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Figure S1. Schematic presentation of self-assembled branched DNA (bDNA) nanostructures containing (a) scramble sequences, (b) 

antimiR sequences of has-miR-106b-5p, (c) antimiR sequences of has-miR-128-3p, (d) antimiR sequences of has-miR-148b-3p, (e) 

antimiRNAs sequences of 106, 128 and duplicate sequence of antimiR-148 which named as antimiR-bDNA-mix and (f) bDNA-

Alex488 having fluorescein labeled at the 5' end of the oligo B. 



3’UTR Sequence of SUMF1: Length-998bp

>hg38_knownGene_ENST00000272902.10 range=chr3:4361146-4362143 5'pad=0 
3'pad=0 strand=- repeatMasking=none

CAACCAAGGAAAGTCTTCCCCAGTCCAAGGAGCAGTCGTGTCTGACCTAC
ATTGGGCTTTTCTCAGAACTTTGAACGATCCCATGCAAAGAATTCCCACC
CTGAGGTGGGTTACATACCTGCCCAATGGCCAAAGGAACCGCCTTGTGAG
ACCAAATTGCTGACCTGGGTCAGTGCATGTGCTTTATGGTGTGGTGCATC
TTTGGAGATCATCACCATATTTTACTTTTGAGAGTCTTTAAAGAGGAAGG
GGAGTGGAGGGAACCCTGAGCTAGGCTTCAGGAGGCCCGCGTCCTACGCA
GGCTCTGCCACAGGGGTTAGACCCCAGGTCCGACGCTTGACCTTCCTGGG
CCTCAAGTGCCCTCCCCTATCAAATGAAGGGATGGACAGCATGACCTCTG
GGTGTCTCTCCAACTCACCAGTTCTAAAAAGGGTATCAGATTCTATTGTG
ACTTCATAGTGAGAATTTATTATAGATTATTTTTTAGCTATTTTTTCCAT
GTGTGAACCTTGAGTGATACTAATCATGTAAAGTAAGAGTTCTCTTATGT
ATTATTTTCGGAAGAGGGGTGTGGTGACTCCTTTATATTCGTACTGCACT
TTGTTTTTCCAAGGAAATCAGTGTCTTTTACGTTGTTATGATGAATCCCA
CATGGGGCCGGTGATGGTATGCTGAAGTTCAGCCGTTGAACACATAGGAA
TGTCTGTGGGGTGACTCTACTGTGCTTTATCTTTTAACATTAAGTGCCTT
TGGTTCAGAGGGGCAGTCATAAGCTCTGTTTCCCCCTCTCCCCAAAGCCT
TCAGCGAACGTGAAATGTGCGCTAAACGGGGAAACCTGTTTAATTCTAGA
TATAGGGAAAAAGGAACGAGGACCTTGAATGAGCTATATTCAGGGTATCC
GGTATTTTGTAATAGGGAATAGGAAACCTTGTTGGCTGTGGAATATCCGA
TGCTTTGAATCATGCACTGTGTTGAATAAACGTATCTGCTAAATCAGG

Figure S2. The nucleotide sequence of 3’UTR of SUMF1 used to study the miRNA binding sites.



Figure S3. Expression of SUMF1 in BT474 upon transfection with (a,b) miRNA-106, 128 and 148 sequences and (b) bDNA 
structures containing antimiR sequences for miRNA-106, 128 and 148 as observed in qRT-PCR.



Table S1. Sequence of oligonucleotides used in the study including the self-assembly of bDNA structures. Primer sequence for 
reverse transcription of miRNAs, real time primers for genes and miRNA, miRNA oligonucleotides for miRNAs and antimiRs.

Sl. No. Oligo name Sequences No. of nucleotides

1 scramble-A 5’ TGCAGCTACCTCGCCTTG  TTT CTGAGGAGAGCAGCGCTTGGCCAGCGCCTC TTT TGCAGCTACCTCGCCTTG 3' 72

2 oligo B 5' CTGAGTGACGTTGTG TTT GAGGCGCTGGCCAAGCGCTGCTCTCCTCAG TTT CGAATGGAGAGGCAG 3' 66

3 Oligo B/Alex488N 5' Alex488N CTGAGTGACGTTGTG TTT GAGGCGCTGGCCAAGCGCTGCTCTCCTCAG TTT CGAATGGAGAGGCAG 3' 66

4 oligo C 5’ CTGCCTCTCCATTCG TTT TGAGCAGAAGGCAAGTAGCAGGACAGCAGA TTT CACAACGTCACTCAG 3’ 66

5 scramble-D 5’ TGCAGCTACCTCGCCTTG  TTT TCTGCTGTCCTGCTACTTGCCTTCTGCTCA TTT TGCAGCTACCTCGCCTTG 3' 72

6 antimiR-106 & 128A 5’  ATCTGCACTGTCAGCACTTTA TTT CTGAGGAGAGCAGCGCTTGGCCAGCGCCTC TTT AAAGAGACCGGTTCACTGTGA 3’ 78

7 antimiR-106 A 5’  ATCTGCACTGTCAGCACTTTA TTT CTGAGGAGAGCAGCGCTTGGCCAGCGCCTC TTT  ATCTGCACTGTCAGCACTTTA 3’ 78

8 antimiR-106D 5' ATCTGCACTGTCAGCACTTTA TTT TCTGCTGTCCTGCTACTTGCCTTCTGCTCA TTT ATCTGCACTGTCAGCACTTTA 3’ 78

9 antimiR-128A 5’ AAAGAGACCGGTTCACTGTGA TTT CTGAGGAGAGCAGCGCTTGGCCAGCGCCTC TTT AAAGAGACCGGTTCACTGTGA 3’ 78

10 antimiR-128D 5’ AAAGAGACCGGTTCACTGTGA TTT TCTGCTGTCCTGCTACTTGCCTTCTGCTCA TTT AAAGAGACCGGTTCACTGTGA 3’ 78

11 antimiR-148A 5’ ACAAAGTTCTGTGATGCACTGA TTT CTGAGGAGAGCAGCGCTTGGCCAGCGCCTC TTT ACAAAGTTCTGTGATGCACTGA 3' 80

12 antimiR-148D 5’ ACAAAGTTCTGTGATGCACTGA TTT TCTGCTGTCCTGCTACTTGCCTTCTGCTCA TTT ACAAAGTTCTGTGATGCACTGA 3' 80

13 hsa-miR-106b-5p(RvTs) 5' GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGAC ATCTGC 3' 50

14 hsa-miR-128-3p (RvTs) 5' GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACAAAGAG 3' 50

15 hsa-miR-148b-3p (RvTs) 5' GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACACAAAG 3' 50

16 miR SL_Universal (RT-R) 5' GTCGTATCCAGTGCAGGGT 3' 21

17 hsa-miR-148b-3p (RT-F) 5' AACAGTGTCAGTGCATCACAG 3' 18

18 hsa-miR-106b-5p(RT-F) 5' AACACGTGTAAAGTGCTGACA 3' 20

19 hsa-miR-128-3p (RT-F) 5' AACAGTGTCACAGTGAACCG 3' 18

20 antimiR-106b-5p 5' ATCTGCACTGTCAGCACTTTA 3' 21

21 antimiR-128-3p 5' AAAGAGACCGGTTCACTGTGA 3' 21

22 antimiR-148b-3p 5' ACAAAGTTCTGTGATGCACTGA 3' 22

23 hsa-miR-148b-3p 5' TCAGTGCATCACAGAACTTTGT 3' 22

24 hsa-miR-106b-5p 5' TAAAGTGCTGACAGTGCAGAT 3' 21

25 hsa-miR-128-3p 5' TCACAGTGAACCGGTCTCTTT 3' 21

26 Scramble 5’ TGCAGCTACCTCGCCTTG 3' 18

27 SUMF1 F 5' CCATCCCTGCTGGAGTA 3' 17

28 SUMF1 R 5' GGTCTTCACTTGCTCACTC 3' 19

29 18S RNA F 5' GTAACCCGTTGAACCCCATT 3' 20

30 18S RNA R 5' CCATCCAATCGGTAGTAGCG 3' 20



Table S2. AllgenPromo-based analysis for identifying binding sites of important transcription factors at 3kb upstream promoter of SUMF1. 

Factors predicted within a dissimilarity margin less than or equal to 15%.


