Supplementary Table 1: List of genes with primer sequences: The gene name and primer sequences used in the study.

	S.NO
	Gene name
	Sense/ antisense : Sequences

	1. 
	 CDH1
	FP: 5'TCGACACCCGATTCAAAGTGG3'

RP: 5'TTCCAGAAACGGAGGCCTGAT3'

	2. 
	 SNAIL homolog 1 (Drosophila) (SNAI1)
	FP: 5'TATGCTGCCTTCCCAGGCTTG3' 

RP: 5'ATGTGCATCTTGAGGGCACCC3'

	3. 
	TGF-β
	FP 5’CAAGGGCTACCATGCCAACT3’
RP 5’ CAGCAAGGTCCTGGCCCT3’



	4. 
	BAX
	FP 5’TCCCCGAGAGGTCTTTT3’

RP 5’CGGCCCCAGTTGAAGTTG3’



	5. 
	Bcl2
	FP 5’ATGTGTGTGGAGAGCGTCAA3’

RP 5’ACAGTTCCACAAAGGCATCC3’

	6. 
	PARP
	FP  5’AAGGCGAATGCCAGCGTTAC3’

RP 5’GGCACTCTTGGAGACCATGTCA3’



	7. 
	Caspase 3
	FP 5’TGCGCTGCTCTGCCTTCT3’

RP 5’CCATGGGTAGCAGCTCCTTC3’



	8. 
	SMAD4
	FP 5’GTTCAGGTAGGAGAGACGTTTAAGGT3’ 

RP 5’CCTTTACATTCCAACTGCACTCCT3’



	9. 
	GAPDH
	FP  5’AGAAGGCTGGGGCTCATTTG3’

RP 5’AGGGGCCATCCACAGTCTTC3’




Supplementary Table 2: Percentage of cells distributed in different phase of cell cycle in untreated RB cells, HMGA2-aptamer treated RB cells and mix-aptamer treated RB cells. AVG: Average of triplicate experiments; S.D.: Standard deviation of triplicate experiments. 

	Experimental 

groups
	Y79
	Weri Rb1

	
	G0-G1 (%)
	G2-M (%)
	S

(%)
	Dead

(%)
	G0-G1

 (%)
	G2-M (%)
	S

(%)
	Dead

(%)

	Control
	58.57
	18.55
	20.03
	0
	61.4
	20.1
	16.23
	0

	 
	57.78
	18.75
	20.31
	0
	61.39
	19.75
	16.45
	0

	 
	58.32
	19.35
	19.31
	0
	60.74
	20.66
	16.51
	0

	AVG
	58.22
	18.88
	19.88
	0.00
	61.18
	20.17
	16.40
	0.00

	SD
	0.33
	0.34
	0.42
	0.00
	0.31
	0.37
	0.12
	0.00

	HMGA2-aptamer
	63.6
	6.24
	28.44
	0.94
	73.3
	9.26
	17.89
	0.02

	 
	69.67
	5.27
	23.73
	0.69
	73.28
	3.01
	23.81
	0.02

	 
	66.45
	11.86
	19.72
	0.44
	72.08
	3.06
	24.88
	0.01

	AVG
	66.57
	7.79
	23.96
	0.69
	72.89
	5.11
	22.19
	0.02

	SD
	2.48
	2.91
	3.56
	0.20
	0.57
	2.93
	3.07
	0.00

	mix-aptamer

(Scramble)
	17.22
	16.7
	55.49
	0
	42.09
	20.88
	31.21
	0

	 
	13.04
	16.28
	59.25
	0
	41.26
	21.32
	31.63
	0

	 
	12.19
	16.12
	60.12
	0
	40.84
	20.76
	32.44
	0

	AVG
	14.15
	16.37
	58.29
	0.00
	41.40
	20.99
	31.76
	0.00

	SD
	2.20
	0.24
	2.01
	0.00
	0.52
	0.24
	0.51
	0.00


Supplementary Table 3: Shows the gene levels in the HMGA2-aptamer treated RB cells and MIO-M1cells. 

	
	Genes
	Aptamer
	Y79
	Weri Rb1
	MIO-M1

	S.No
	
	
	Average fold change

(log2 ratio)
	Average fold change

(log2 ratio)
	Average fold change

(log2 ratio)

	
	TGFß
	AT
	5.300 (1.5)
	5.160 (2.5)
	-1.325(0.6)

	1. 
	
	Mix
	0.698 (0.0)
	-5.435(0.2)
	0.135(0.2)

	2. 
	SNAIL
	AT
	-5.865 (1.6)
	-4.015(0.4)
	0.718(0.2)

	3. 
	
	Mix
	-0.016 (0.3)
	9.935(0.7)
	0.100(0.0)

	4. 
	CDH1
	AT
	4.505 (0.0)
	6.471(0.3)
	-0.040(0.5)

	5. 
	
	Mix
	0.818(0.0)
	-6.838(2.8)
	-0.122(0.2)

	6. 
	SMAD4
	AT
	4.173 (0.6)
	3.152 (2.3)
	-7.480 (3.1)

	7. 
	
	Mix
	-5.193 (2.1)
	-2.115 (0.4)
	-7.415 (2.6)

	8. 
	Bcl2
	AT
	-4.302 (0.2)
	-5.110 (0.4)
	-5.057 (0.2)

	9. 
	
	Mix
	6.075 (0.9)
	1.485 (0.2)
	-6.655 (0.5)

	10. 
	BAX
	AT
	2.321 (0.4)
	1.590 (0.3)
	-5.399 (0.3)

	11. 
	
	Mix
	-3.455 (1.9)
	-1.350 (0.2)
	-9.045 (1.3)

	12. 
	PARP
	AT
	7.620 (0.9)
	3.354 (1.2)
	-4.962 (0.3)

	13. 
	
	Mix
	-2.265 (0.0)
	-5.629 (1.8)
	-4.335 (1.8)

	14. 
	CASP 3
	AT
	3.571 (0.3)
	4.682 (0.9)
	-4.577 (0.2)

	15. 
	
	Mix
	-7.435 (1.2)
	-5.075 (0.0)
	-1.922 (0.2)

	16. 
	
	
	
	
	


3

