[bookmark: _Toc145528780][bookmark: _Toc155789005][bookmark: _Toc155724617]Supplementary Tables
Table S1: Statistical evaluation of the information of data used to train the Basenji2-long models
	Species
	Reference genome
	Genome size
	Mean distance of adjacent genes
	Gene number
	Training
genes
	Validation
genes
	Testing
genes
	RNA-seq experiments

	Zea mays
	B73_v4
	2.1G
	90.56k
	45564
	36906
	4101
	4557
	421

	Oryza sativa
	MSU7.0
	374M
	11.89k
	55801
	44404
	8881
	11102
	83

	Solanum lycopersicum
	SL2.50
	823M
	45.84k
	33838
	26944
	2693
	6737
	55

	Arabidopsis thaliana
	TAIR10
	119M
	7.48k
	27445
	21562
	1362
	3404
	45



Table S2: Hyperparameter Combinations for Basenji2 Models of Varying Input Lengths in Maize
	Model Name
	Input 
Length
	Number of Conv layers
	Channel number
	Filter length of the first Conv layer
	Pooling size of the first conv block
	Number of dilated layers
	Prediction accuracy of 5-fold-cv

	Basenji2
	10K
	7
	768
	15
	2
	5
	0.66

	Basenji2-Maize-10K
	10K
	7
	720
	15
	3
	5
	0.6776

	Basenji2-Maize-10K
	10K
	7
	360
	15
	3
	5
	0.661

	Basenji2-Maize-10K
	10K
	7
	540
	15
	3
	5
	0.671

	Basenji2-Maize-10K
	10K
	7
	900
	15
	3
	5
	0.6776

	Basenji2-Maize-20K
	20K
	7
	720
	15
	3
	7
	-

	Basenji2-Maize-40K
	40K
	7
	720
	15
	3
	8
	-

	Basenji2-Maize-60K
	60K
	7
	720
	15
	3
	10
	-

	Basenji2-Maize-80K
	80K
	7
	720
	15
	3
	10
	-

	Basenji2-Maize-100K
	100K
	7
	720
	15
	3
	11
	-

	Basenji2-Maize-120K
	120K
	7
	720
	15
	3
	11
	-

	Basenji2-Maize-140K
	140K
	7
	720
	15
	3
	12
	-




[bookmark: _Toc145528783][bookmark: _Toc155789006]Table S3: Statistical evaluation of the candidate CREs overlapping with genome components
	Genome components
	Size
	Overlapping size between the candidate CREs and the genome component
	Enrichment fold
	P-value

	[bookmark: _Hlk139225416]Exon
	79.37M
	55.67M
	6.60
	3.30e-15

	Intron
	107.60M
	58.00M
	3.23
	7.29e-9

	3’UTR
	23.98M
	13.83M
	3.36
	4.31e-3

	5’UTR
	21.13M
	14.83M
	6.07
	1.16e-4

	Promoter
	75.67M
	63.54M
	14.82
	1.52e-24

	Intergenic
	1875.35M
	404.86M
	0.06
	3.86e-74






[bookmark: _Toc145528781][bookmark: _Toc155789007]Table S4: Statistical evaluation of the distal elements identified by experiments and by the Basenji2-long model
	Distal element
dataset
	Distal elements
identified
by experiments
	Associated
genes
	Distal elements identified by
Basenji2-long model in associated genes
	Reappearance number of distal elements between experiments and Basenji2-long model
	Reappearance rate of distal elements between experiments and Basenji2-long model

	
	
	
	Width of peak
	Width of peak
	Width of peak

	
	
	
	200
	500
	1000
	200
	500
	1000
	200
	500
	1000

	Li’s
	4254
	3689
	46885
	76494
	62837
	2047
	2097
	2174
	48.12%
	49.29%
	51.10%

	Oka’s
	648
	561
	12251
	13367
	10712
	373
	379
	387
	57.56%
	58.49%
	59.72%

	Peng’s
	6514
	4273
	111667
	84332
	70436
	1474
	1676
	2006
	22.63%
	25.73%
	30.80%





[bookmark: _Toc145528782][bookmark: _Toc155789008]Table S5: Statistical evaluation of the distal elements identified by experiments and by the omics-modified the Basenji2-long model
	distal element dataset
	Distal elements identified by experiments
	Associated genes
	Distal elements identified by Basenji2-long model modified with the corresponding tissue’s omics in associated genes





in associated genes
	Reappearance number of distal elements between experiments and the omics-modified Basenji2-long model
	Reappearance rate of PDIs between experiments and the omics-modified Basenji2-long model

	
	
	
	Width of peak
	Width of peak
	Width of peak

	
	
	
	200
	500
	1000
	200
	500
	1000
	200
	500
	1000

	Li’s in the ear tissue
	1775
	1621
	57450
	29950
	19927
	1112
	1112
	1111
	62.65%
	62.65%
	62.59%

	Li’s in the shoot tissue
	2432
	2225
	132400
	63148
	38895
	1526
	1531
	1535
	62.75%
	62.95%
	63.12%

	Oka’s in the husk tissue
	438
	363
	10066
	5498
	3771
	377
	377
	367
	86.07%
	86.07%
	83.79%

	[bookmark: _Hlk139010282]Peng’s in the leaf tissue
	6514
	4273
	137376
	82351
	59810
	3534
	3562
	3558
	54.25%
	54.68%
	54.62%




[bookmark: _Toc145528785][bookmark: _Toc155789009]Table S6: Statistical evaluation of the candidate CREs overlapping with four types of putative regulatory elements
	Putative regulatory elements
	Size
	Overlapping region size between the candidate CREs and the given type
	Enrichment fold
	P-value

	Open chromatin
	59.85M
	51.54M
	17.65
	3.84e-21

	H3K9ac
	37.17M
	36.10M
	97.42
	2.06e-19

	TFBS
	127.96M
	107.49M
	16.38
	3.71e-42

	CNS
	69.58M
	58.56M
	14.76
	1.15e-22













[bookmark: _Toc145528786][bookmark: _Toc155789010][bookmark: _Hlk139225128]Table S7: Statistical evaluation of the candidate CREs overlapping with functional variants with four types of QTLs
	QTL type
	Number of the QTLs
	Number of QTLs overlapping with the candidate CREs
	Overlapping rate
	Number of the candidate CREs
	Number of candidate CREs overlapping with the QTLs
	Overlapping rate

	Agronomic
	33679
	13987
	41.53%
	745685
	7410
	0.99%

	Metabolite
	86838
	17848
	20.55%
	745685
	7841
	1.05%

	Methylation
	2308433
	605029
	26.21%
	745685
	186336
	24.99%

	Expression
	632930
	168941
	26.69%
	146042
	40585
	27.79%







[bookmark: _Toc145528787][bookmark: _Toc155789011]Table S8: Statistical evaluation of the candidate CREs overlapping with four types of QTLs on the TE families
	Family of TE
	Num of peaks 
	Agronomic
	Metabolite
	Methylation
	Expression

	
	
	overlap
	F.E.
	p-value
	overlap
	F.E.
	p-value
	overlap
	F.E.
	p-value
	overlap
	F.E.
	p-value

	solo_LTR
	9128
	21
	0.23
	1.64e-18
	42
	0.43
	6.33e-10
	1644
	0.66
	6.82e-58
	291
	0.57
	9.27e-25

	SINE
	375
	5
	1.35
	0.43
	11
	2.85
	2.39e-03
	109
	1.23
	7.34e-02
	23
	1.14
	0.57

	Terminal_inverted repeat element
	38612
	445
	1.17
	1.56e-03
	381
	0.93
	0.21
	10225
	1.09
	4.60e-12
	2249
	1.08
	7.69e-04

	LINE
	1199
	18
	1.52
	0.08
	19
	1.52
	0.09
	315
	1.07
	0.30
	71
	1.09
	0.45

	Helitron
	37469
	414
	1.12
	0.03
	332
	0.83
	1.05e-03
	9632
	1.04
	1.03e-03
	1934
	0.94
	0.01

	LTR
	202384
	1120
	0.48
	8.29e-136
	1387
	0.57
	7.45e-87
	40503
	0.68
	0.00
	7476
	0.59
	0.00


*F.E.：Enrichment fold



[bookmark: _Toc145528788][bookmark: _Toc155789012]Table S9: Statistical evaluation of the candidate CREs overlapping with four types of QTLs on the genome components
	Genome components
	Number of peaks located in the components
	Agronomic
	Metabolite
	Methylation
	Expression

	
	
	overlap
	Enrichment fold
	p-value
	overlap
	Enrichment fold
	p-value
	overlap
	Enrichment fold
	p-value
	overlap
	Enrichment fold
	p-value

	Exon
	164685
	2257
	1.55
	2.37e-63
	2203
	1.38
	4.85e-36
	48615
	1.35
	0.00
	15812
	2.38
	0.00

	Intron
	139306
	1870
	1.48
	1.84e-44
	1795
	1.30
	7.78e-21
	41719
	1.37
	0.00
	13936
	2.42
	0.00

	3’UTR
	47295
	676
	1.49
	1.41e-20
	621
	1.27
	2.51e-08
	13765
	1.25
	3.53e-98
	5075
	2.24
	0.00

	5’UTR
	64544
	957
	1.57
	8.80e-35
	945
	1.45
	1.58e-24
	19704
	1.36
	1.28e-243
	7467
	2.56
	0.00

	Intergenic
	632839
	5922
	0.71
	1.67e-30
	6399
	0.79
	3.26e-15
	152284
	0.73
	0.00
	22023
	0.18
	0.00





[bookmark: _Toc145528789][bookmark: _Toc155789013]Table S10: Statistical evaluation of information concerning the different input length combinations used to train the Basenji2-proximal model
	Input Length
	Selected length(bp) of the proximal regulatory region
	PCC
	Variance
	First difference of PCC_mean

	
	prom
	5'utr
	3'utr
	term
	repeat_1
	repeat_2
	repeat_3
	mean
	repeat_1
	repeat_2
	repeat_3
	mean
	

	1k
	1000
	0
	0
	0
	0.5278
	0.5139
	0.5355
	0.5257
	0.2557
	0.2492
	0.2741
	0.2597
	0.1375

	1.3k
	1000
	300
	0
	0
	0.6631
	0.6629
	0.6637
	0.6632
	0.4330
	0.4329
	0.4342
	0.4333
	0.0020

	1.5k
	500
	300
	500
	200
	0.6712
	0.6594
	0.6651
	0.6652
	0.4387
	0.4242
	0.4273
	0.4301
	0.0020

	2k
	1000
	300
	500
	200
	0.6677
	0.6628
	0.6712
	0.6673
	0.4354
	0.4270
	0.4431
	0.4352
	0.0083

	3k
	2000
	300
	500
	200
	0.6687
	0.6795
	0.6786
	0.6756
	0.4441
	0.4565
	0.4494
	0.4500
	0.0026

	6k
	5000
	300
	500
	200
	0.6725
	0.6828
	0.6793
	0.6782
	0.4409
	0.4587
	0.4533
	0.4510
	0.0002

	8k
	7000
	300
	500
	200
	0.6819
	0.6745
	0.6789
	0.6784
	0.4635
	0.4488
	0.4536
	0.4553
	(0.0005)

	11k
	10000
	300
	500
	200
	0.6817
	0.6735
	0.6786
	0.6779
	0.4569
	0.4422
	0.4527
	0.4506
	








[bookmark: _Toc145528790][bookmark: _Toc155789014]Table S11: Statistical evaluation of the information concerning data used to train Basenji2-3K models
	Species
	Reference genome
	Genome size
	Mean distance of adjacent genes
	Gene number
	Training
genes
	Validation
genes
	Testing
genes
	RNA-seq experiments
	PCC on Testing genes

	Zea mays
	B73_v4
	2.1G
	90.56k
	37979
	30764
	3418
	3797
	422
	0.676

	Oryza sativa
	MSU7.0
	374M
	11.89k
	55678
	45099
	5011
	5568
	83
	0.751

	Solanum lycopersicum
	SL2.50
	823M
	45.84k
	34905
	28273
	3141
	3491
	55
	0.499

	Arabidopsis thaliana
	TAIR10
	119M
	7.48k
	27583
	22342
	2482
	2759
	45
	0.614






[bookmark: _Toc145528792][bookmark: _Toc155789015]Table S12: Statistical evaluation of datasets from NAM inbred lines used to train the Basenji2-3K model
	Species
	Reference genome
	Gene number
	Training
genes
	Validation
genes
	Testing
genes
	RNA-seq experiments

	Zea mays
	B73
	35179
	28494
	3167
	3518
	14

	Zea mays
	B97
	37079
	30033
	3338
	3708
	15

	Zea mays
	CML103
	36715
	29738
	3305
	3672
	15

	Zea mays
	CML228
	36597
	29643
	3294
	3660
	10

	Zea mays
	CML247
	36902
	29889
	3322
	3691
	17

	Zea mays
	CML277
	37013
	29979
	3332
	3702
	13

	Zea mays
	CML322
	37558
	30421
	3381
	3756
	18

	Zea mays
	CML333
	37009
	29977
	3331
	3701
	11

	Zea mays
	CML52
	35414
	28684
	3188
	3542
	19

	Zea mays
	CML69
	35512
	28764
	3196
	3552
	14

	Zea mays
	HP301
	36524
	29583
	3288
	3653
	18

	Zea mays
	Il14H
	37139
	30082
	3343
	3714
	12

	Zea mays
	Ki3
	37455
	30338
	3371
	3746
	16

	Zea mays
	Ky21
	37351
	30253
	3362
	3736
	12

	Zea mays
	M162W
	37914
	30709
	3413
	3792
	4

	Zea mays
	M37W
	37477
	30356
	3373
	3748
	15

	Zea mays
	Mo18W
	37661
	30504
	3390
	3767
	12

	Zea mays
	Ms71
	37435
	30321
	3370
	3744
	12

	Zea mays
	NC358
	36496
	29561
	3285
	3650
	6

	Zea mays
	Oh43
	36603
	29647
	3295
	3661
	12

	Zea mays
	Oh7B
	36996
	29966
	3330
	3700
	16

	Zea mays
	Tx303
	37419
	30309
	3368
	3742
	14

	Zea mays
	Tzi8
	37400
	30294
	3366
	3740
	12


[bookmark: _Toc150868850][bookmark: _Toc155789016][bookmark: _Toc145528793]Table S13: Statistical evaluation of the information from the Arabidopsis thaliana pan genome dataset used to train the Basenji2-3K model
	Species
	Reference genome
	Gene number
	Training
genes
	Validation
genes
	Testing
genes
	RNA-seq experiments

	Arabidopsis thaliana
	Mammo-1
	20664
	16738
	1860
	2066
	1

	Arabidopsis thaliana
	Bor-1
	20781
	16833
	1870
	2078
	1

	Arabidopsis thaliana
	Hs-0
	20840
	16880
	1876
	2084
	1

	Arabidopsis thaliana
	Sha
	20500
	16605
	1845
	2050
	1

	Arabidopsis thaliana
	Pu2-23
	20924
	16948
	1883
	2092
	1

	Arabidopsis thaliana
	Kz-9
	20515
	16617
	1846
	2052
	1

	Arabidopsis thaliana
	Kondara
	20509
	16612
	1846
	2051
	1

	Arabidopsis thaliana
	Col-0
	22532
	18251
	2028
	2253
	1

	Arabidopsis thaliana
	Nz-1
	20831
	16873
	1875
	2083
	1

	Arabidopsis thaliana
	LL-0
	20723
	16786
	1865
	2072
	1

	Arabidopsis thaliana
	Etna-2
	20171
	16339
	1815
	2017
	1

	Arabidopsis thaliana
	Sij-1
	20543
	16640
	1849
	2054
	1

	Arabidopsis thaliana
	Sij-2
	20542
	16639
	1849
	2054
	1

	Arabidopsis thaliana
	Cdm-0
	20693
	16761
	1862
	2069
	1

	Arabidopsis thaliana
	TueSB30-3
	20825
	16868
	1874
	2082
	1

	Arabidopsis thaliana
	Per-1
	20595
	16682
	1854
	2060
	1

	Arabidopsis thaliana
	Pra-6
	20821
	16865
	1874
	2082
	1


[bookmark: _Toc150868851][bookmark: _Toc155789017]Table S14: Statistical evaluation of the information from the Oryza sativa or Oryza glaberrima pan genome used to train the Basenji2-3K model
	Species
	Reference genome
	Gene number
	Training
genes
	Validation
genes
	Testing
genes
	RNA-seq experiments

	Oryza sativa
	Basmati1
	39431
	31939
	3549
	3943
	1

	Oryza glaberrima
	CG14
	36049
	29200
	3244
	3605
	1

	Oryza sativa
	KY131
	35449
	28714
	3190
	3545
	1

	Oryza sativa
	G46
	38815
	31440
	3493
	3882
	1

	Oryza sativa
	G630
	36804
	29811
	3312
	3680
	1

	Oryza sativa
	YX1
	37966
	30752
	3417
	3797
	1

	Oryza sativa
	S548
	40098
	32479
	3609
	4010
	1

	Oryza sativa
	DHX2
	38812
	31438
	3493
	3881
	1

	Oryza sativa
	DG
	39093
	31665
	3518
	3909
	1

	Oryza sativa
	Kosh
	38666
	31319
	3480
	3867
	1

	Oryza sativa
	Y58S
	38143
	30896
	3433
	3814
	1

	Oryza sativa
	FS32
	39168
	31726
	3525
	3917
	1

	Oryza sativa
	Lemont
	37675
	30517
	3391
	3768
	1

	Oryza sativa
	TM
	37923
	30718
	3413
	3792
	1

	Oryza sativa
	G8
	38245
	30978
	3442
	3824
	1

	Oryza sativa
	FH838
	35415
	28686
	3187
	3542
	1

	Oryza sativa
	J4155
	38250
	30982
	3442
	3825
	1

	Oryza sativa
	IR64
	37646
	30493
	3388
	3765
	1

	Oryza sativa
	2428
	37459
	30342
	3371
	3746
	1

	Oryza sativa
	D62
	36145
	29277
	3253
	3614
	1

	Oryza sativa
	CN1
	39857
	32284
	3587
	3986
	1

	Oryza sativa
	Tumba
	37979
	30763
	3418
	3798
	1

	Oryza sativa
	9311
	39283
	31819
	3535
	3928
	1

	Oryza sativa
	Y3551
	37960
	30748
	3416
	3796
	1

	Oryza sativa
	II32
	39258
	31799
	3533
	3926
	1

	Oryza sativa
	LJ
	37166
	30104
	3345
	3717
	1

	Oryza sativa
	WSSM
	37449
	30334
	3370
	3745
	1

	Oryza sativa
	N22
	35956
	29124
	3236
	3596
	1


[bookmark: _Toc150868852][bookmark: _Toc155789018]Table S15: Statistical evaluation of the information from the Solanum lycopersicon pan genome dataset used to train the Basenji2-3K model
	Species
	Reference genome
	Gene number
	Training
genes
	Validation
genes
	Testing
genes
	RNA-seq experiments

	Piura
	TS166
	13056
	10575
	1175
	1306
	1

	-
	TS96
	12067
	9774
	1086
	1207
	1

	UC-82
	TS171
	12486
	10114
	1124
	1249
	1

	New Yorker
	TS60
	12563
	10176
	1131
	1256
	1

	Cerise du sud ouest N 2
	TS280
	13077
	10592
	1177
	1308
	1

	-
	TS112
	12496
	10122
	1125
	1250
	1

	Flora-Dade
	TS212
	12094
	9796
	1088
	1209
	1

	Sugar Lump
	TS623
	13063
	10581
	1176
	1306
	1

	Cerise Gold
	TS39
	13126
	10632
	1181
	1313
	1

	-
	TS15
	12360
	10012
	1112
	1236
	1

	Peacevine Cherry
	TS545
	12292
	9957
	1106
	1229
	1

	Santa Cruz, Galapagos
	TS118
	12480
	10109
	1123
	1248
	1

	Scatolone di bolsena
	TS117
	12816
	10381
	1153
	1282
	1

	Yellow Pear
	TS629
	12467
	10098
	1122
	1247
	1

	San Martin de Pangoa
	TS281
	12435
	10072
	1119
	1244
	1

	Wva 700
	TS222
	12727
	10309
	1145
	1273
	1





[bookmark: _Toc145528794][bookmark: _Toc150868854][bookmark: _Toc155789019]Table S16: Statistical evaluation of PCCs trained on a single inbred line and all NAM inbred lines
	Inbred line
	PCC of the single inbred line
	Mean
	PCC of all NAM inbred lines
	Mean

	
	repeat_1
	repeat_2
	repeat_3
	
	repeat_1
	repeat_2
	repeat_3
	

	B73
	0.5665
	0.5710
	0.5827
	0.5734
	0.8154
	0.8159
	0.8134
	0.8149

	B97
	0.5727
	0.5668
	0.5738
	0.5711
	0.8247
	0.8181
	0.8296
	0.8241

	CML103
	0.5838
	0.5698
	0.5760
	0.5765
	0.8240
	0.8286
	0.8216
	0.8247

	CML228
	0.5605
	0.5615
	0.5558
	0.5593
	0.7922
	0.7843
	0.7936
	0.7900

	CML247
	0.5827
	0.5834
	0.5802
	0.5821
	0.8169
	0.8130
	0.8148
	0.8149

	CML277
	0.5689
	0.5667
	0.5488
	0.5615
	0.8078
	0.8005
	0.8057
	0.8047

	CML322
	0.6237
	0.6176
	0.6266
	0.6226
	0.8421
	0.8458
	0.8450
	0.8443

	CML333
	0.6164
	0.6228
	0.6269
	0.6220
	0.8178
	0.8180
	0.8174
	0.8177

	CML52
	0.5647
	0.5653
	0.5714
	0.5671
	0.8057
	0.8022
	0.8008
	0.8029

	CML69
	0.6103
	0.5945
	0.5841
	0.5963
	0.8211
	0.8250
	0.8228
	0.8230

	HP301
	0.5980
	0.6098
	0.5821
	0.5966
	0.8219
	0.8216
	0.8226
	0.8220

	Il14H
	0.5954
	0.5803
	0.5893
	0.5883
	0.8052
	0.8045
	0.7978
	0.8025

	Ki3
	0.6208
	0.6157
	0.6256
	0.6207
	0.8358
	0.8418
	0.8353
	0.8376

	Ky21
	0.5929
	0.6066
	0.5929
	0.5975
	0.8265
	0.8262
	0.8257
	0.8261

	M162W
	0.6537
	0.6470
	0.6525
	0.6510
	0.8256
	0.8285
	0.8242
	0.8261

	M37W
	0.5908
	0.6008
	0.5934
	0.5950
	0.8233
	0.8285
	0.8232
	0.8250

	Mo18W
	0.6218
	0.6212
	0.6085
	0.6172
	0.8417
	0.8346
	0.8350
	0.8371

	Ms71
	0.6107
	0.6126
	0.6144
	0.6126
	0.8284
	0.8324
	0.8287
	0.8299

	NC358
	0.5988
	0.5852
	0.5829
	0.5890
	0.8103
	0.8144
	0.8121
	0.8122

	Oh43
	0.5796
	0.5941
	0.5806
	0.5848
	0.8306
	0.8405
	0.8421
	0.8377

	Oh7B
	0.6085
	0.6054
	0.5993
	0.6044
	0.8348
	0.8346
	0.8378
	0.8357

	Tx303
	0.6199
	0.5917
	0.6056
	0.6058
	0.8278
	0.8318
	0.8298
	0.8298

	Tzi8
	0.5606
	0.5741
	0.5823
	0.5723
	0.8182
	0.8222
	0.8275
	0.8226
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Table S17: Statistical evaluation of editing plasticity of ZmFCP1 9 peaks from the Basenji2-3K NAM model
	Peak index
	Peak location
	Predicted expression after in-silico peak deletion
	Difference from Wildtype (Δ)

	
	Start related to TSS
	End related to TSS
	Summit related to TSS
	
	

	1
	-583
	-574
	-578
	0.668
	-0.082

	2
	-114
	-105
	-109
	0.457
	-0.293

	3
	-26
	-17
	-21
	0.844
	0.094

	4
	64
	73
	69
	0.411
	-0.338

	5
	112
	121
	117
	0.549
	-0.201

	6
	181
	190
	186
	0.916
	0.166

	7
	217
	226
	222
	0.445
	-0.305

	8
	250
	259
	255
	0.514
	-0.236

	9
	286
	295
	291
	0.613
	-0.137





[bookmark: _Toc155789021]Table S18: Statistical evaluation of editing plasticity of ZmVTE4 10 peaks from the Basenji2-3K NAM model
	Peak index
	Peak
	Predicted expression after in-silico peak
	Difference from Wildtype (Δ)

	
	start
	end
	summit
	
	

	1
	1792
	1801
	1797
	7.0469
	-0.0331

	2
	1972
	1981
	1977
	7.0252
	-0.0548

	3
	1996
	2005
	2001
	6.7113
	-0.3687

	4
	2012
	2021
	2017
	7.7243
	0.6443

	5
	2027
	2036
	2032
	7.3925
	0.3125

	6
	2066
	2075
	2071
	6.8888
	-0.1912

	7
	2100
	2109
	2105
	7.5378
	0.4578

	8
	2130
	2139
	2135
	7.0884
	0.0084

	9
	2153
	2162
	2158
	7.3955
	0.3155

	10
	2164
	2173
	2169
	6.8431
	-0.2369











