Appendix 7: Expression of genes involved in apoptosis and protein degradation pathways

	Gene function/family
	Gene symbol
	Description
	F_RPKM
	E_RPKM
	F_counts
	E_counts
	FC*
	p-value

	p53 family 
	Mdm2
	Transformed mouse 3T3 cell double minute 2
	13.38
	28.04
	719.02
	656.00
	1.10
	0.686875853

	signaling
	Trp53
	Transformation related protein 53
	4.84
	35.45
	192.25
	609.30
	-3.17
	0.016241431

	
	Trp73
	Transformation related protein 73
	0.04
	0.06
	1.62
	1.51
	1.07
	1

	
	Trp63
	Transformation related protein 63
	0.01
	0.08
	0.59
	1.85
	-3.14
	1

	Bcl-2 family
	Bcl2l13
	BCL2-like 13 (apoptosis facilitator)
	18.59
	47.48
	3470.97
	3032.85
	1.14
	0.784475676

	apoptosis
	Bax
	Bcl2-associated X protein
	18.46
	89.77
	449.00
	795.78
	-1.77
	0.000203532

	regulators
	Bcl2l2
	Bcl2-like 2
	14.02
	16.37
	1136.09
	448.26
	2.53
	4.24E-10

	
	Bcl2l1
	Bcl2-like 1
	12.49
	39.20
	785.42
	915.32
	-1.17
	0.52114989
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	Bcl2l1
	Bcl2-like 1
	12.49
	39.20
	785.42
	915.32
	-1.17
	0.52114989

	
	Bak1
	BCL2-antagonist/killer 1
	9.65
	20.75
	299.80
	269.28
	1.11
	0.95717093

	
	Bad
	Bcl-associated death promoter
	6.99
	18.29
	145.35
	143.37
	1.01
	1

	
	Bcl2l11
	BCL2-like 11 (apoptosis facilitator)
	6.75
	16.20
	579.37
	559.47
	1.04
	0.977993336

	
	Bcl2
	B-cell leukemia/lymphoma 2
	3.73
	3.57
	713.91
	244.46
	2.92
	2.85E-10

	
	Bcl2l12
	BCL2-like 12 (proline rich)
	2.91
	17.48
	71.93
	183.02
	-2.54
	0.00334862

	
	Cycs
	Cytochrome c
	0.33
	0.91
	18.39
	16.97
	1.08
	1

	
	Bcl2l15
	Bcl2-like 15
	0.29
	0.48
	10.93
	7.32
	1.49
	0.969257312

	
	Bcl2l14
	Bcl2-like 14 (apoptosis facilitator)
	0.01
	0.02
	0.51
	0.34
	1.51
	1

	
	Bcl2l10
	Bcl2-like 10
	0.00
	0.03
	0.00
	0.31
	0.00
	1

	Caspases
	Casp7
	Caspase 7
	68.22
	13.32
	4458.36
	308.36
	14.46
	1.53E-90

	/Inhibitors
	Birc7
	Baculoviral IAP repeat-containing 7
	23.03
	2.32
	797.92
	26.83
	29.74
	2.37E-73

	
	Birc2
	Baculoviral IAP repeat-containing 2
	5.05
	9.26
	441.67
	293.61
	1.50
	0.039039384

	
	Casp9
	Caspase 9
	4.74
	23.00
	443.15
	786.78
	-1.78
	0.000254289

	
	Casp2
	Caspase 2
	3.96
	30.70
	278.01
	767.25
	-2.76
	5.5E-09

	
	Xiap
	X-linked inhibitor of apoptosis
	2.59
	9.44
	341.11
	606.60
	-1.78
	0.000456912

	
	Casp8ap2
	Caspase 8 associated protein 2
	1.58
	3.26
	181.38
	170.25
	1.07
	1

	
	Casp3
	Caspase 3
	0.69
	9.24
	29.12
	149.14
	-5.12
	0.0000413

	
	Apaf1
	Apoptotic peptidase activating factor 1
	0.59
	10.99
	55.88
	319.36
	-5.72
	5.72E-16

	
	Birc5
	Baculoviral IAP repeat-containing 5
	0.55
	34.82
	20.10
	454.25
	-22.60
	5.1E-44

	
	Casp6
	Caspase 6
	0.37
	9.85
	12.67
	150.24
	-11.85
	0.0000162

	
	Casp1
	Caspase 1
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Casp4
	Caspase 4
	0.00
	0.07
	0.00
	0.49
	0.00
	1

	
	Casp8
	Caspase 8
	0.00
	1.12
	0.00
	30.97
	0.00
	0.0000334

	
	Casp12
	Caspase 12
	0.00
	0.08
	0.00
	3.06
	0.00
	0.838775756

	
	Casp14
	Caspase 14
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Casp16
	Caspase 16
	0.00
	0.00
	0.59
	0.00
	Inf
	1

	
	Birc3
	Baculoviral IAP repeat-containing 3
	0.00
	0.62
	0.00
	12.01
	0.00
	0.031700703

	Autophagy-related genes
	Gabarap
	Gamma-aminobutyric acid receptor associated protein
	215.30
	269.28
	4674.02
	2071.88
	2.26
	0.0000376

	
	Becn1
	Beclin 1
	65.63
	52.78
	1258.01
	472.50
	2.66
	5.34E-12

	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	

	
	Gabarapl1
	Gamma-aminobutyric acid (GABA(A)) receptor-associated protein-like 1
	57.07
	20.77
	2819.59
	365.52
	7.71
	6.81E-53

	
	Atg12
	Autophagy-related 12
	19.95
	28.24
	1381.89
	713.05
	1.94
	0.00000179

	
	Rab24
	RAB24, member RAS oncogene family
	12.69
	24.51
	686.09
	516.22
	1.33
	0.094839857

	
	Atg9a
	Autophagy-related 9A 
	9.54
	6.32
	1049.86
	246.00
	4.27
	3E-22

	
	Atg3
	Autophagy-related 3 
	6.53
	9.83
	376.78
	207.78
	1.81
	0.002083065

	
	Atg7
	Autophagy-related 7
	6.28
	10.80
	443.32
	360.38
	1.23
	0.491008353

	
	Atg13
	Autophagy-related 13
	6.26
	20.11
	449.77
	524.81
	-1.17
	0.512809968

	
	Atg4c
	Autophagy-related 4C
	5.56
	9.82
	323.64
	187.08
	1.73
	0.06916829

	
	Gabarapl2
	Gamma-aminobutyric acid (GABA-A) receptor-associated protein-like 2
	4.83
	6.40
	224.19
	105.78
	2.12
	0.001079017

	
	Atg4b
	Autophagy-related 4B 
	4.64
	13.14
	361.97
	400.76
	-1.11
	0.898639569

	
	Atg16l1
	Autophagy-related 16-like 1 
	4.32
	14.34
	346.01
	431.70
	-1.25
	0.83538634

	
	Atg10
	Autophagy-related 10 
	3.48
	6.01
	155.90
	99.22
	1.57
	0.106109225

	
	Atg2a
	ATG2 autophagy related 2 homolog A
	3.33
	9.56
	352.66
	405.63
	-1.15
	0.623286241

	
	Atg2b
	ATG2 autophagy related 2 homolog B
	2.73
	4.42
	796.40
	462.04
	1.72
	0.000562675

	
	Atg14
	Autophagy-related 14
	2.20
	5.61
	211.01
	202.87
	1.04
	0.992147532

	
	Atg5
	Autophagy-related 5
	2.15
	5.86
	140.53
	141.40
	-1.01
	1

	
	Atg4d
	Autophagy-related 4D
	1.96
	7.47
	114.15
	148.64
	-1.30
	0.448587987

	
	Atg16l2
	Autophagy related 16 like 2
	1.18
	12.37
	20.53
	82.70
	-4.03
	0.001646861

	
	Atg4a
	Autophagy-related 4A
	0.42
	1.00
	27.82
	24.23
	1.15
	0.992147532

	
	Atg9b
	ATG9 autophagy related 9 homolog B
	0.07
	0.00
	1.03
	0.00
	Inf
	0.992147532

	Cathepsins
	Ctsd
	Cathepsin D
	197.64
	296.50
	11327.53
	6340.92
	1.79
	0.000000681

	
	Ctsz
	Cathepsin Z
	44.52
	72.51
	1797.58
	1034.24
	1.74
	0.000678171

	
	Ctsa
	Cathepsin A
	43.49
	139.51
	1540.76
	1919.18
	-1.25
	0.193160109

	
	Ctsl
	Cathepsin L
	34.48
	539.09
	1907.67
	10783.43
	-5.65
	7.75E-53

	
	Ctsf
	Cathepsin F
	21.88
	70.66
	1222.98
	1412.81
	-1.16
	0.45053714

	
	Ctsb
	Cathepsin B
	9.79
	62.70
	1284.59
	2998.70
	-2.33
	6.65E-12

	
	Ctsc
	Cathepsin C
	0.78
	7.08
	36.93
	153.35
	-4.15
	0.000000881

	
	Ctsh
	Cathepsin H
	0.53
	15.14
	13.41
	122.85
	-9.16
	0.003186332

	
	Ctsk
	Cathepsin K
	0.08
	1.67
	3.12
	26.13
	-8.38
	0.057049079

	
	Ctss
	Cathepsin S
	0.06
	1.97
	2.25
	31.05
	-13.79
	0.197813359

	
	Ctsw
	Cathepsin W
	0.03
	0.25
	1.94
	5.35
	-2.76
	0.914897187

	
	Ctse
	Cathepsin E
	0.01
	0.01
	0.59
	0.15
	3.80
	1

	
	Ctso
	Cathepsin O
	0.01
	2.52
	0.97
	87.89
	-90.55
	0.002990135

	
	Cts3
	Cathepsin 3
	0.00
	0.01
	0.00
	0.17
	0.00
	1

	
	Cts6
	Cathepsin 6
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Cts7
	Cathepsin 7
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Cts8
	Cathepsin 8
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Ctsg
	Cathepsin G
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	   Ctsj
	Cathepsin J
	                0.00
	0.00
	         0.00
	      0.00
	    NA
	 NA

	
	Ctsll3
	Cathepsin L-like  3
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Ctsm
	Cathepsin M
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	
	Ctsq
	Cathepsin Q
	0.00
	0.02
	0.00
	0.15
	0.00
	1

	
	Ctsr
	Cathepsin R
	0.00
	0.00
	0.00
	0.00
	NA
	NA

	Calpains
	Capns1
	Calpain 1, small subunit 
	462.04
	278.66
	8349.81
	2421.00
	3.45
	5.7E-24

	
	Capn3
	Calpain 3
	234.58
	199.98
	52547.44
	4770.16
	11.02
	6.16E-90

	
	Capn2
	Calpain 2
	25.42
	34.34
	2274.72
	1128.89
	2.01
	3.98E-08

	
	Capn7
	Calpain 7
	8.33
	14.09
	853.41
	573.69
	1.49
	0.046366501

	
	Capn5
	Calpain 5
	6.41
	11.03
	667.96
	418.13
	1.60
	0.028415358

	
	Capn10
	Calpain 10
	3.25
	11.52
	207.36
	257.02
	-1.24
	0.45991752

	
	Capn1
	Calpain 1, large subunit
	3.12
	4.08
	264.49
	122.04
	2.17
	0.02527559

	
	Capn9
	Calpain 9 
	0.26
	0.21
	17.56
	5.60
	3.14
	0.181213075

	
	Capn8
	Calpain 8
	0.15
	0.43
	10.03
	11.26
	-1.12
	1

	
	Capn11
	Calpain 11
	0.07
	0.01
	5.05
	0.34
	14.85
	0.29817241

	
	Capn13
	Calpain 13
	0.03
	0.00
	1.97
	0.00
	Inf
	0.690651475

	
	Capn12
	Calpain 12
	0.03
	0.12
	0.97
	3.06
	-3.15
	0.992147532

	
	Capns2
	Calpain, small subunit 2
	0.02
	0.00
	0.59
	0.00
	Inf
	1

	
	Capn6
	Calpain 6
	0.00
	0.22
	0.00
	9.40
	0.00
	0.23391646


Genes were ranked based on the RPKM (Reads Per Kilobase per Million mapped reads) values in the fiber cells (F) with F counts and E counts representing normalized read counts from DESeq software from the fiber and epithelial cell samples, respectively.
*Fold-change (FC) was based on the expression level in the fiber cells relative to the epithelial cells in normalized counts produced by DESeq. Negative values indicated expression lower in the fiber cells compared with the epithelial cells. Genes with a p-adjusted value less than 0.05 and more than a 1.5 fold-change in normalized read counts were considered as differential expression.

