NO Age (years)

1 56
2 46
3 53
4 39
5 50
6 44
7 45
8 46
9 58
10 40
11 58
12 65
13 51
14 46
15 50
16 50
17 57
18 53
19 51
20 43
21 41
22 59
23 55
24 39
25 37
26 55
27 50
28 52
29 61
30 47
31 59
32 39
33 45
34 53
35 67
36 53
37 59
38 64
39 37
40 51
41 46
42 47
43 61
44 55
45 58
46 65
47 67
48 43
49 36
50 56
51 41
52 55
53 44
54 46
55 42
56 46
57 48
58 52
59 44
60 49
61 52
62 59

BCYRNI1 miR-330-5p HMGB3

1.48
1.27
1.11
0.59
1.27
1.11
1.92
1.01
0.62
1.16
1.39
1.02
1.64
1.23
1.71
1.12
1.48
1.27
0.74
1.22
1.14
1.26
0.53
1.72
0.83
1.00
0.97
0.92
1.24
0.80
1.21
1.01
1.43
0.72
1.38
0.69
0.95
0.90
1.09
1.55
0.77
0.97
0.99
1.45
1.03
1.41
1.52
1.26
0.59
1.23
1.52
1.80
1.00
1.69
1.67
1.65
1.23
1.27
1.30
1.68
1.14
1.61

Expression

0.67
0.49
0.74
1.10
0.59
1.16
0.41
1.08
1.27
1.23
0.64
1.04
0.78
1.30
0.64
1.16
0.53
1.05
0.49
1.24
1.25
1.14
1.36
0.67
0.65
0.99
1.21
1.08
0.76
0.99
1.07
0.96
0.97
1.03
0.61
0.86
0.96
1.29
1.02
0.62
0.49
0.95
1.29
0.52
0.84
0.81
0.69
0.97
1.35
0.85
0.68
0.44
0.80
0.76
0.52
0.81
0.59
0.73
1.31
0.68
1.15
0.53

1.65
0.88
0.97
0.93
1.58
1.65
1.78
1.34
1.56
1.54
1.34
0.91
1.16
0.82
1.38
0.81
0.95
0.78
1.20
0.65
0.76
0.96
0.63
1.69
0.80
0.68
0.84
0.70
1.59
1.01
1.05
0.88
0.71
0.81
0.88
0.76
1.45
1.67
1.26
0.90
0.77
0.98
1.51
1.16
0.98
1.37
1.25
1.48
0.65
1.02
1.64
1.71
1.18
1.46
1.45
1.68
1.37
1.27
1.55
1.66
1.55
1.01

Group

High expression
High expression
Low expression
Low expression
High expression
Low expression
High expression
Low expression
Low expression
Low expression
High expression
Low expression
High expression
High expression
High expression
Low expression
High expression
High expression
Low expression
Low expression
Low expression
High expression
Low expression
High expression
Low expression
Low expression
Low expression
Low expression
High expression
Low expression
Low expression
Low expression
High expression
Low expression
High expression
Low expression
Low expression
Low expression
Low expression
High expression
Low expression
Low expression
Low expression
High expression
Low expression
High expression
High expression
High expression
Low expression
High expression
High expression
High expression
Low expression
High expression
High expression
High expression
High expression
High expression
High expression
High expression
Low expression
High expression

CC patients

Cervical cancer

squamous cell carcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
adenocarcinoma
adenocarcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma
adenocarcinoma
squamous cell carcinoma
squamous cell carcinoma

Stage

FIGO stage II
FIGO stage II
FIGO stage [
FIGO stage |
FIGO stage [
FIGO stage |
FIGO stage II
FIGO stage II
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage I
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage [
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage II
FIGO stage II
FIGO stage [
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage I
FIGO stage II
FIGO stage I
FIGO stage II
FIGO stage |
FIGO stage II
FIGO stage II
FIGO stage [
FIGO stage I
FIGO stage II
FIGO stage II
FIGO stage [
FIGO stage |
FIGO stage [
FIGO stage II
FIGO stage [
FIGO stage I
FIGO stage II
FIGO stage I
FIGO stage [
FIGO stage [
FIGO stage II
FIGO stage I
FIGO stage II
FIGO stage I
FIGO stage II
FIGO stage [
FIGO stage II
FIGO stage II
FIGO stage [
FIGO stage II
FIGO stage II
FIGO stage [

Survival state

death
alive
death
alive
alive
alive
death
death
alive
death
alive
death
death
alive
death
death
death
alive
death
death
death
alive
alive
death
death
death
death
death
alive
death
death
death
death
alive
alive
alive
alive
death
death
death
death
death
death
alive
death
alive
death
alive
alive
alive
death
alive
alive
death
death
death
alive
alive
alive
death
death
death

Survival
time
33
60
12
60
60
21
6
42
60
9
60
12
48
60
18
15
21
60
60
3
6
60
60
15
6
45
57
27
60
48
6
12
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60
60
60
21
9
24
51
60
9
15
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33
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21
60
60
60
33
12
12
27
42
45
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60
60
33
15
57



Fig. 1. BCYRNI is overexpressed in CC, and it is responsible for poor prognosis and DDP-resistance of CC patients.

A, the relation between BCYRNI1 and CC predicted by Incrnadisease database.

| LncRNA | Disease | Dysfunction
name name type

Description Chr

Start

Strand | Species Alias

Genbank

Sequence | Reference

cervical

BCYRN1 e

Expression

BC200 RNAwas
expressed in
carcinomas of the
breast, cervix,
oesophagusjung, | chr2
ovary, parolid.and
tengue,but not in
corresponding
normal tissues

47335315 | 47335314 +

Human

BC200:
BC200a;
LINCO0DO04;
NCRNADOOO4,

NR_001568

9422992

B, BCYRNI expression in 62 pairs of CC and paracancerous tissues verified via RT-qPCR.

Sample NO.
GAPDH BCYRNI BCYRNI BCYRNI BCYRNI

1 17.12 2136 424 0.03 1.02 _ 257
2 1823 2197 374 0.53 145 g
3 1843 2254 41l 016 L12 2 2.0- o
4 17.99 22.56 4.57 0.30 0.81 = .
5 17.99 22.15 4.16 0.11 1.08 z
6 1810 2202 392 2036 128 5 1.5 P
7 18.66 22.57 391 -0.36 1.28 O
8 18.42 22.13 371 -0.56 1.48 i} 1.0
9 17.87 22.78 4.91 0.64 0.64 o
10 1867 2256 3.89 038 1.30 2
11 1778 2189 411 -0.16 112 J 0.5
12 18.67 23.23 4.56 0.29 0.82 &’
13 17.66 21.78 4.12 0.15 111
14 18.66 22.86 420 -0.07 1.05 0.0 T T
15 18.43 23.32 4.89 0.62 0.65 R K2
16 17.44 2245 5.01 0.74 0.60 ,L\rs" &
17 18.44 2242 3.98 -0.29 1.22 2 2
18 18.40 22.84 4.44 0.17 0.89 & o‘l‘\
19 1854 2267 413 014 1.10 ‘c)‘(\ ‘é,\‘\
20 1776 2177 401 -0.26 1.20 <* &
21 17.54 22.16 4.62 0.35 0.79 é‘b
22 18.56 23.13 4.57 0.30 0.81 Q
23 18.42 22.56 4.14 0.13 1.10
24 17.78 21.78 4.00 027 121
25 16.80 21.59 4.79 0.52 0.70
26 16.90 20.76 3.86 0.41 133
27 18.67 22.76 4.09 -0.18 113
28 18.66 23.16 4.50 023 0.85
29 18.65 23.24 4.59 0.32 0.80
30 17.55 22.36 4.81 0.54 0.69
31 16.78 20.78 4.00 027 121

para-carcinoma tissud 32 18.54 22.69 4.15 0.12 1.09
33 18.54 22.46 3.92 0.35 1.28
34 18.56 23.36 4.80 0.53 0.69
35 17.56 21.67 4.11 0.16 112
36 18.65 2291 426 -0.01 1.01
37 17.78 21.78 4.00 027 121
38 18.65 22.67 4.02 0.25 1.19
39 18.65 23.36 4.71 0.44 0.74
40 18.56 22.56 4.00 027 121
41 17.56 21.45 3.89 -0.38 1.30
42 18.54 23.41 4.87 0.60 0.66
43 18.43 22.36 3.93 0.34 127
44 18.56 22.65 4.09 -0.18 113
45 18.57 23.66 5.09 0.82 0.57
46 18.56 22.56 4.01 027 1.20
47 18.43 22.81 438 0.11 0.93
43 17.11 21.11 4.00 027 121
49 1821 22.58 437 0.10 0.93
50 17.67 21.56 3.89 -0.38 1.30
51 17.68 21.67 3.99 -0.28 1.22
52 18.32 22.64 432 0.05 0.97
53 17.54 22.56 5.02 0.75 0.60
54 18.12 22.00 3.88 -0.39 131
55 17.86 22.76 4.90 0.63 0.65
56 18.65 22.54 3.89 -0.38 1.30
57 17.56 22.36 4.80 0.53 0.69
58 18.65 22.67 4.02 0.25 1.19
59 17.76 22.36 4.60 0.33 0.80
60 17.88 21.92 4.04 0.23 1.17
61 1821 2232 4.11 -0.16 112
62 18.24 2243 4.19 -0.08 1.06
1 17.64 21.32 3.68 -0.56 1.48
2 18.34 21.74 3.40 -0.34 127
3 18.27 22.23 3.96 0.15 111
4 17.08 2241 533 0.76 0.59
5 17.11 20.93 3.82 0.34 127
6 17.56 21.32 3.76 0.16 111
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carcinoma tissue

10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
61
62

18.22
17.56
16.78
18.56
18.67
17.80
17.87
18.22
18.44
18.67
18.67
18.67
17.65
17.67
18.11
17.86
18.20
18.42
17.56
18.24
17.56
18.45
18.50
17.67
18.56
17.77
17.88
18.23
18.56
18.44
18.56
18.46
17.56
18.56
18.21
17.45
17.56
18.40
18.45
17.55
18.45
18.65
17.45
17.56
18.40
18.45
17.55
18.45
18.26
18.46
18.56
17.11
18.45
18.56
18.56
17.78

21.19
21.26
22.38
2224
22.30
22.33
21.28
22.12
22.56
23.52
22.08
22.71
2221
21.39
22.54
22.10
23.26
21.64
22.62
22.10
21.69
23.07
22.78
22.80
22.28
21.91
21.28
23.50
2221
23.24
22.63
22.63
22.15
21.93
22.48
22.36
21.50
21.95
23.50
21.06
22.23
22.32
22.58
21.15
21.79
21.92
22.57
21.57
22.42
21.63
23.06
20.79
22.67
21.85
22.48
21.28

297
3.70
5.60
3.68
3.63
4.53
3.41
3.90
4.12
4.85
3.41
4.10
4.56
3.72
4.43
4.24
5.06
3.22
5.06
3.86
4.13
4.62
4.28
5.13
3.72
4.14
3.40
5.27
3.65
4.80
4.07
4.17
4.59
3.37
427
491
3.94
3.55
5.05
3.51
3.78
3.67
5.13
3.59
3.39
3.47
5.02
3.12
4.16
3.17
4.50
3.68
422
3.29
3.92
3.50

-0.94
-0.01
0.69
-0.21
-0.48
-0.03
-0.71
-0.30
-0.77
-0.16
-0.57
-0.34
0.43

-0.29
-0.19
-0.33
0.92
-0.78
0.27
0.00
0.04
0.12
-0.31
0.32
-0.28
-0.01
-0.52
0.47
-0.46
0.54
0.07
0.15

-0.12
-0.63
0.38
0.04
0.01

-0.54
-0.04
-0.50
-0.60
-0.33
0.76
-0.30
-0.60
-0.85
0.00
-0.76
-0.74
-0.72
-0.30
-0.34
-0.38
-0.75
-0.19
-0.69

1.92
1.01
0.62
1.16
1.39
1.02
1.64
1.23
1.71
1.12
1.48
1.27
0.74
1.22
1.14
1.26
0.53
1.72
0.83
1.00
0.97
0.92
1.24
0.80
1.21
1.01
1.43
0.72
1.38
0.69
0.95
0.90
1.09
1.55
0.77
0.97
0.99
1.45
1.03
1.41
1.52
1.26
0.59
1.23
1.52
1.80
1.00
1.69
1.67
1.65
1.23
1.27
1.30
1.68
1.14
1.61
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C, the relation between BCYRN1 expression and prognosis in 62 pairs of CC tissues analyzed by Kaplan-Meier analysis.

Fig. 1

High expression Low expression
NO. Survival statcSurvival time NO. [Survival state  Survival time

1 death 33 3 death 12

2 alive 60 4 alive 60 100+

5 alive 60 6 alive 21 -

7 death 6 8 death 42 E ]

11 alive 60 9 alive 60 ©

13 death 48 10 death 9 =

14 alive 60 12 death 12 il [

15 death 18 16 death 15 ‘g ' ,

17 death 21 19 death 60 g 25- - Lowexpression

18 alive 60 20 death 3 o —+ High expression
22 alive 60 21 death 6 0 T T T 1
24 death 15 23 alive 60 0 20 40 60 80
29 alive 60 25 death 6 Survival time (months)
33 death 60 26 death 45
35 alive 60 27 death 57
40 death 51 28 death 27
44 alive 54 30 death 48
46 alive 60 31 death 6
47 death 21 32 death 12
48 alive 60 34 alive 60

50 alive 60 36 alive 60

51 death 33 37 alive 21

52 alive 12 38 death 9

54 death 27 39 death 24

55 death 42 41 death 60

56 death 45 42 death 9

57 alive 60 43 death 15

58 alive 60 45 death 33

59 alive 60 49 alive 60

60 death 33 53 alive 12

62 death 57 61 death 15

D, DDP-resistance of CC cells in each group examined through MTT assay.
Sample OD (490 nm) Cell viability(%)
2.5 (ug/ml) 5 (ug/mL) 10 (ug/mlL) 20 (ug/mL) 40 (ug/mL) 80 (ug/mL) 160 (ug/mL) 320 (ug/mL)| 2.5 (ug/mL) 5 (ug/mL) 10 (ug/mL) 20 (ug/mL) 40 (ug/mL) 80 (ng/mL) 160 (ug/mL) 320 (ug/mL)
Replicate 1| 0.419 0.396 0.323 0.310 0.269 0.143 0.073 0.077 100 95 77 74 64 34 17 18
Replicate 2| 0.422 0.371 0.359 0.326 0.237 0.164 0.107 0.036 100 88 85 77 56 39 25 9

Hela

SiHa

CaSki

HeLa/DDP

CaSki/DDP

Replicate 3

Replicate 1
Replicate 2
Replicate 3

Replicate 1
Replicate 2
Replicate 3

Replicate 1
Replicate 2
Replicate 3

Replicate 1
Replicate 2
Replicate 3

0.438

0.461
0.451
0.463

0.492
0.484
0.479

0.556
0.545
0.536

0.631
0.620
0.619

0.371

0.416
0.425
0.382

0.420
0.452
0.423

0.546
0.550
0.509

0.601
0.602
0.648

0.353

0.403
0.370
0.368

0.404
0.413
0.362

0.484
0.515
0.473

0.594
0.601
0.563

0.296

0.366
0.349
0.316

0.391
0.359
0.343

0.469
0.437
0.421

0.533
0.581
0.532

Replicate 3

58.87

67.60

76.66

126.93

Sample Hela SiHa CaSki HeLa/DDP CaSki/DDP
Replicate 1 59.31 63.41 76.85 126.78 155.91
Replicate 2 63.11 65.94 82.73 122.11 151.76

158.61

0.262

0.294
0.300
0.271

0.362
0.349
0.308

0.396
0.431
0.400

0.496
0.517
0.483

0.193

0.222
0.163
0.193

0.242
0.253
0.204

0.374
0.361
0.330

0.431
0.485
0.449

0.089 0.067

0.143
0.157
0.181

0.137

Cell viability (%)

0.217
0.165
0.185

0.130

0.250
0.259
0.212

0.179

0.317
0.305
0.276

0.208

100 85 81 68 60 44 20 15

100 94 82

100 93 85 74 72 52 34 27

100 101 94 80 79 66 48 33

95
100 97 97 94 83 78 49 34
105

T T T T T T
10 20 40 80 160 320
DDP (ug/mL)

25 5
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SiHa
CaSki
HelLa/DDP
CaSki’DDP
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E, BCYRNI expression in CC cells verified via RT-qPCR.

Sample

GAPDH BCYRNI BCYRNI

Replicate 1 17.84 22.03
Replicate 2 17.65 21.89
HcerEpic Replicate 3 18.09 22.25

Replicate 1 17.73 20.61
Replicate 2 18.56 21.64
Hela Replicate 3 18.12 20.88

Replicate 1 18.28 21.13
Replicate 2 17.02 19.85
SiHa Replicate 3 16.98 19.84

Replicate 1 17.99 20.54
Replicate 2 1831 20.93
CaSki Replicate 3 17.83 20.33

Replicate 1 17.42 19.74
Replicate 2 17.10 19.60
HeLa/DDP Replicate 3 17.89 20.07

Replicate 1 17.86 19.92
Replicate 2 17.29 19.47
CaSki/DDP Replicate 3 17.89 19.86

BCYRNI1 BCYRNI1
-0.01 1.00
0.04 0.97

-0.04 1.03

-1.31
-1.16 223
-1.40

Relative BCYRN1 level

-1.41 2.66

-1.64
-1.62 3.07
-1.66

-1.87
-1.74 3.34
-1.98

-2.13
-2.06 4.17
-2.19

w| |

©. 0P R
FEF LSS

Y O
Sl
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Fig. 2. BCYRNI knockout reduces DDP-resistance of CC cells.

HeLa/DDP and CaSki/DDP cells were infected with sh-BCYRNI, with sh-NC as NC. A, interfere efficiency of sh-BCYRNI tested via RT-qPCR.

HeLa/DDP

CaSki/DDP

HeLa/DDP and CaSki/DDP cells were infected with sh-BCYRNI, with sh-NC as NC. B and C, cell DDP-resistance determined using MTT assay (B) and colony formation assay (C).

B
HeLa/DDP

CaSki/DDP

C
HeLa/DDP

CaSki/DDP

cerEpic

ontrol

sh-NC

Replicate 3

Replicate 1
Replicate 2
Replicate 3

Replicate 1
Replicate 2
Replicate 3

18.09

17.42
17.10
17.89

17.83
17.99
17.59

22.25

19.74
19.60
20.07

20.18
20.49
19.85

4.16

232
2.50
2.18

235
2.50
2.26

-0.04

-1.87
-1.74
-1.98

-1.84
-1.74
-1.90

Sample AACt
GAPDH _ BCYRNI BCYRNI BCYRNI BCYRNI1
Replicate 1f  17.84 22.03 4.19 -0.01 1.00
Replicate 2| 17.65 21.89 424 0.04 0.97

1.03

|

3.66
334
3.94

|

3.58
334
3.73

|

Replicate 1| 18.22 21.30 3.08 111 2.16
Replicate 2|  18.37 21.50 3.13 111 2.16
sh-BCYRNI|Replicate 3| 18.44 21.61 3.17 -0.99 1.99

|

cerEpic

ontrol

sh-NC

sh-BCYRNI,

Replicate 3

Replicate 1
Replicate 2
Replicate 3

Replicate 1
Replicate 2
Replicate 3

Replicate 1
Replicate 2
Replicate 3

18.09

17.86
17.29
17.89

17.83
17.91
17.59

18.79
1732
18.16

22.25

19.92
19.47
19.86

19.79
20.10
19.67

2142
19.92
20.98

4.16

2.06
2.18
1.97

1.96
2.19
2.08

2.63
2.60
2.82

-0.04

-2.13
-2.06
-2.19

-2.23
-2.05
-2.08

-1.56
-1.64
-1.34

Sample
GAPDH__BCYRNI BCYRNI BCYRNI __BCYRNI
Replicatc 1| 1784 22.03 419 00l 1.00
Replicate 2| 17.65 21.89 424 0.04 097

1.03

|

438
4.17
4.56

|

Relative BCYRN1 level

4.69
4.14
4.23

|

2.95
312
2.53

|

Relative BCYRN1 level

o
1

EN
1

w
1

N
1

-
1

o
[l

Control

Control

Hela/DDP

sh-NC  sh-BCYRN1

CaSki/DDP

sh-NC

sh-BCYRN1
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50 (vg/mb) DDP

Sample OD (490 nm) Cell viability(%) |
2.5 (ug/mL) 5 (ug/mL) 10 (ng/mL)20 (ug/ml) 40 (ug/mL) 80 (ug/mL) 160 (ug/mL) 320 (ng/mL)|2.5 (we/mL) 5 (ug/mL) 10 (ug/mL) 20 (ng/mL) 40 (we/mL) 80 (ug/mL) 160 (ug/mL) 320
Replicate 1| 0.556 0.546 0484 0469 0.396 0.374 0.250 0.177 87 84 71 67 45
Replicate 2| 0.545 0.550 0515 0437 0431 0.361 0.259 0.179 100 101 94 80 79 66 48 33
control | Replicate 3| 0.536 0.509 0473 0.421 0.400 0.330 0212 0.201 100 95 88 79 75 62 40 38
Replicate 1| 0.535 0.520 0.482 0.428 0.370 0.359 0.229 0.191 100 97 90 80 69 67 43 36
Replicate 2| 0.565 0.567 0.531 0.463 0.436 0.402 0.256 0.160 100 100 94 82 77 71 45 28
sh-NC | Replicate 3| 0.544 0.525 0.468 0.424 0.395 0.374 0.255 0.190 100 97 86 78 73 69 47 35
Replicate 1| 0.483 0.461 0.385 0.343 0.301 0.221 0.168 0.089 100 95 80 71 62 46 35 18
Replicate 2| 0473 0.444 0.405 0.357 0.329 0.239 0.124 0.105 100 94 86 75 70 51 26 22
sh-BCYRN1| Replicate 3| 0.479 0.430 0430 0334 0.288 0.215 0.168 0.136 100 90 90 70 60 45 35 28
Sample control sh-NC  sh-BCYRNI1
Replicate 1| 126.78  122.24 7241
Replicate2 | 122.11 12411 7713
Replicate 3| 12693 127.30 73.15
Sample OD (490 nm) Cell viability(%) |
2.5 (ug/mL) 5 (ug/mL) 10 (ng/mL)20 (ug/ml) 40 (ug/mL) 80 (ug/mL) 160 (ug/mL) 320 (ug/mL)|2.5 (we/mL) 5 (ug/mL) 10 (ug/mL) 20 (ng/mL) 40 (we/mL) 80 (ug/mL) 160 (ug/mL) 320
Replicate 1| 0.631 0.601 0594 0533 0.496 0.431 0317 0.274 100 95 68 43
Replicate 2| 0.620 0.602 0.601 0.581 0.517 0.485 0305 0.208 100 97 97 94 83 78 49 34
control | Replicate 3| 0.619 0.648 0.563 0.532 0.483 0.449 0.276 0.243 100 105 91 86 78 73 45 40
Replicate 1| 0.615 0.630 0576 0555 0.466 0.434 0.295 0.242 100 102 94 90 76 71 48 39
Replicate 2|  0.628 0.595 0570 0553 0.495 0.422 0317 0.244 100 95 91 88 79 67 50 39
sh-NC | Replicate 3| 0.609 0.590 0.576 0503 0.484 0.458 0.259 0.217 100 97 95 33 79 75 43 36
Replicate 1] 0.531 0.486 0464 0409 0.374 0.332 0.207 0.167 100 92 87 77 70 63 39 31
Replicate 2| 0.542 0.521 0451 0431 0.379 0.330 0.188 0.128 100 9 83 80 70 61 35 24
sh-BCYRN1| Replicate 3| 0.534 0.519 0.498 0.382 0.356 0.303 0216 0.138 100 97 93 72 67 57 40 26
Sample control sh-NC  sh-BCYRNI1
Replicate 1| 15591  158.23 99.01
Replicate2 | 151.76  150.95 92.75
Rcilicams 15861  155.09 94.53
Sample control sh-NC  sh-BCYRN1 HelLa/DDP CaSki/DDP
Replicate 1| 207 207 129 ,.,. 300 T
Replicate 2| 214 214 125
Replicate 3 | 211 208 123 250
E 3
g
: £ 150
Sample | control ___sh-NC__sh-BCYRNI S e
Replicate 1| 246 256 168 g £ 100
Replicate 2 | 251 249 163 3 3
Replicate 3 | 240 172 50
0
Control sh-NC  sh-BCYRN1 Control sh-NC  sh-BCYRN1

Cell viability (%)

Cell viability (%)

HelLa/DDP HelLa/DDP
100 150 .
o
75 E
S 100
2
5O=foererorcrcecacasastossrncarerosNgeooNasoeoces 3
- control e
50
25—~ sh-NC
—+— sh-BCYRN1
O T T T T 7T o
25 5 10 20 40 80 160 320 Control sh-NC  sh-BCYRN1
DDP (ug/mL)
80 CaSki/DDP 200 CaSki/DDP
75 150
E
50+ g 100
—e= control Q
25— sh-NC 50
—— sh-BCYRN1
c T T T T T T T T 0
25 5 10 20 40 80 160 320 Control  sh-NC sh-BCYRN1

DDP (ug/mL)



Fig. 3

Fig. 3. BCYRNI competitively binds to miR-330-5p to improve HMGB3 mRNA level.

A, BCYRNI localization in CC cells predicted via online database (wwiw.csbio.situ.cdu.cn).

IncLocator Predicton Resut- |

Subcelularfocations | score
Gytopiasm 054472143280
Nucteus 0.0801740965614
Ribosome 0047786199333
Gytosol 0261352048281
Exosome 0291620245439

Predicted location

Cytopizsm

B, BCYRNI expression in DDP-resistant CC cells measured by RT-gPCR following the fractionation of nuclear and cytoplasmic RNA assay.

Sample Sample Sample
Replicate 1 . . -3.92 Replicate 1 1791 20.54
. Replicate 2! . . 4.24 Replicate 2 | 17.85 20.28
cytoplasm | Replicate 3 cytoplasm | Replicate 3 . . -4.04 X cytoplasm Replicate 3 | 18.05 20.43
HeLa/DDP HeLa/DDP HeLa/DDP =
Replicate 1
Replicate 2
nucleus nucleus nucleus Replicate 3
Replicate 1
Replicate 2
cytoplasm cytoplasm cytoplasm
CaSki/DDP CaSki/DDP CaSki/DDP =
Replicate 1
Replicate 2
nucleus nucleus nucleus Replicate 3
HeLa/DDP| Sample U6 GAPDH BCYRNI U6 GAPDH BCYRNI HelaDDP
Replicate 1] 1.06 0.90 0.90 1139 8747 77.08 2007 B3 cytoplasm
Replicate 2|  0.98 1.13 1.04 14.85 83.35 76.47 g . nucleus
cytoplasm Replicate 3| 0.97 0.98 1.07 9.88 82.86 73.21 g 1509
£
£ 100
a
2 5o
g
nucleus o
Us GAPDH BCYRN1
CaSki/DDP| Sample U6 GAPDH BCYRNI U6 GAPDH BCYRNI CaskiDDP
Replicate 1| 0.97 0.96 0.96 2223 82.26 77.69
Replicate 2 1.03 0.98 1.09 19.49 80.48 81.09 _
cytoplasm Replicate 3 1.00 1.06 0.96 18.01 77.25 78.98 E:«'W'
E 1004
H
‘5 504
nucleus e .l
U6 GAPDH BCYRN1
C, the binding sites of BCYRN1 and miR-330-5p and of miR-330-5p and HMGB3 predicted via RNA22 and Starbase databases.
miR Name o | transcript name s P pvalue
heamiRS0ib3p | NC_000002 12_eraasans aTaassta |21 850 GCCTGTANTCCCAGTCTCAGGGA | aT4E2
NiNAToGoAeRs" | Moo sapans Gvomosoms 2 GRCNSS T T
P13 Pimary sy coaATTCTGTGTC.CoBRTETET
Binding Site of hsa-miR-330-5p on HMGE3 :
Binding Site Class Alignment
chrX:150158480-150158487[+] | | 7mer-m8 Target: §' ggUUGUGAGGUUUGCCCAGAGG 3'
11 i
mIiRNA: 3" cgGAUUCUGUGUCCGGGUCUCU 5
D, the binding relation between BCYRN1 and miR-330-5p verified through RIP assay.
HeLa/DDP|
Sample
P GAPDH____BCYRNI Hela/DDP
18.15 20,61 g = 196
17.88 2042 2.54 0.03 0.98

18.06 20.59

mimic NC

Ago2

Relative BCYRN1 level

=1 Ago2 -
R .
4
2
o

mimic NC  miR-330-5p mimic

miR-330-5p mimic

CaSki/DDP|

Sample

GAPDH BCYRNI BCYRNI CaSki/DDP
Replicate 1 1843 20.09 1.66 -0.05 1.04 . G .

Replicate 2, 17.96 19.67 171 0.00 1.00 813 Ago2
18G | Replicate 3 17.74 19.51 177 0.06 096 .
6
mimic NC ]

Ago2 i : 4

-
&2
IeG ; X . 0

mimic NC - miR-330-5p mimic

Relative BCYRN1 level

miR-330-5p mimic

Ago2

E, the target relation of BCYRN1 and miR-330-5p and of miR-330-5p and HMGB3 confirmed via dual-luciferase reporter gene assay.
HeLa/DDP| Relative luciferase activity _Relative luciferase activity(of N(| Hel.a/DDP

mimic NC miR-330-5p mimid mimic NC mi mimic 2 1-5- @ mimic NC

> = miR-330-5p mimic

Sample

Replicate 1

Replicate 2 K]
BCYRNIWT | Replicate 3 ﬁ 1.0
$
S -
2 054
2
BCYRNI MUT k]
]
& o0
BCYRN1WT BCYRN1 MUT
__ _ __ _ CasSki/DDP
CaSki/DDP| Relative luciferase activity _Relative luciferase activity(of N(
Sample — - — 1.5 mm mimic NC
mimic NC_miR-373-5p mimiq_mimic NC_miR-373-5p mimic 2 '* ] .
Replicate 1] 0.58 026 1.00 044 2 =31 miR-330-5p mimic
Replicate 2| 0.56 0.27 0.96 048 8
BCYRNIWT | Replicate 3| 0.60 0.22 1.04 036 $ 1.0
4
3
S "
Replicate | 2 0.5
Replicate 2 g
BCYRNI MUT | Replicate 3| 5
& g
BCYRN1WT BCYRN1MUT
HeLa/DDP! HeLa/DDP

Sample 157 mm mimic NC

=3 miR-330-5p mimic

Replicate 1
Replicate 2
HMGB3 WT | Replicate 3

HMGB3 MUT

Relative luciferase activity
o °o -
o o o
T T T
:

HMGB3WT HMGB3 MUT

CaSki/DDP| Sample Relative luciferase activity _Relative luciferase activity(of N(| CaSki/DDP
mimic NC_miR-373-5p mimiq_mimic NC_miR-373-5p mimic = , 1.5- W8 mimic NC
Replicate 1|~ 0.52 027 1.00 0.52 s = miR-330-5p mimic
Replicate 2| 0.54 0.20 1.04 038 g
HMGB3 WT | Replicate 3| 0.49 0.22 0.95 0.45 2 1.0
g
£
S -
; 0.54
HMGB3 MUT %
T
& 0,0
HMGB3WT HMGB3 MUT
F, expressio

miR-330-5p
1.05

miR-330-5p  miR-330-5p _miR-330-5p
1 13.42 21.55 8.13 -0.07

2 14.23 2241 8.18 -0.02 1.02
3 1422 21.89 7.67 -0.53 1.45
4 13.99 2232 833 0.13 0.92
5 1423 22.15 7.92 -0.28 122




para-carcinoma issuc|

14.10
1422
14.42
1422
14.67
13.42
14.67
13.33
14.66
1443
13.44
14.20
14.40
13.65
13.76
13.11
14.56
13.22
13.78
14.42
12.90
14.67
14.54
13.65
14.32
12.78
12.67
14.54
14.42
13.56
14.54
13.78
14.54
14.65
14.51
13.56
14.56
1443
14.43
14.57
13.55
1443
13.54
14.21
13.67
13.54
14.44
13.54
13.50
12.67
13.86
13.52
12.86
13.83
13.88
13.64
14.24

22.64
22.14
22.81
2254
22.56
21.54
2244
22.36
22.58
2345
2145
23.14
2243
21.56
2231
2111
22.67
21.12
2249
2244
21.26
23.56
2242
2241
22.81
20.76
21.16
2246
22.81
21.67
22.77
21.61
23.14
2282
22.54
2145
2291
22.55
22.83
2234
2142
22.81
2143
2241
21.56
22.36
22.56
22.16
21.25
20.68
21.67
2142
21.61
21.87
22.46
21.64
22.14

8.54
7.92
839
832
7.89
8.12
777
9.03
7.92
9.02
8.01
8.94
8.03
791
8.55
8.00
8.11
7.90
8.71
8.02
836
8.89
7.88
8.76
8.49
7.98
8.49
7.92
839
8.11
823
7.83
8.60
8.17
8.03
7.89
835
8.12
8.40
7.77
7.87
8.38
7.89
8.20
7.89
8.82
8.12
8.62
7.75
8.01
7.81
7.90
8.75
8.04
8.58
8.00
7.90

0.33

-0.28
0.19
0.12

-0.31
-0.08
-0.43
0.83

-0.28
0.82

-0.19
0.74
-0.17
-0.29
0.35

-0.20
-0.09
-0.30
0.51

-0.18
0.16
0.69
-0.32
0.56
0.29
-0.22
0.29
-0.28
0.19
-0.09
0.03

-0.37
0.40

-0.03
-0.17
-0.31
0.15

-0.08
0.20

-0.43
-0.33
0.18

-0.31
0.00

-0.31
0.62

-0.08
0.42

-0.45
-0.19
-0.39
-0.30
0.55

-0.16
0.38

-0.20
-0.30

0.79
1.22
0.88
0.92
124
1.06
1.35
0.56
122
0.57
1.14
0.60
113
1.22
0.79
115
1.07
1.23
0.70
1.13
0.90
0.62
125
0.68
0.82
1.17
0.82
1.22
0.88
1.07
0.98
129
0.76
1.02
113
124
0.90
1.06
0.87
1.35
126
0.88
124
1.00
124
0.65
1.06
0.75
137
1.14
1.31
1.23
0.68
1.12
0.77
115
1.23

1 12,67 2138 871 0.58 0.67
2 13.86 23.08 9.22 1.04 049
3 13.52 21.62 8.10 043 0.74
4 12.86 2105 8.19 20.14 110
5 13.83 2251 8.68 0.76 059
6 13.56 2188 8.32 0.22 116
7 14.22 2343 9.21 129 041
8 13.56 21.84 8.28 011 1.08
9 12.78 20.75 797 20.35 127
10 14.56 2215 7.59 20.30 123
1 14.67 2343 8.76 0.64 0.64
12 13.80 2151 771 20.06 1.04
13 14.54 23.93 9.39 036 0.78
14 13.22 20.76 7.54 0.38 130
15 14.42 24.08 9.66 0.64 0.64
16 14.42 2221 7.79 0.22 116
17 14.67 2453 9.86 092 053
18 14.42 2238 7.96 0.07 1.05
19 13.65 22.60 895 1.04 049
20 13.54 2178 8.24 031 124
21 14.11 21.79 7.68 0.32 125
2 14.44 2236 7.92 20.19 L14
23 14.55 2201 7.46 044 136
24 14.42 23.70 9.28 0.57 0.67
25 13.54 22.19 8.65 0.63 065
26 14.24 22.62 8.38 0.02 099
27 14.36 2297 8.61 20.28 121
28 14.45 222 777 2011 1.08
29 14.55 2371 9.16 040 0.76
30 14.50 23.01 8.51 0.02 099
31 14.56 2244 7.88 20.10 1.07

carcinoma tissue 3 12.77 2132 8.55 0.06 096
33 13.88 21.84 7.96 0.04 097
34 14.66 2301 8.35 0.04 1.03
35 14.56 2339 8.83 0.72 061
36 14.55 23.00 8.45 022 086
37 1342 2131 7.89 0.06 096
38 14.43 22.66 823 037 129
39 14.66 22.80 8.14 0.03 1.02
40 12.44 2117 8.73 0.70 0.62
41 14.21 23.13 892 1.03 049
42 14.65 23.07 8.42 0.07 095
43 13.56 2131 7.75 037 129
44 14.55 2388 9.33 093 0.52
45 14.45 2248 8.03 026 084
46 13.43 2161 8.18 031 081
47 14.55 2347 892 054 0.69
48 13.54 2148 7.94 005 097
49 14.65 242 777 043 135
50 14.60 272 8.12 023 083
51 13.65 23.02 9.37 055 0.68
52 14.65 23.97 9.32 120 044
53 13.76 22.70 894 032 080
54 14.65 2279 8.14 039 0.76
55 13.65 22.60 895 094 052
56 14.54 2265 8.11 030 081
57 14.44 23.09 8.65 0.75 059
58 14.55 2376 9.21 046 073
59 14.21 21.86 7.65 0.39 131
60 13.50 22,63 9.13 055 0.68
61 14.54 2234 7.80 20.20 115
62 14.44 23.26 8.82 092 0.53

Sample NO.
GAPDH HMGB3 HMGB3 HMGB3 HMGB3

1 17.92 2170 378 20.19 114
2 18.23 2.1 3.88 0.09 1.06
3 18.43 2243 400 0.03 098
4 18.22 232 410 013 091
5 17.99 2215 416 0.19 0.88
6 18.23 2249 426 029 082
7 18.10 21.98 3.88 20.09 107
8 18.22 2243 421 024 085
9 18.42 2243 401 0.04 097
10 18.67 2256 389 0.08 1.06
1 17.78 22.00 422 025 084
12 18.67 22.89 422 025 084
13 18.43 22.14 371 20.26 120
14 17.44 2143 399 0.02 099
15 18.20 2208 3.88 20.09 1.06
16 18.40 2254 414 017 089
17 17.65 2142 377 0.20 L1s
18 17.76 2167 391 0.06 1.04
19 18.54 22,67 413 0.16 089
20 17.76 22.00 424 027 083
21 17.54 2156 402 005 097
2 18.42 2267 425 028 082
23 16.90 20.65 375 0.22 116
2 18.67 2276 409 0.12 092
25 18.54 2241 387 20.10 1.07
26 17.55 2154 399 0.02 099
27 18.67 2245 378 20.19 114
28 19.66 2356 3.90 0.07 1.05
29 19.65 23.54 389 20.08 1.06
30 17.55 2167 412 0.15 090
31 16.78 21.00 422 025 084
para-carcinoma tissue] 32 16.67 2049 382 20.15 L1
33 18.54 2246 392 20.05 1.04
34 17.86 22,07 421 024 085
35 17.56 2167 411 0.14 091
36 18.54 2277 423 026 083
37 17.78 2145 3.67 20.30 123
38 18.65 22,67 402 005 097
39 18.65 2282 417 020 087
40 18.56 2254 398 001 099
41 17.56 2145 389 20.08 1.06
42 18.42 2259 417 020 087
43 18.43 2256 413 0.16 089
44 18.56 2236 380 017 112
45 18.57 2234 377 0.20 L1s
46 18.56 2256 401 0.04 098
47 18.43 2254 411 0.14 091
48 17.56 2143 387 20.10 1.07
49 18.22 22.11 389 20.08 1.06
50 17.56 2156 4.00 0.03 098
51 16.78 2055 377 0.20 L1s
52 18.56 2245 389 0.08 1.06
53 18.67 2256 389 20.08 1.06
54 16.67 20.65 398 001 099
55 17.86 2154 3.68 0.29 122
56 17.86 2156 3.70 027 121
57 18.65 2245 3.80 017 L12
58 17.56 2142 386 2011 1.08
59 18.65 242 377 0.20 L1s
60 17.88 2187 399 0.02 099
61 18.21 22.11 3.90 0.07 1.05
62 18.24 22.11 387 0.10 1.07
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1 17.83 20.89 3.06 -0.72 1.64
2 17.56 21.63 4.07 0.19 0.88
3 1822 2227 4.05 0.05 0.97
4 17.56 21.76 4.20 0.10 0.93
5 16.78 20.28 3.50 -0.66 1.58
6 17.56 21.10 3.54 -0.72 1.65
7 1822 2127 3.05 -0.83 1.77
8 17.56 21.35 3.79 -0.42 1.34
9 16.78 20.15 337 -0.64 1.56
10 18.56 21.83 3.27 -0.62 1.54
11 17.80 21.60 3.80 -0.42 1.34
12 18.54 22.90 436 0.14 0.91
13 18.22 2171 3.49 -0.22 116
14 18.42 22.69 4.27 0.28 0.82
15 1743 20.85 3.42 -0.46 1.38
16 17.86 2230 4.44 0.30 0.81
17 17.20 21.05 3.85 0.08 0.95
18 18.42 22.68 4.26 0.35 0.78
19 17.56 2143 3.87 -0.26 120
20 18.24 23.10 4.86 0.62 0.65
21 18.11 2252 4.41 0.39 0.76
22 18.44 22.75 431 0.06 0.96
23 18.55 2297 4.42 0.67 0.63
24 18.42 21.75 333 -0.76 1.69
25 17.56 21.76 4.20 0.33 0.80
26 18.24 22.78 4.54 0.55 0.68
27 18.66 22.70 4.04 0.26 0.84
28 17.44 21.86 4.42 0.52 0.70
29 18.21 2143 3.22 -0.67 1.59
30 18.65 22.75 4.10 -0.02 1.01
31 18.56 22.71 4.15 -0.07 1.05
carcinoma tissue 32 17.77 21.78 4.01 0.19 0.88
33 17.88 22.30 4.42 0.50 0.71
34 18.11 22,63 4.52 0.31 0.81
35 17.44 21.74 430 0.19 0.88
36 18.56 23.18 4.62 0.39 0.76
37 1843 21.56 3.13 -0.54 1.45
38 17.56 20.84 3.28 -0.74 1.67
39 18.56 22.40 3.84 -0.33 126
40 1845 22.58 4.13 0.15 0.90
41 17.55 21.81 4.26 0.37 0.77
42 1845 22,65 4.20 0.03 0.98
43 1832 21.85 3.53 -0.60 1.52
44 1745 21.03 3.58 -0.22 1.16
45 1845 2225 3.80 0.03 0.98
46 1743 2098 3.55 -0.45 1.37
47 18.55 2234 3.79 -0.32 125
48 17.54 20.84 330 -0.57 1.48
49 18.65 23.16 4.51 0.62 0.65
50 18.60 2257 3.97 -0.03 1.02
51 17.65 20.71 3.06 -0.71 1.64
52 18.54 21.66 3.12 -0.77 1.71
53 16.89 20.54 3.65 -0.24 118
54 18.56 21.99 343 -0.55 1.46
55 1833 2147 3.14 -0.54 1.45
56 1845 2140 2.95 -0.75 1.68
57 18.56 2191 335 -0.45 137
58 17.44 20.96 3.52 -0.34 127
59 18.55 21.69 3.14 -0.63 1.55
60 18.21 2147 3.26 -0.73 1.66
61 17.50 20.77 3.27 -0.63 1.55
62 17.78 21.63 3.85 -0.02 1.01

G, expression of miR-330-5p and HMGB3 mRNA in CC cells examined by RT-qPCR.

Sample - . L
miR-330-5p _ miR-330-5p _miR-330-5p miR-330-5p
22.09 8.20 20.04 1.03 W HcerEpic Ski
2221 8.23 001 1.01 B3 Hela eLa/DDP
HeerEpic i 22.62 8.29 0.05 0.97 = SiHa B= CaSki/DDP
1.5
]
] -
3
Hela .% 1.0
= s
8
x
E 0.5
o
2
SiHa i
&
0.0
Caski
HeLa/DDP
CaSki/DDP
HeLa/DDP)
Sample . -
miR-330-5p _miR-330-5p _ miR-330-5p ‘miR-330-5p
22.09 8.20 0.04 1.03
2221 8.23 0.01 1.01
HeerEpic i 22.62 8.29 0.05 097
control
sh-NC
control
sh-NC
B3 sh-BCYRN1
sh-BCYRNI _ B o
2o
3
&
- g
CaSki/DDP| 2o
Sample : : £
miR-330-5p _ miR-330-5p __miR-330-5p miR-330-5p |2 o
22.09 8.20 20.04 1.03 ]
2221 823 1.01 o
HeerEpic Repli 22.62 8.29 097 HeLa/DDP  CaSki/DDP
control
sh-NC
sh-BCYRNI
Sample
HMGB3 HMGB3 HMGB3
22.14 3.99 2001
22.11 4.05 0.05
HeerEpic i 21.72 3.96 -0.04
W HcerEpic CaSki
B3 Hela Hela/DDP
3 SiHa = CaSki/DDP
4
Hela
3
3
il o
SiHa £z
2%
T
o}
4
CaSki
HeLa/DDP
CaSki/DDP

Sample

GAPDH HMGB3

HMGB3

HMGB3 HMGB3

18.15 22.14
18.06 22.11

HeerEpic 17.76 21.72

3.99
4.05
3.96

-0.01 1.01
0.05 0.97
-0.04 1.03
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CaSki/DDP|

H, correlatic

25

Replicate 1] 17.87 20.39 252 147 277
Replicate 2| 17.61 20.17 256 -1.49 2381
control i
. control
sh-NC = sh-NC
B3 sh-BCYRN1
4 il
o
sh-BCYRNI T 3
O
53
2
£z
2%
Sample 5 1
HMGB3 HMGB3 HMGB3 | &
214 3.99 101
2211 4.05 097 0
HeerEpic R 21.72 3.96 1.03 HelLa/DDP  CaSki/DDP
control
sh-NC
sh-BCYRNI
on between BCYRN1 and HMGB3 and between miR-330-5p and HMGB3 analyzed by pearson’s correction analysis.
NO. BCYRNI miR-330-5] NO. BCYRNI miR-330-5p
1 148 0.67 32 .01 0.96
127 0.49 33 143 097
3 L1 0.74 34 0.72 1.03
4 059 110 35 138 061
5 127 0.59 36 0.69 0.86
6 L1 116 37 095 0.96
7 192 041 38 0.90 129 s &
8 101 1.08 39 1.09 1.02 H
9 0.62 127 40 155 0.62 a
10 116 1.23 41 0.77 0.49 ? 40
& 1.
11 139 0.64 42 097 0.95 2
12 1.02 1.04 43 0.99 129 Z
13 164 0.78 44 145 0.52 =
14 123 130 45 1.03 0.84 E 0.5
15 171 0.64 46 141 0381 2
16 112 L6 47 152 0.69 ®
17 148 053 48 126 097 &
18 127 1.05 49 0.59 135 0.0+ T T T T 1
19 0.74 0.49 50 123 0.85 0.0 0.5 1.0 1.5 2.0
20 122 124 51 152 0.68 Relative BCYRN1 level
21 114 125 52 1.80 0.44
2 126 L14 53 1.00 0.80
23 0.53 136 54 1.69 0.76
24 172 0.67 55 1.67 052
25 0.83 0.65 56 1.65 0381
26 1.00 0.99 57 123 0.59
27 0.97 121 58 127 0.73
28 092 1.08 59 130 131
29 124 0.76 60 1.68 0.68
30 0.80 0.99 61 L14 L15
31 121 1.07 62 1.61 053
NO. BCYRNI__HMGB3 NO. BCYRNI HMGB3
1 148 1.65 32 .01 0.8 .
2 127 0.88 33 143 071 20
3 L1 097 34 0.72 0381 s
4 059 0.93 35 138 0.88 &
5 127 158 36 0.69 0.76 29
6 L1l 1.65 37 095 145 Zm
7 192 178 38 0.90 167 22,
8 101 134 39 1.09 126 E:: :
9 0.62 1.56 40 1.55 0.90 2 s
10 116 1.54 41 0.77 077 5 05
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Fig. 4. miR-330-5p depletion neutralizes the suppressive function of BCYRN1 knockdown to DDP-resistance of CC cells.

miR-330-5p inhibitor was transfected into HeLa/DDP cells with silenced BCYRN1, with inhibitor NC as NC. A, miR-330-5p inhibitor transfection efficiency in CC cells determined by RT-qPCR.
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Fig. 5

Fig. 5. HMGBS3 overexpression debilitates the suppressive function of BCYRN1 knockdown to DDP-resistance of CC cells.

pcDNA-HMGB3 was transfected into HeLa/DDP cells with silenced BCYRN1, with pcDNA-NC as NC. A, pcDNA-HMGB3 transfection efficiency in CC cells determined by RT-qPCR.
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Fig. 6. BCYRNI1 knockdown suppresses DDP-resistance of CC cells in vivo.

A, tumor volume in transplanted tumor model.
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B, representative images and weights of tumors.
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C, D and E, expression of BCYRN1 (C) , miR-330-5p (D) and HMGB3 (E) mRNA detected by RT-qPCR.
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