Table S1.

	ARS
	Chromosome
	Start Position
	Stop Position
	Size
	Minimum G(x)
	References

	
	
	
	
	
	5' End
	In ARS segment
	3' End
	

	ARS300
	3
	838
	1551
	714
	7.768
	1.3007
	5.9235
	1, 4, 5

	ARS301
	3
	11146
	11401
	256
	8.981
	3.9438
	8.6453
	2, 3, 4, 5

	ARS302
	3
	14575
	14849
	275
	-0.412
	3.447
	7.7456
	2, 3, 4, 5

	ARS303
	3
	14871
	15213
	343
	For the purpose of analysis, ARS 303,320 and 304 
	 
	 
	2,3,4,5,6

	ARS320
	3
	15214
	16274
	1061
	were treated as one continguous stretch.
	 
	 
	4, 5, 6

	ARS304
	3
	30200
	30657
	458
	-0.651
	4.6815
	8.6178
	2,3,4,5,7

	ARS305
	3
	39159
	39706
	548
	5.686
	1.7774
	7.5567
	1, 2, 7, 8, 9

	ARS306
	3
	74458
	74677
	220
	3.841
	1.1214
	9.1061
	1,2,6,10,11

	ARS307
	3
	108776
	109291
	516
	8.493
	1.1355
	7.3187
	1,2,7, 10,12,13,14,15

	ARS308
	3
	114315
	114933
	619
	7.895
	-0.5005
	7.7392
	1, 2, 6, 13

	ARS309
	3
	131979
	132322
	344
	8.387
	1.6476
	8.8517
	1,2,7,13,15

	ARS310
	3
	166495
	167340
	846
	7.45
	1.1139
	4.9236
	1,2,6,7,20

	ARS313
	3
	194258
	195040
	783
	7.928
	-0.4695
	4.6186
	1, 2, 21

	ARS314
	3
	195904
	197704
	1801
	-0.47
	1.0081
	-0.588
	21

	ARS315
	3
	224800
	225359
	560
	1.107
	1.1139
	8.3643
	21

	ARS316
	3
	272673
	274077
	1405
	4.204
	1.391
	8.3995
	21

	317 (HMR-E)
	3
	292381
	292914
	534
	5.498
	-0.5153
	8.2142
	21

	318 (HMR-I)
	3
	294397
	295027
	631
	9.114
	2.4589
	8.3829
	19, 21

	ARS319
	3
	315350
	316235
	886
	7.117
	-0.675
	9.0473
	21

	HO ARS
	4
	46181
	46237
	57
	-0.673
	0.8364
	8.6728
	20

	ARS1
	4
	462611
	462648
	38
	8.905
	0.2909
	3.3542
	21,22

	ARS501
	5
	549644
	549680
	37
	9.272
	0.1192
	6.952
	23

	ARS601
	6
	32473
	32995
	523
	-0.512
	1.6766
	1.5976
	24,25,26

	ARS603
	6
	68691
	68869
	179
	8.986
	2.0084
	6.0528
	24,25,26

	ARS603.5
	6
	118632
	118952
	321
	6.572
	0.7516
	3.6788
	24,25,26

	ARS604
	6
	127746
	128066
	321
	1.011
	6.4858
	8.9281
	24,25,26

	ARS605
	6
	135979
	136079
	101
	1.625
	5.2224
	8.5852
	24,25,26,27

	ARS606
	6
	167606
	168040
	435
	8.183
	-0.8998
	8.3355
	24,25,26

	ARS607
	6
	199382
	199492
	111
	7.947
	6.3992
	6.5104
	24,25,26,27

	ARS608
	6
	216344
	216691
	348
	8.551
	-0.6302
	5.8517
	24,25,26

	ARS609
	6
	256265
	256419
	155
	8.827
	2.0298
	7.3514
	24,25,26,27

	ARSO8 ARS
	7
	117563
	117856
	294
	7.958
	-0.0857
	8.4448
	28

	f82
	9
	175161
	175209
	49
	8.835
	-0.4059
	9.363
	29

	ARS901
	9
	214603
	214826
	224
	8.155
	-0.4978
	8.2933
	 

	ARS121
	10
	683328
	683816
	489
	3.976
	1.4265
	4.7808
	30

	ARS1412
	14
	195652
	196883
	1232
	1.77
	-0.583
	2.9403
	31

	ARS1413
	14
	250800
	250849
	50
	4.533
	8.6134
	8.3441
	31

	ARS1414
	14
	280001
	280049
	49
	9.352
	-0.5743
	6.6419
	31

	ARS1501
	15
	436575
	437191
	617
	5.089
	-0.15
	7.5161
	32

	average min G(x)
	 
	 
	 
	 
	5.7
	1.51389
	6.8936
	 

	
	
	
	
	
	average of both flanks:
	
	6.2969
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