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Table S1. Primers used for genotyping of mouse models. Forward and Reverse primers used 

for genotyping ApC fl/fl and Brca2 mice during the breeding program 

 

PCR Primer Sequences (5' to 3') Expected Products 

APC fl/fl APC (F) = GTTCTGTATCATGGAAAGATAGGTGGTC 

APC (R) = CACTCAAAACGCTTTTGAGGGTTGATTC 

HOM = 314bp 

WT = 226bp 

Brca2 Brca2 (F) = TTCTTGCTGGTTTTTGTTTTC 

Brca2 (R) = GCTAAATTTAATTGTTTTACAGCC 

Brca2= ~1000bp 

CRE 

 

CRE (F) = TGACCGTACACCAAAATTTG 

CRE (R) = ATTGCCCCTGTTTCACTATC 

CRE = ~1000bp 

 

 

 

 
 

 

 

 

 

 

 

Table S2: Zeta potential of formulations (CU-CS Nanoparticles) from batch 1 to 5  

 

Sr. 

No. 

Formulation Batch Name Zeta 

Potential 

(mV) 

PDI 

 

 CU % (w/v) CS % (w/v)    

1. 1.0 - 1CU -24.78 0.247 

2. 1.0 1.0 1CU-1CS +51.52 0.172 

3. - 1.0 1CS +29.77 0.218 

4. 1.0 2.0 1CU-2CS +55.51 0.297 

5. - 2.0 2CS +33.54 0.282 

 

 

 

 

 

 



Table S3. FTIR peaks of pure CU, CS, ES, CU-CS and CU-CS-ES  

 

Samples FTIR peaks (cm-1) Corresponding structure 

Pure CU 3500 O–H stretching 

 1628 C=O stretching 

 1509 C=C stretching 

 1425 C–H bending 

 1280 C–O aromatic stretching 

 1026 C–O–C stretching 

Pure CS 3450 C–H and N–H stretching 

 2961 and 2921 C–H stretching 

 1655 C=O stretching 

 1590 N–H bending 

 1092 C–O stretching 

Pure ES 3100 to 3500 O–H stretching 

 2998 and 2954  C–H stretching 

 1730 C=O stretching 

 1450 C–H bending 

 1150 C–O–C stretching 

CU-CS 3200 to 3600 O–H and N–H stretching 

 1635 C=O stretching 

 1512  C=C stretching 

 1430 C–H bending 

 1280 C–O aromatic stretching 

 1150 and 1026 C–O–C stretching 

CU-CS-ES 3460 O–H stretching 

 3285 N–H stretching 

 1640 and 1705 C=O stretching 

 1560 N–H bending 

 1412 C–H bending 

 1020 and 1050 C–O–C stretching 


