Additional File 3
Rate of synonymous, dS, and non-synonymous, dN, substitution in four functional classes (FC) of Cardamine genes, I.
	
	
	
	C. impatiens
	
	C. resedifolia
	
	C. resedifolia vs. C. impatiens

	
	Gene FC a
	
	n b
	mean (SE) c
	P d
	P* d
	Pres d
	Pres* d
	
	n b
	mean (SE) c
	P d
	P* d
	Pres d
	Pres* d
	
	P d
	P* d
	Pres d
	Pres* d

	dN
	CRG
	In FC
	55
	0.0097 (0.0010)
	0.0018
	0.0126
	0.0016
	0.0112
	
	55
	0.0106 (0.0012)
	0.0024
	0.0144
	0.0035
	0.0210
	
	0.5741
	1
	0.7971
	0.7971

	
	
	Not in FC
	2858
	0.0073 (0.0002)
	
	
	
	
	
	2858
	0.0082 (0.0002)
	
	
	
	
	
	0.0001
	0.0006
	0.0001
	0.0008

	
	CGO
	In FC
	56
	0.0058 (0.0008)
	0.2252
	0.2252
	0.2567
	0.2567
	
	56
	0.0056 (0.0007)
	0.0613
	0.3065
	0.0632
	0.2528
	
	0.9745
	0.9745
	0.2120
	0.4240

	
	
	Not in FC
	2857
	0.0074 (0.0002)
	
	
	
	
	
	2857
	0.0083 (0.0002)
	
	
	
	
	
	0.0001
	0.0007
	0.0002
	0.0014

	
	PGO
	In FC
	67
	0.0067 (0.0011)
	0.0983
	0.2949
	0.1780
	0.5340
	
	67
	0.0041 (0.0007)
	4×10-6
	3×10-5
	2×10-5
	2×10-4
	
	0.2054
	0.8216
	0.0012
	0.0048

	
	
	Not in FC
	2846
	0.0074 (0.0002)
	
	
	
	
	
	2846
	0.0084 (0.0002)
	
	
	
	
	
	3×10-5
	0.0002
	0.0006
	0.0030

	
	SGO
	In FC
	332
	0.0072 (0.0005)
	0.2251
	0.4502
	0.2382
	0.4764
	
	332
	0.0075 (0.0005)
	0.0637
	0.2548
	0.0593
	0.2965
	
	0.3208
	0.9624
	0.0761
	0.2283

	
	
	Not in FC
	2581
	0.0074 (0.0002)
	
	
	
	
	
	2581
	0.0084 (0.0002)
	
	
	
	
	
	0.0002
	0.0010
	0.0005
	0.0030

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	dS
	CRG
	In FC
	55
	0.0687 (0.0044)
	0.0128
	0.1024
	0.0128
	0.1024
	
	55
	0.0629 (0.0043)
	0.9807
	0.9807
	0.9387
	0.9387
	
	0.5146
	0.5146
	0.0542
	0.4336

	
	
	Not in FC
	2858
	0.0590 (0.0007)
	
	
	
	
	
	2858
	0.0666 (0.0010)
	
	
	
	
	
	1×10-13
	8×10-13
	0.2785
	1

	
	CGO
	In FC
	56
	0.0638 (0.0065)
	0.7094
	1
	0.8812
	1
	
	56
	0.0731 (0.0081)
	0.4030
	1
	0.4801
	1
	
	0.1904
	0.3808
	0.9004
	0.9004

	
	
	Not in FC
	2857
	0.0591 (0.0007)
	
	
	
	
	
	2857
	0.0664 (0.0010)
	
	
	
	
	
	1×10-12
	7×10-12
	0.1708
	1

	
	PGO
	In FC
	67
	0.0526 (0.0041)
	0.1646
	0.9876
	0.0671
	0.4697
	
	67
	0.0710 (0.0069)
	0.8019
	1
	0.8887
	1
	
	0.0402
	0.1206
	0.3759
	1

	
	
	Not in FC
	2846
	0.0593 (0.0007)
	
	
	
	
	
	2846
	0.0664 (0.0010)
	
	
	
	
	
	3×10-12
	2×10-11
	0.1338
	0.9366

	
	SGO
	In FC
	332
	0.0620 (0.0021)
	0.1049
	0.7343
	0.1895
	1
	
	332
	0.0706 (0.0034)
	0.1786
	0.893
	0.3293
	1
	
	0.0251
	0.1004
	0.5331
	1

	
	
	Not in FC
	2581
	0.0588 (0.0008)
	
	
	
	
	
	2581
	0.0660 (0.0010)
	
	
	
	
	
	5×10-12
	3×10-11
	0.2395
	1

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	dN/dS
	CRG
	In FC
	55
	0.1820 (0.0288)
	0.0535
	0.2675
	0.0562
	0.2810
	
	54
	0.2431 (0.0510)
	0.0044
	0.0308
	0.0057
	0.0399
	
	0.3306
	1
	0.1321
	0.3963

	
	
	Not in FC
	2792
	0.1762 (0.0059)
	
	
	
	
	
	2821
	0.1616 (0.0044)
	
	
	
	
	
	0.4893
	1
	5×10-9
	3×10-8

	
	CGO
	In FC
	55
	0.1260 (0.0205)
	0.2787
	0.5574
	0.3271
	0.6542
	
	56
	0.0957 (0.0132)
	0.0372
	0.2232
	0.0524
	0.3144
	
	0.7175
	0.7175
	0.4995
	0.9990

	
	
	Not in FC
	2792
	0.1773 (0.0059)
	
	
	
	
	
	2819
	0.1645 (0.0045)
	
	
	
	
	
	0.3960
	1
	3×10-9
	2×10-8

	
	PGO
	In FC
	65
	0.1939 (0.0465)
	0.3238
	0.3238
	0.6669
	0.6669
	
	66
	0.0840 (0.0175)
	1×10-5
	8×10-5
	0.0002
	0.0016
	
	0.0620
	0.4960
	0.7736
	0.7736

	
	
	Not in FC
	2782
	0.1759 (0.0058)
	
	
	
	
	
	2809
	0.1650 (0.0045)
	
	
	
	
	
	0.2663
	1
	9×10-10
	7×10-9

	
	SGO
	In FC
	325
	0.1531 (0.0134)
	0.1067
	0.3201
	0.1444
	0.4332
	
	328
	0.1542 (0.0176)
	0.0953
	0.3812
	0.1331
	0.5324
	
	0.6877
	1
	0.0151
	0.0604

	
	
	Not in FC
	2522
	0.1793 (0.0063)
	
	
	
	
	
	2547
	0.1643 (0.0045)
	
	
	
	
	
	0.4861
	1
	5×10-8
	3×10-7


a Gene functional class: CRG = cold responsive genes; CGO = genes involved in cold acclimation; PGO = genes involved in photosynthesis; SGO = genes broadly involved in stress resistance (see main text for details).
b Number of genes.
c Mean and standard error.
d Wilcoxon rank-sum test assessing the difference in substitution rates between genes in FC and genes not in FC for both lineages, and between lineages for both genes in FC and genes not in FC. We report the results for the raw data as well for the residuals of the correlation between substitution rates and gene length (Pres). P values followed by an asterisk are corrected for multiple testing (Holm-Bonferroni method).
