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DNA Sequences

Number

Sequences (5°-3°)

1)

AGG CAG TTGAGACGAACATTC CTAAGT CTGAAATTTATCACC
CGC CATAGTAGACGTATCACC

@)

CTT GCTACACGATTCAGACTT AGG AAT GTT CGA CAT GCG AGG
GTC CAATAC CGACGATTACAG

3)

GGT GAT AAAACG TGT AGC AAG CTG TAATCG ATT TTAATG CCA
AAG ACACTC GCTACATTG GCATAAATAACT ACT ATG GCG

(4)

FAM-TAAAAACGG TAT TGG ACC CTC GCATGACTC AACTGCCTG
GTG ATACGATAT TT-TAMRA

()

TGTAGC GAG TGT CTT TGG CAT ACT TGATCA

(6)

TGATCAAGT ATG CCAAAG ACACTCGCTACA

()

TGATCAAGTATT CCAAAG ACACTC GCTACA

(8)

GGT GAT AAAACG TGT AGC AAG CTG TAATCG ATT TTAACC TGG
GAATAC TCC CCC AGG TAAATAACT ACT ATG GCG

©)

ACC TGG GGG AGT ATT GCG GAG GAAGGT

(10)

ACC TGG GGG AGT ATTACG TAG TAACGT

TK1 forward

CTCCTACCCACTGGTCTGCTTA

TK1 reverse

CAG GGA GAACAGAAACTCAGCA

GAPDH forward

TGG GTG TGAACCATG AGAAGT

GAPDH reverse

TGAGTC CTT CCACGATAC CAA

Table S1. The DNA sequences used in this work.
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Scheme S1. The assembly mechanism and process of the CF-DTMB.
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Figure S1. DLS measurement of CF-DTMB showed its hydrodynamic diameter of
14.3nm.
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Figure S2. The nuclease resistance analysis of MB, DTMB and CF-DTMB by agarose
electrophoresis. (a) Gel analysis of DNase I-treated samples with Omin, 10min, 20min,
40min and 60min incubation time, respectively. (b) Gel analysis of Exo IlI-treated CF-
DTMB with Oh, 1h, 2h and 4h incubation time, respectively.
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Figure S3. Cell viability assay (MTT assay). HepG2 cells were incubated with different
concentrations of CF-DTMB for 6 h, 12 h, 18 h and 24 h. Black bar stands for 0 nM
probes; light grey bar stands for 50 nM probes; dark gray bar stands for 100 nM probes.
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Figure S4. Thermodynamic studies of the CF-DTMB with or without target DNA.

S-8




FAM

TAMRA

Merged

Figure S5. Optimization of the best imaging time for the CF-DTMB with living cells.
HepG2 cells were incubated with 100 nM probes for different time point at 37°C for
confocal microscopy. Scale bars are 20 pm.
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Figure S6. (a) and (b) were flow cytometry analysis of CF-DTMB incubated with
HepG2 cells and HL-7702 cells, respectively.
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Figure S7. Analysis of Tkl mRNA expressions in HepG2 and HL-7702 cells by qRT-

PCR.

S-11




FAM TAMRA Hoechst

Merged

Figure S8. Co-localization analysis of the CF-DTMB by confocal microscopy. Cell
nucleus was counterstained with Hoechst dye (blue). Green channel and red channel
were collected under the excitation of 488nm. Scale bars were 20 pm.
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