%), 965.5391 (80.9%), 712.3534 

(19.5%), 123.0798 (14.1%), 356.6793 (5.0%), 831.4260 (4.3%), 577.2110 (3.4%), and 213.1784 

(2.3%). The m/z 922.0098 is an internal control substance (reference cation) added to the analysis 

for auto-calibration of the mass spectrometer. 
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Figure S16. The ESI mass spectrum of the separated HPLC peak region 9.740−9.973 min (see 

Figure 15 A) with the ylide monocation ionization species of compound 3. The ESI−MS fragment 

peaks (relative intensity of the 100% base peak) were m/z 227.2000 (100%), 123.0804 (47.2%), 

609.8644 (31.0%), 712.3522 (6.6%), 398.7700 (5.8%), 1218.7191 (5.0%), 796.5327 (4.0%), and 

483.2712 (2.5%). The m/z 922.0098 is an internal control substance (reference cation) added to 

the analysis for auto-calibration of the mass spectrometer. 
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Figure S17. The ESI mass spectrum of the separated HPLC peak region 13.386−13.453 min (see 

Figure 15A) with the neutral ylide ionization species of compound 3. The ESI−MS fragment peaks 

(relative intensity of the 100% base peak) were m/z 123.0805 (100%), 637.3055 (45.6%), 227.1988 

(7.1%), 439.2038 (5.8%), and 712.3521 (3.2%). The m/z 922.0098 is an internal control substance 

(reference cation) added to the analysis for auto-calibration of the mass spectrometer. 
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Figure S18. The enlargement of the ESI mass spectrum of the separated HPLC peak region 

9.024−9.074 min (see Figure 15A) with the ylide dication ionization species of compound 3, 

showing the 0.5 Da isotope peak spacing of the dication (C58H74N6O5S)2+ m/z 483.2727 Da. 
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Figure S19. The enlargement of the ESI mass spectrum of the separated HPLC peak region 

9.757−9.973 min (see Figure 15A) with the ylide monocation ionization species of compound 3, 

showing the 0.5 Da isotope peak spacing of the dication (C74H89N7O7S)2+ m/z 609.8643 Da. 
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Figure S20. The enlargement of the ESI mass spectrum of the separated HPLC peak region 

8.706−8.758 min (see Figure 15A) with the ammonium monocation ionization species of compound 

3, showing the 0.5 Da isotope peak spacing of the dication (C40H49N4O6S)2+ m/z 356.6814 Da. 
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Table S1. National Cancer Institute (NCI) Developmental Therapeutics Program (DTP) 60-cancer 

cell 5-dose testing of compound 1 (PT162), compound 2 (PT166), and compound 3 (PT167) (with 

cellular p53 status). 

 

 

 

Cancer cell line Compound GI50 (µM) TGI (µM) LC50 (µM) 

Leukemia (p53 status: *, termination; del, deletion; fs, frame shift; Lit., Literature) 

CCRF-CEM 

mutant p53 

R175H, R248Q 

1 1.46 > 50 > 50 

2 0.422 > 100 > 100 

3 0.904 2.47 14.9 

HL-60 (TB) 

mutant p53 

p.M1_*394del 

1 0.87 2.71 > 50 

2 0.113 1.26 > 100 

3 0.168 1.03 6.85 

K-562 

mutant p53 

p.Q136fs*13 

1 1.46 36.2 > 50 

2 0.362 > 100 > 100 

3 — — — 

MOLT-4 

mutant p53 

Lit. uncertain 

1 1.32 4.09 > 50 

2 0.548 > 100 > 100 

3 0.562 1.93 13.3 

RPMI-8226 

mutant p53 

E285K 

1 1.32 3.99 > 50 

2 0.349 8.65 > 100 

3 0.757 1.76 > 33.3 

SR 

wild-type p53 

 

1 1.49 > 50 > 50 

2 0.279 > 100 > 100 

3 — — — 

Non-small-cell lung cancer (p53 status: *, termination; del, deletion; fs, frame shift) 

A549 

wild-type p53 

 

1 2.13 8.70 24.2 

2 3.23 > 100 > 100 

3 1.61 6.00 18.2 

EKVX 

mutant p53 

splicing defect 

1 — — — 

2 # > 100 > 100 

3 2.68 8.46 23.6 

HOP-62 

mutant p53 

splicing defect 

1 2.66 10.1 29.7 

2 0.700 > 100 > 100 

3 2.14 7.43 20.2 

HOP-92 

mutant p53 

R175L 

1 1.14 3.06 12.6 

2 — — — 

3 0.897 4.08 15.1 

NCI-H226 

Lit. inconclusive 
1 2.76 10.8 31.2 

2 1.74 > 100 > 100 

3 1.96 9.97 > 33.3 

NCI-H23 

mutant p53 

M246I 

1 1.53 6.36 28.2 

2 0.438 > 100 > 100 

3 1.38 5.33 16.4 

NCI-H322M 

mutant p53 

R248L 

1 1.26 5.10 16.0 

2 0.619 > 100 > 100 

3 2.57 7.03 16.3 

NCI-H460 

wild-type p53 

 

1 1.19 2.71 17.9 

2 0.429 > 100 > 100 

3 1.22 3.79 13.5 
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NCI-H522 

mutant p53 

p.P191fs*56 

1 0.731 1.55 3.30 

2 0.550 > 100 > 100 

3 0.699 1.88 8.33 

Colon cancer (p53 status: *, termination; del, deletion; fs, frame shift; Lit., Literature) 

COLO 205 

mutant p53 

Lit. uncertain 

1 1.09 3.13 24.8 

2 0.280 0.622 9.13 

3 0.683 1.52 3.61 

HCC-2998 

mutant p53 

R213X 

1 1.22 5.31 22.6 

2 0.272 0.674 > 100 

3 0.635 1.47 3.55 

HCT-116 

wild-type p53 

 

1 0.728 2.01 6.47 

2 0.377 10.6 > 100 

3 0.896 3.07 11.0 

HCT-15 

mutant p53 

Lit. uncertain 

1 1.10 3.91 18.4 

2 4.03 > 100 > 100 

3 1.56 5.96 17.2 

HT29 

mutant p53 

R273H 

1 0.857 2.82 14.6 

2 0.336 > 100 > 100 

3 0.958 2.81 11.3 

KM-12 

mutant p53 

Lit. uncertain 

1 1.65 6.75 20.6 

2 0.255 0.801 > 100 

3 1.08 4.52 22.5 

SW-620 

mutant p53 

R273H, P309S 

1 1.25 3.95 17.2 

2 0.369 > 100 > 100 

3 0.814 2.06 8.74 

CNS cancer (brain tumor) (p53 status: *, termination; del, deletion; fs, frame shift) 

SF-268 

mutant p53 

R273H 

1 1.53 5.41 30.8 

2 0.581 > 100 > 100 

3 1.37 6.54 29.9 

SF-295 

mutant p53 

R248Q 

1 3.05 10.4 28.2 

2 0.549 > 100 > 100 

3 1.53 5.92 15.4 

SF-539 

mutant p53 

Lit. uncertain 

1 1.01 2.48 7.59 

2 0.418 20.5 > 100 

3 1.14 4.30 13.8 

SNB-19 

mutant p53 

R273H 

1 1.92 7.27 19.9 

2 0.686 > 100 > 100 

3 1.65 6.20 19.5 

SNB-75 

mutant p53 

E258K 

1 2.34 9.73 27.9 

2 0.441 > 100 > 100 

3 1.40 6.68 20.1 

U251 

mutant p53 

R273H 

1 1.12 2.69 8.79 

2 0.479 > 100 > 100 

3 — — — 

Melanoma (p53 status: *, termination; del, deletion; fs, frame shift; Lit., Literature) 

LOX IMVI 

wild-type p53 

 

1 0.505 1.27 3.18 

2 0.710 > 100 > 100 

3 0.873 2.86 14.3 
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MALME-3M 

wild-type p53 

 

1 0.839 1.86 4.12 

2 0.394 > 100 > 100 

3 0.830 3.04 14.4 

M14 

mutant p53 

G266E 

1 0.803 2.08 6.82 

2 0.284 0.735 > 100 

3 0.822 2.26 9.06 

MDA-MB-435 

mutant p53 

G266E 

1 0.825 2.11 6.50 

2 0.233 0.838 > 100 

3 0.779 3.50 12.4 

SK-MEL-2 

mutant p53 

G245S 

1 1.06 3.20 15.6 

2 > 100 > 100 > 100 

3 0.861 2.76 12.4 

SK-MEL-28 

mutant p53 

L145R 

1 1.66 7.91 21.9 

2 — > 100 > 100 

3 1.02 4.07 13.6 

SK-MEL-5 

wild-type p53 

 

1 1.52 6.28 18.6 

2 0.373 4.71 > 100 

3 0.810 2.25 8.65 

UACC-257 

wild-type p53 

 

1 3.08 10.8 29.4 

2 0.646 > 100 > 100 

3 4.51 10.3 23.6 

UACC-62 

wild-type p53 

 

1 1.16 3.68 14.2 

2 0.625 > 100 > 100 

3 1.61 6.38 18.0 

Ovarian cancer (p53 status: *, termination; del, deletion; fs, frame shift; Lit., 

Literature) 

IGROV1 

mutant p53 

Lit. uncertain 

1 0.886 2.34 8.65 

2 1.18 > 100 > 100 

3 1.45 5.95 20.9 

OVCAR-3 

mutant p53 

R248Q 

1 1.04 2.82 9.97 

2 0.217 0.459 — 

3 1.66 6.53 18.5 

OVCAR-4 

mutant p53 

Lit. uncertain 

1 1.16 5.45 18.4 

2 0.507 > 100 > 100 

3 2.17 8.94 30.0 

OVCAR-5 

Lit. inconclusive 
1 0.977 2.76 10.8 

2 9.67 > 100 > 100 

3 1.17 5.03 14.2 

OVCAR-8 

mutant p53 

splicing defect 

1 2.07 8.48 35.3 

2 0.970 > 100 > 100 

3 2.03 7.49 24.3 

NCI/ADR-RES 

mutant p53 

splicing defect 

1 1.44 4.55 > 50 

2 25.3 > 100 > 100 

3 5.43 12.5 28.6 

SK-OV-3 

no p53 protein 

expressed 

1 5.11 11.4 25.5 

2 1.39 > 100 > 100 

3 3.00 7.51 17.6 
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Renal cancer (p53 status: *, termination; del, deletion; fs, frame shift; Lit., Literature) 

786-0 

mutant p53 

Lit. uncertain 

1 0.848 1.85 4.05 

2 0.818 > 100 > 100 

3 1.30 5.28 17.6 

A498 

wild-type p53 

 

1 1.19 7.05 21.2 

2 2.09 > 100 > 100 

3 1.07 3.28 12.4 

ACHN 

wild-type p53 

 

1 0.874 2.14 5.55 

2 8.50 > 100 > 100 

3 3.68 7.99 17.3 

CAKI-1 

wild-type p53 

 

1 1.28 4.70 15.4 

2 7.12 > 100 > 100 

3 3.20 7.37 16.5 

RXF 393 

mutant p53 

R175H 

1 0.811 1.56 3.02 

2 0.298 0.747 > 100 

3 1.70 6.65 20.9 

SN12C 

mutant p53 

E336X 

1 1.41 4.43 15.8 

2 0.828 > 100 > 100 

3 2.23 6.90 17.4 

TK-10 

mutant p53 

L264R 

1 1.85 7.17 21.5 

2 6.77 > 100 > 100 

3 3.66 8.35 19.0 

UO-31 

wild-type p53 

 

1 0.817 1.96 4.73 

2 > 100 > 100 > 100 

3 2.16 7.20 18.3 

Prostate cancer (p53 status: *, termination; del, deletion; fs, frame shift; 
—

, null p53 

protein) 

PC-3 

mutant p53
—

 

p.K139fs*31 

1 1.40 5.17 21.4 

2 0.255 > 100 > 100 

3 1.45 5.64 17.1 

DU-145 

mutant p53 

P223L, V274F 

1 1.47 4.61 15.2 

2 0.341 1.44 > 100 

3 2.46 7.10 17.3 

Breast cancer (p53 status: *, termination; del, deletion; fs, frame shift) 

MCF7 

wild-type p53 

 

1 1.07 6.19 45.8 

2 0.415 > 100 > 100 

3 0.862 3.44 > 33.3 

MDA-MB-231 

mutant p53 

R280K 

1 2.09 7.41 22.7 

2 0.359 1.88 > 100 

3 0.994 2.99 12.4 

HS 578T 

mutant p53 

V157F 

1 1.92 11.8 > 50 

2 > 100 > 100 > 100 

3 1.22 6.76 > 33.3 

BT-549 

mutant p53 

R249S 

1 1.02 2.77 10.2 

2 0.294 0.924 > 100 

3 1.55 5.89 16.5 

T-47D 

mutant p53 

L194F 

1 1.34 6.72 38.0 

2 > 100 > 100 > 100 

3 1.83 9.40 > 33.3 



30 
 

 

 

 

 

 

#, The GI50 value could not being calculated due to positive growth. 

—, Not tested, because cancer cell line not available at NCI test facility. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

MDA-MB-468 

mutant p53 

R273H 

1 0.797 1.68 3.55 

2 0.158 0.464 > 100 

3 0.657 1.75 10.7 

Mean of Inhibition Data (MID) GI50 (µM) TGI (µM) LC50 (µM) 

10
MID

 1 1.288 4.677 16.596 

10
MID

 2 0.933 32.359 95.499 

10
MID

 3 1.349 4.571 15.849 
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Figure S21. Graphic allover presentation of the antineoplastic activity in the National Cancer 

Institute (NCI) Developmental Therapeutics Program (DTP) 60-cancer cell 5-dose testing exhibited 

by the pure drug compound 1 (PT162, NSC 796018) with All Cell Lines in one graphic. 
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Figure S22. Tabular list of the antineoplastic activity exhibited by the pure drug compound 1 

(PT162, NSC 796018) in the National Cancer Institute (NCI) Developmental Therapeutics Program 

(DTP) 60-cancer cell 5-dose testing with the Mean Optical Densities of the used vital stain 

sulforhodamine B (SRB) retained in the cells given. Percent Growth, GI50 (Growth Inhibition 

50%), TGI (Total Growth Inhibition = 0% Growth), and LC50 (Lethal Concentration 50% = –

50% Growth) are given in linear concentration units. 
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Figure S23. Graphic table presentation of the antineoplastic activity exhibited by the pure drug 

compound 1 (PT162, NSC 796018) in the National Cancer Institute (NCI) Developmental 

Therapeutics Program (DTP) 60-cancer cell 5-dose testing with the Percent Growth, GI50 

(Growth Inhibition 50%), TGI (Total Growth Inhibition = 0% Growth), and LC50 (Lethal 

Concentration 50% = –50% Growth) given in linear concentration units. This is the summary of 

the results expressed in log10 units. The defined tumor inhibition criterion (GI50, TGI, or LC50) is 

recalculated in log10 expression, and the colored bars which indicate then the sensitivity of the 

individual tumor cell line to the agent are given, but in log10 units. Bar to the left: less sensitive 
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than mean; Bar to the right: more sensitive than mean. The most important feature is at the 

bottom of the page: the MID (Mean of Inhibition Data) indicates the mean concentration for all 

tested cell lines required for the drug to reach the defined tumor inhibition criterion (GI50, TGI, or 

LC50). It is given in Log10GI50, Log10TGI and Log10LC50. From that values the corresponding 

MID is calculated. The more negative the MID, the more potent is the drug. The MID can be 

transformed from logarithmic into linear concentrations by the formula: c = 10MID. 
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Figure S24. Graphic allover presentation of the antineoplastic activity in the National Cancer 

Institute (NCI) Developmental Therapeutics Program (DTP) 60-cancer cell 5-dose testing exhibited 

by the drug compound 2 (PT166, NSC 750423) with All Cell Lines in one graphic. 
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Figure S25. Tabular list of the antineoplastic activity exhibited by the drug compound 2 (PT166, 

NSC 750423) in the National Cancer Institute (NCI) Developmental Therapeutics Program (DTP) 

60-cancer cell 5-dose testing with the Mean Optical Densities of the used vital stain sulforhodamine 

B (SRB) retained in the cells given. Percent Growth, GI50 (Growth Inhibition 50%), TGI (Total 

Growth Inhibition = 0% Growth), and LC50 (Lethal Concentration 50% = –50% Growth) are 

given in linear concentration units. 
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Figure S26. Graphic table presentation of the antineoplastic activity exhibited by the drug 

compound 2 (PT166, NSC 750423) in the National Cancer Institute (NCI) Developmental 

Therapeutics Program (DTP) 60-cancer cell 5-dose testing with the Percent Growth, GI50 

(Growth Inhibition 50%), TGI (Total Growth Inhibition = 0% Growth), and LC50 (Lethal 

Concentration 50% = –50% Growth) given in linear concentration units. This is the summary of 

the results expressed in log10 units. The defined tumor inhibition criterion (GI50, TGI, or LC50) is 

recalculated in log10 expression, and the colored bars which indicate then the sensitivity of the 

individual tumor cell line to the agent are given, but in log10 units. Bar to the left: less sensitive 
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than mean; Bar to the right: more sensitive than mean. The most important feature is at the 

bottom of the page: the MID (Mean of Inhibition Data) indicates the mean concentration for all 

tested cell lines required for the drug to reach the defined tumor inhibition criterion (GI50, TGI, or 

LC50). It is given in Log10GI50, Log10TGI and Log10LC50. From that values the corresponding 

MID is calculated. The more negative the MID, the more potent is the drug. The MID can be 

transformed from logarithmic into linear concentrations by the formula: c = 10MID. 
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Figure S27. Graphic allover presentation of the antineoplastic activity in the National Cancer 

Institute (NCI) Developmental Therapeutics Program (DTP) 60-cancer cell 5-dose testing exhibited 

by the drug compound 3 (PT167, NSC 799315) with All Cell Lines in one graphic. 
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Figure S28. Tabular list of the antineoplastic activity exhibited by the drug compound 3 (PT167, 

NSC 799315) in the National Cancer Institute (NCI) Developmental Therapeutics Program (DTP) 

60-cancer cell 5-dose testing with the Mean Optical Densities of the used vital stain sulforhodamine 

B (SRB) retained in the cells given. Percent Growth, GI50 (Growth Inhibition 50%), TGI (Total 

Growth Inhibition = 0% Growth), and LC50 (Lethal Concentration 50% = –50% Growth) are 

given in linear concentration units. 

 



41 
 

 

Figure S29. Graphic table presentation of the antineoplastic activity exhibited by the drug 

compound 3 (PT167, NSC 799315) in the National Cancer Institute (NCI) Developmental 

Therapeutics Program (DTP) 60-cancer cell 5-dose testing with the Percent Growth, GI50 

(Growth Inhibition 50%), TGI (Total Growth Inhibition = 0% Growth), and LC50 (Lethal 

Concentration 50% = –50% Growth) given in linear concentration units. This is the summary of 

the results expressed in log10 units. The defined tumor inhibition criterion (GI50, TGI, or LC50) is 

recalculated in log10 expression, and the colored bars which indicate then the sensitivity of the 

individual tumor cell line to the agent are given, but in log10 units. Bar to the left: less sensitive 
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than mean; Bar to the right: more sensitive than mean. The most important feature is at the 

bottom of the page: the MID (Mean of Inhibition Data) indicates the mean concentration for all 

tested cell lines required for the drug to reach the defined tumor inhibition criterion (GI50, TGI, or 

LC50). It is given in Log10GI50, Log10TGI and Log10LC50. From that values the corresponding 

MID is calculated. The more negative the MID, the more potent is the drug. The MID can be 

transformed from logarithmic into linear concentrations by the formula: c = 10MID. 


