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HPLC chromatograms of selected sequences 

For sequences 4, 5, 6 and 7 RP-HPLC chromatograms (absorbance at 220 nm) are reported. A 

linear gradient of 10 to 90% buffer 2 was run where, buffer 1 was water (0.1 % TFA) and buffer 2 

was acetonitrile (0.1% TFA) over 45 minutes. 
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Sequence 7 

 

ESI-MS data of sequences 

The data was acquired on Triple Quadrupole (LC-ESI-MS, Quattro Micro API Waters) using LC-

MS method where LC conditions were: column BEH shields RP C18 (2.1 X 100mm X 1.7 μM), 

flow rate: 0.3 mL/min, Gradient: 10 to 90 buffer 2 (where, buffer 1: MQ (0.1% FA) and buffer 2: 

acetonitrile (0.1% FA)), run time: 6 min. The MS was run in positive ion mode with capillary 

voltage: 3.5 kV, cone voltage: 25 V, de-solvation gas: 650 L/h, source temperature: 100 ºC and 

cone gas: 50 L/h.  
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Sequence 3 

 

m/z 
200 250 300 350 400 450 500 550 600 650 700 750 800 850 900 950 1000 

% 

0 

100 
)   

338.89 

254.51 

253.97 
338.27 

264.76 
332.53 

507.78 

339.71 
352.12 507.22 390.96 

436.99 

508.68 

566.45 509.74 
585.15 618.23 

752.12 699.36 650.30 
823.24 785.73 968.81 896.34 849.96 

909.41 994.41 

   

m/z 
200 250 300 350 400 450 500 550 600 650 700 750 800 850 900 950 1000 

% 

0 

100    
277.05 

271.3

208.23 

218.3

263.06 
228.78 

414.85 

304.96 397.84 828.69 

Calculated [M+2]
2+

 = 414.7 

Calculated [M+2]
2+

 = 507.7 
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Sequence 5 

 

m/z
200 250 300 350 400 450 500 550 600 650 700 750 800 850 900 950 1000

%

0

100

13122011_RWC-9 690 (2.436) Cm (679:698) Scan ES+ 
3.89e6400.91

300.98

300.21
237.71

311.19

400.25

395.34321.77

600.95

401.68

600.21
402.51 433.50

548.62514.09456.33 560.78

601.75

618.98
649.84 659.86 713.98 923.79752.18

897.47
823.31 979.67

993.73

m/z
100 150 200 250 300 350 400 450 500 550 600 650 700 750 800 850 900 950 1000

%

0

100

13122011_RWC-1 847 (2.999) Cm (838:867) Scan ES+ 
2.99e7348.47

347.82

142.13 183.02 279.38229.20

464.28

358.73

368.97

463.62
369.78

459.06

696.01

465.13

695.23465.81

518.89 563.42 689.21577.82
651.57

696.88

697.79

746.73 946.22
928.10769.14 803.87

879.36 960.15
997.38

Calculated [M+2]
2+

 = 600.8 

Calculate [M+2]
2+

 = 695.8 
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Sequence 7 

m/z
200 250 300 350 400 450 500 550 600 650 700 750 800 850 900 950 1000

%

0

100

13122011_RWC-2 925 (3.265) Cm (918:935) Scan ES+ 
2.34e7486.36

364.99

364.31

257.34228.81
279.27

339.04

375.26

385.52

400.80 433.99 485.65

729.20

487.15

498.46
728.45

578.13 590.79 640.45
692.33

730.01

730.90
787.31 868.01

810.95 886.84
939.26 971.43

987.82

m/z
200 250 300 350 400 450 500 550 600 650 700 750 800 850 900 950 1000

%

0

100

13122011_RWC-3 831 (2.934) Cm (821:841) Scan ES+ 
2.52e7342.98

338.62
270.91235.02

456.97

353.24

400.90

363.55 401.73

685.09

457.66
684.33

474.87489.16
511.44

546.63
625.50571.73

686.03

686.78

734.86 766.66 931.20
913.77

795.07 804.62 886.99 997.41
945.02

Calculated [M+2]
2+

 = 728.8 

Calculated [M+2]
2+

 = 684.8 



  

Fig. S1: Histograms for size distribution of sequences 5-7 using dynamic light scattering 

 



 

Fig. S2: Histograms for zeta potential distribution of sequences 5-7. 

 



 

 

Fig. S3: Critical aggregation concentration determination of sequences 5-7 using light scattering 

intensity. Normalized fluorescence is plotted against log concentration of sequences. Here, F 

represents fluorescence intensity at a fixed peptidomimetic concentration and F0 is fluorescence 

intensity in buffer.  


