Table S1. Description of the used transcriptome sequencing datasets

Number | Tissue/cell line | Type of Read Number of Reference
reads length (bp) reads
1 Thyroid Paired-end 50 81,912,887x2 [1]
2 Testes Paired-end 50 81,836,199x%2 [1]
3 Ovary Paired-end 50 80,946,260%2 [1]
4 White blood cells | Paired-end 50 81,217,148x%2 [1]
5 Skeletal muscle Paired-end 50 82,111,139%2 [1]
6 Prostate Paired-end 50 82,334,076x%2 [1]
7 Lymph node Paired-end 50 82,078,157%2 [1]
8 Lung Paired-end 50 79,296,905x%2 [1]
9 Adipose Paired-end 50 77,300,072%2 [1]
10 Adrenal Paired-end 50 74,472,871%2 [1]
11 Brain Paired-end 50 73,513,047%2 [1]
12 Breast Paired-end 50 75,862,215%2 [1]
13 Colon Paired-end 50 82,437,443%2 [1]
14 Kindey Paired-end 50 80,397,337x2 [1]
15 Heart Paired-end 50 82,918,784x%2 [1]
16 Liver Paired-end 50 80,048,623x%2 [1]
17 Brain Single-end 100 58,578,322 [2]
Universal human
18 reference RNAs Single-end 100 70,105,327 [2]
19 Brain Single-end 35 53,238,798 [3]
Universal human
20 reference RNAs Single-end 35 59,461,348 [3]
Airway epithelial
cells from healthy
21 non-smoker Paired-end 75 28,216,213%2 [4]
Airway epithelial
cells from healthy
22 smoker Paired-end 75 17,242,781x2 [4]
Airway epithelial
cells from smoker
without lung 75 [4]
23 cancer Paired-end 22,255,836%2
Airway epithelial
cells from smoker
24 with lung cancer | Paired-end 75 20,930,670x2 [4]
Airway epithelial
cells from healthy
25 non-smoker Single-end 36 28,980,549 [4]
26 Airway epithelial | Single-end 30,338,829




cells from healthy
smoker

36

[4]

27

Airway epithelial
cells from smoker
without lung
cancer

Single-end

36

26,944,931

[4]

28

Airway epithelial
cells from smoker
with lung cancer

Single-end

36

27,780,650

[4]

29

lymphoblastoid
cell line
(GSM424333)

Single-end

50

45,479,557

[5]

30

lymphoblastoid
cell line
(GSM424352)

Single-end

50

40,635,780

[5]

31

lymphoblastoid
cell line
(GSM424360)

Single-end

50

41,111,682

[5]

32

lymphoblastoid
cell line
(SRR032238)

Single-end

50

38,424,688

[5]

33

lymphoblastoid
cell line
(SRR032241)

Single-end

50

36,665,036

[5]

34

lymphoblastoid
cell line
(SRR032244)

Single-end

50

41,089,776

[5]

35

lymphoblastoid
cell line
(SRR032245)

Single-end

50

43,291,432

[5]

36

lymphoblastoid
cell line
(SRR032246)

Single-end

50

45,169,846

[5]

37

lymphoblastoid
cell line
(SRR032250)

Single-end

50

38,657,782

[5]

38

lymphoblastoid
cell line
(SRR032254)

Single-end

50

63,260,299

[5]

39

lymphoblastoid
cell line
(SRR032255)

Single-end

50

38,441,615

[5]

40

lymphoblastoid
cell line

Single-end

50

42,390,584

(5]




(SRR032256)

41

lymphaoblastoid
cell line
(SRR032263)

Single-end

50

65,950,854

[5]

42

lymphaoblastoid
cell line
(SRR032266)

Single-end

50

30,651,048

[5]

43

lymphoblastoid
cell line
(SRR032267)

Single-end

50

43,551,373

[5]

44

lymphoblastoid
cell line
(SRR032269)

Single-end

50

46,656,852

[5]

45

lymphoblastoid
cell line
(SRR032271)

Single-end

50

45,066,631

[5]

46

lymphoblastoid
cell line
(SRR032273)

Single-end

50

45,288,662

[5]

47

Universal human
reference RNA
(SRR346465)

Single-end

51

37,981,706

(6]

48

Human
endometrial A
cancer cell line

ECC-1
(SRR346473)

Single-end

36

31,162,137

(6]

49

Human
endometrial A
cancer cell line

ECC-1
(SRR346474)

Single-end

36

26,653,273

(6]

50

Human
endometrial A
cancer cell line

ECC-1
(SRR346475)

Single-end

36

29,267,785

[6]

51

Human
endometrial A
cancer cell line

ECC-1
(SRR346476)

Single-end

50

104,354,358

[6]

52

Human
endometrial A

82,759,538




cancer cell line

ECC-1 Single-end 50 [6]
(SRR346477)
lymphaoblastoid

cell line Paired-end 75 25,618,824x%2 [7]
53 (SRR324680)
lymphaoblastoid

cell line Paired-end 75 25,503,829x2 [7]
54 (SRR324681)
lymphoblastoid

cell line Paired-end 75 20,682,027x2 [7]
55 (SRR324682)
lymphoblastoid

cell line Paired-end 75 22,006,296x%2 [7]
56 (SRR324683)
lymphoblastoid

cell line Paired-end 100 17,932,981x2 [7]
57 (SRR324684)
lymphoblastoid

cell line Paired-end 100 13,786,194x2 [7]
58 (SRR324685)
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