Suppl. Table S1. Summary of RACA scaffold realignment after anchoring onto the genetic linkage map of Oryzias melastigma. 

	RACA Scaffold
	Length (bp)
	Chromosomes (Mainly involved)
	Chromosome (partially involved)

	1
	24,725,727
	Om24
	Om08, Om01

	2
	19,886,060
	Om23
	Om08

	3
	2,342,937
	Om23
	

	4
	27,581,408
	Om22
	Om04

	5
	26,049,067
	Om21
	

	6
	2,873,080
	Om21
	

	7
	23,476,457
	Om20
	

	8
	1,709,687
	Om19
	

	9
	20,851,454
	Om19
	

	10
	23,351,003
	Om18
	Om17, Om13

	11
	20,354,890
	Om17
	

	12
	5,113,705
	Om17
	

	13
	6,052,185
	Om17
	Om07

	14
	6,452,966
	Om16
	

	15
	22,013,087
	Om16
	

	16
	28,699,589
	Om15
	Om17

	17
	27,038,434
	Om14
	Om10, Om02

	18
	1,226,830
	Om14
	

	19
	4,375,376
	Om13
	Om09

	20
	28,752,183
	Om13
	Om19,

	21
	2,296,279
	Om12
	

	22
	23,737,187
	Om12
	

	23
	2,849,476
	Om11
	

	24
	16,714,535
	Om11
	Om13

	25
	6,170,691
	Om11
	

	26
	3,530,036
	Om10
	

	27
	22,715,576
	Om10
	

	28
	3,822,263
	Om09
	Om16, Om14, 

	29
	27,105,131
	Om09
	

	30
	23,749,461
	Om08
	

	31
	31,249,060
	Om07
	Om20, Om18, Om17, Om02

	32
	31,735,287
	Om06
	Om13

	33
	37,948,421
	Om05
	Om10, Om1, Om2

	34
	24,877,858
	Om04
	Om09, 

	35
	7,503,894
	Om04
	Om06

	36
	34,248,613
	Om03
	Om11, Om19, Om06

	37
	10,798,367
	Om02
	Om09, Om07

	38
	8,102,460
	Om02
	Om04, Om16

	39
	15,931,566
	Om01
	Om24, Om11

	40
	16,482,950
	Om01
	



 

Suppl. Table S2. Statistics of anchoring the RACA scaffolds to the genetic map using Chromonomer.

	Statistics
	Value
	　

	No. of  scaffolds involved
	260
	

	No. of original scaffolds
	134
	

	Total length of reference genome
	779,469,774
	

	Length scaffolds in the map
	712,537,413
	(90.70%)

	Length of integrated genome sequence
	787,032,520
	(90.70%)

	Gap
	23,600
	(0.00%)

	Length of scaffolds unplaced
	66,142,507
	(9.30%)

	Total length
	778,703,520
	(99.90%)






Suppl. Table S3. Number of genes annotated in LG-based scaffolds after anchoring process.
	Chr.
	No. of Gene 

	Om01
	1;024

	Om02
	661

	Om03
	1;071

	Om04
	864

	Om05
	1,059

	Om06
	1;166

	Om07
	1,213

	Om08
	881

	Om09
	1,216

	Om10
	1;090

	Om11
	937

	Om12
	868

	Om13
	1,124

	Om14
	976

	Om15
	982

	Om16
	1,182

	Om17
	1,059

	Om18
	771

	Om19
	854

	Om20
	947

	Om21
	1;021

	Om22
	1;050

	Om23
	732

	Om24
	775

	Unanchored
	983

	Total
	24,506
































Suppl. Table S4.  LOD scores of two sex markers with others 
	Locus1
	Locus2
	RF
	LOD
	　
	Locus1
	Locus2
	RF
	LOD

	sex_zw
	16660
	0.0000
	7.42
	
	sex_xy
	17018
	0.0000
	17.06

	sex_zw
	16661
	0.0000
	7.08
	
	sex_xy
	17040
	0.0000
	16.72

	sex_zw
	17899
	0.7826
	1.79
	
	sex_xy
	17094
	0.0702
	11.95

	sex_zw
	17910
	0.7308
	1.37
	
	sex_xy
	17048
	0.0577
	11.4

	sex_zw
	17873
	0.7037
	1.1
	
	sex_xy
	16858
	0.0702
	11.03

	sex_zw
	17909
	0.6774
	0.92
	
	sex_xy
	18471
	0.0702
	10.89

	sex_zw
	16549
	0.6875
	0.83
	
	sex_xy
	16943
	0.0566
	10.87

	sex_zw
	16564
	0.697
	0.67
	
	sex_xy
	16992
	0.0714
	10.47

	sex_zw
	16658
	0.6875
	0.66
	
	sex_xy
	16660
	0.0000
	7.42

	sex_zw
	50559
	0.697
	0.63
	
	sex_xy
	16661
	0.0000
	7.08

	sex_zw
	18473
	0.6875
	0.61
	
	
	
	
	

	sex_zw
	16730
	0.6774
	0.57
	
	
	
	
	

	sex_zw
	50622
	0.6774
	0.55
	
	
	
	
	

	sex_zw
	50613
	0.6875
	0.52
	
	
	
	
	

	sex_zw
	50623
	0.6667
	0.48
	
	
	
	
	

	sex_zw
	50604
	0.6875
	0.47
	
	
	
	
	

	sex_zw
	17898
	0.6538
	0.36
	
	
	
	
	

	sex_zw
	18141
	0.6563
	0.31
	
	
	
	
	

	sex_zw
	18540
	0.6563
	0.31
	
	
	
	
	

	sex_zw
	50639
	0.6452
	0.21
	　
	　
	　
	　
	　




Suppl. Table S5. Marker information significantly associated with sex in the linkage groups of Oryzias melastigma. Genome-wide tresholds of significans is 5.3 of LOD.  
	LG-based scaffolds
	Position (cM)
	Locus
	RACA scaffolds
	LOD
	% Expl.
	　
	LG-based scaffolds
	Position (cM)
	Locus
	RACA scaffolds
	LOD
	% Expl.

	Om10
	24.295
	17040
	RACA27
	34.99
	93.8
	
	Om10
	10.151
	65834
	sc00206
	7.99
	47

	Om10
	24.35
	17018
	RACA27
	34.98
	93.8
	
	Om10
	10.127
	66725
	sc00239
	7.98
	46.9

	Om10
	24.444
	16718
	RACA27
	29.07
	90.1
	
	Om10
	10.923
	17164
	RACA27
	7.94
	46.8

	Om10
	24.598
	17048
	RACA27
	17.78
	75.6
	
	Om10
	10.923
	17198
	RACA27
	7.94
	46.8

	Om10
	24.598
	54652
	RACA17
	17.78
	75.6
	
	Om10
	11.272
	17179
	RACA27
	7.94
	46.7

	Om10
	29.537
	16660
	RACA27
	16.87
	73.8
	
	Om10
	42.647
	18421
	RACA27
	7.77
	46.1

	Om10
	34.479
	18471
	RACA27
	15.97
	71.9
	
	Om10
	43.147
	18427
	RACA27
	7.77
	46.1

	Om10
	28.853
	16858
	RACA27
	15
	69.6
	
	Om10
	9.876
	63956
	sc00152
	7.73
	45.9

	Om10
	29.172
	16943
	RACA27
	14.89
	69.3
	
	Om10
	17.731
	17731
	RACA27
	7.66
	45.6

	Om10
	21.674
	17240
	RACA27
	14.55
	68.5
	
	Om10
	20.397
	17304
	RACA27
	7.65
	45.5

	Om10
	27.978
	16992
	RACA27
	14.09
	67.3
	
	Om10
	20.298
	17268
	RACA27
	7.3
	44

	Om10
	28.085
	16980
	RACA27
	13.48
	65.7
	
	Om10
	39.262
	18400
	RACA27
	6.92
	42.3

	Om10
	35.436
	18313
	RACA27
	13.16
	64.8
	
	Om10
	7.119
	17664
	RACA27
	6.82
	41.8

	Om10
	26.312
	16866
	RACA27
	12.62
	63.3
	
	Om10
	15.626
	17378
	RACA27
	6.78
	41.6

	Om10
	25.566
	16993
	RACA27
	12.55
	63.1
	
	Om10
	15.623
	17420
	RACA27
	6.76
	41.5

	Om10
	37.047
	16522
	RACA27
	11.76
	60.7
	
	Om10
	6.973
	17796
	RACA27
	6.61
	40.9

	Om10
	36.076
	18285
	RACA27
	11.65
	60.4
	
	Om10
	17.097
	63076
	RACA33
	6.56
	40.6

	Om10
	14.158
	17207
	RACA27
	11.45
	59.7
	
	Om10
	41.246
	18271
	RACA27
	6.44
	40

	Om10
	31.352
	16853
	RACA27
	11.35
	59.4
	
	Om10
	41.25
	18279
	RACA27
	6.44
	40

	Om10
	13.642
	66750
	sc00239
	11.04
	58.4
	
	Om10
	41.389
	18372
	RACA27
	6.44
	40

	Om10
	35.87
	16573
	RACA27
	10.8
	57.6
	
	Om10
	8.808
	17802
	RACA27
	6.34
	39.5

	Om10
	38.473
	18453
	RACA27
	9.43
	52.7
	
	Om10
	9.038
	17624
	RACA27
	6.31
	39.4

	Om10
	20.703
	17286
	RACA27
	8.94
	50.8
	
	Om10
	16.44
	17647
	RACA27
	6.18
	38.8

	Om10
	14.697
	17688
	RACA27
	8.92
	50.7
	
	Om10
	15.913
	17423
	RACA27
	6.02
	38

	Om10
	11.926
	17384
	RACA27
	8.83
	50.4
	
	Om10
	15.919
	17443
	RACA27
	5.93
	37.6

	Om10
	12.109
	17182
	RACA27
	8.83
	50.4
	
	Om10
	44.315
	18106
	RACA27
	5.88
	37.3

	Om10
	41.475
	18441
	RACA27
	8.82
	50.4
	
	Om10
	16.105
	17571
	RACA27
	5.58
	35.8

	Om10
	19.069
	17190
	RACA27
	8.27
	48.2
	
	Om10
	16.699
	17558
	RACA27
	5.5
	35.4

	Om10
	10.404
	17797
	RACA27
	8.11
	47.5
	　
	Om10
	16.629
	17617
	RACA27
	5.37
	34.7



   
 



Suppl. Fig. S1. Annotation pipeline of LG-based scaffolds in Oryzias melastigma.

[image: ]


Suppl. Fig. S2. Relationship between the genetic map and the LG-based genome assembly in Oryzias melastigma. The left bar and the right bar in the pairs represent the linkage groups (Om) and LG-based scaffolds (CHRR_Om) respectively.  




Suppl. Fig. S2. Relationship between the genetic map and the LG-based genome assembly in Oryzias melastigma. The left bar and the right bar in the pairs represent the linkage groups (Om) and LG-based scaffolds (CHRR_Om) respectively. (continued)



Suppl. Fig. S3. Comparison of sequences similarity between the LG-based scaffold in Oryzias melastigma and chromosomes in Oryzias latipes


Suppl. Fig. S3. Comparison of sequences similarity between the LG-based scaffold in Oryzias melastigma and chromosomes in Oryzias latipes (continued)
 


Suppl. Fig. S3. Comparison of sequences similarity between the LG-based scaffold in Oryzias melastigma and chromosomes in Oryzias latipes (continued)


Suppl. Fig. S3. Comparison of sequences similarity between the LG-based scaffold in Oryzias melastigma and chromosomes in Oryzias latipes (continued)

[bookmark: _GoBack]

image5.emf
35193

34886

Om07

35193

34886

CHRR.Om07

501

218

145

1613

1625

1761

Om08

501

218

145

1613

1625

1761

CHRR.Om08

46641

46561

5677

5790

5425

5005

4764

4724

4406

4368

4362

4867

6271

6030

Om09

46641

46561

5790

5677

5425

5005

4764

4724

4406

4368

4362

4867

6271

6030

CHRR.Om09

17796

17624

17164

17198

17040

17018

16993

18051

50656

50622

18540

18141

50582

50516

Om10

17796

17624

17198

17164

17040

17018

16993

18051

50656

50622

18141

18540

50582

50516

CHRR.Om10

46098

45961

38456

38457

53626

53139

43241

43612

Om11

46098

45961

38456

38457

53626

53139

43241

43612

CHRR.Om11

45073

44745

69418

44855

45025

68130

58955

59038

Om12

45073

44745

44855

45025

58955

59038

CHRR.Om12

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image6.emf
7903

8814

8620

8549

8715

7586

27357

27356

Om13

7903

8814

8620

8549

8715

7586

27357

27356

CHRR.Om13

56320

56425

56470

56214

Om14

56320

56425

56470

56214

CHRR.Om14

39841

39852

39996

41544

41551

41474

Om15

39841

39852

39996

41544

41551

41474

CHRR.Om15

58075

58644

46778

46943

Om16

58075

58644

58717

57136

46778

46943

CHRR.Om16

2278

2767

3650

3983

59411

2631

3242

42933

42881

42730

43147

Om17

2278

2767

3650

3983

59411

2631

3242

42933

42881

42730

43147

CHRR.Om17

26720

26816

26634

27401

27321

27366

27156

27103

Om18

27020

26816

26634

27401

27321

27366

27156

27103

CHRR.Om18

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image7.emf
19713

19846

20057

18814

19096

19274

42452

42421

19358

19588

Om19

19713

19846

20057

18814

19096

19274

42452

42421

19358

19588

CHRR.Om19

12657

13044

Om20

12657

13044

CHRR.Om20

21657

20876

20568

22369

Om21

21657

20876

20568

22369

CHRR.Om21

24945

24695

Om22

24945

24695

CHRR.Om22

36399

36518

52211

52601

52614

51960

Om23

36399

36518

52211

52601

52614

51960

CHRR.Om23

31361

31878

31812

31266

Om24

31361

31878

31812

31266

CHRR.Om24

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image8.emf
7903

8814

8620

8549

8715

7586

27357

27356

Om13

7903

8814

8620

8549

8715

7586

27357

27356

CHRR.Om13

56320

56425

56470

56214

Om14

56320

56425

56470

56214

CHRR.Om14

39841

39852

39996

41544

41551

41474

Om15

39841

39852

39996

41544

41551

41474

CHRR.Om15

58075

58644

46778

46943

Om16

58075

58644

58717

57136

46778

46943

CHRR.Om16

2278

2767

3650

3983

59411

2631

3242

42933

42881

42730

43147

Om17

2278

2767

3650

3983

59411

2631

3242

42933

42881

42730

43147

CHRR.Om17

26720

26816

26634

27401

27321

27366

27156

27103

Om18

27020

26816

26634

27401

27321

27366

27156

27103

CHRR.Om18

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image9.emf
19713

19846

20057

18814

19096

19274

42452

42421

19358

19588

Om19

19713

19846

20057

18814

19096

19274

42452

42421

19358

19588

CHRR.Om19

12657

13044

Om20

12657

13044

CHRR.Om20

21657

20876

20568

22369

Om21

21657

20876

20568

22369

CHRR.Om21

24945

24695

Om22

24945

24695

CHRR.Om22

36399

36518

52211

52601

52614

51960

Om23

36399

36518

52211

52601

52614

51960

CHRR.Om23

31361

31878

31812

31266

Om24

31361

31878

31812

31266

CHRR.Om24

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image8.png
[EForward
[IReverse

[IGC Content

[ Gene Distribution
indom Repeat

Identity

80%  100%

olo1
37,713,152 bp

J Mt ot i o, ok bl b i

A o ke

i

T AT T P R

0 o

—
Mbp




image9.png
L N L L LI e O

Mbp




image10.png




image11.png




image12.png
w TR W PR AT TIIPIY PR ;™
. U .,....L
e l
gl }
o8

©z

=3

ox

3

- T T
ggaj;%g%;égu

_I—§§;TII|4|T..!




image13.png
o105

33,205,099 bp

T T R e e o .;__..,_1_,_.31____..H__j:i.__aq o
R b i e ke Ut e bk
et ],





image140.png
[EForward
[IReverse

[IGC Content

[ Gene Distribution
indom Repeat

Identity

80%  100%

olo1
37,713,152 bp

J Mt ot i o, ok bl b i

A o ke

i

T AT T P R

0 o

—
Mbp




image150.png
L N L L LI e O

Mbp




image16.png




image17.png




image18.png
w TR W PR AT TIIPIY PR ;™
. U .,....L
e l
gl }
o8

©z

=3

ox

3

- T T
ggaj;%g%;égu

_I—§§;TII|4|T..!




image19.png
o105

33,205,099 bp

T T R e e o .;__..,_1_,_.31____..H__j:i.__aq o
R b i e ke Ut e bk
et ],





image14.png
Oomo7

o107
573,382 bp

da wz

[PAPFRERIT I T 1 (DO TR AT FYPC SR - 7

Eiéé{grér
e sl o ol __,.______.,__:__.Er.

g
3

LI

[ (LI LA
S

T S 1 e
3 -%i-: = PR TP TR Y o ey '

34





image15.png
- (NI
m e q 4 bt} =j1 -
(rT—p——

IR
— .1.1%!_ b Ui e o~
B L et S .





image20.png
Omo9

o109

33,399,407 bp

I TR coorsrd ot il

EFEEEEE;FEE?E
_EFEE-EL_F b bt oo A ol sl ..

TR TY TR | FERIGNY R

33,865,906 bp

i il

‘ﬂ,q_;;i_ ,.,,gqj_,_:l_—_ L 33_-1,_jj,j?:j11 ‘j_
31%%}33

O R





image21.png
Om10

oo

31,218,526 bp
1

29,395,798 bp.

dawe

PR htele oo et disipnk ey _

..EEEIEEF EEEE.EFEEEEEE_





image22.png
Om11

o1

282105532 bp

27,366,141 bp.

dkpes o sl

>t.E_ 1l

e 1 1 e





image23.png
P FTRPRFVREPIRITTN 1Y N VR Y | VI VR TRl N

EEEEFEEEIE:
H EF_ ,E‘EF._L_..I._ [RFTENFT SRANTEITE TERITE AT N AU KN Y PR AT W
g 1T AT T T T R VT





image26.png
Oomo7

o107
573,382 bp

da wz

[PAPFRERIT I T 1 (DO TR AT FYPC SR - 7

Eiéé{grér
e sl o ol __,.______.,__:__.Er.

g
3

LI

[ (LI LA
S

T S 1 e
3 -%i-: = PR TP TR Y o ey '

34





image27.png
- (NI
m e q 4 bt} =j1 -
(rT—p——

IR
— .1.1%!_ b Ui e o~
B L et S .





image28.png
Omo9

o109

33,399,407 bp

I TR coorsrd ot il

EFEEEEE;FEE?E
_EFEE-EL_F b bt oo A ol sl ..

TR TY TR | FERIGNY R

33,865,906 bp

i il

‘ﬂ,q_;;i_ ,.,,gqj_,_:l_—_ L 33_-1,_jj,j?:j11 ‘j_
31%%}33

O R





image29.png
Om10

oo

31,218,526 bp
1

29,395,798 bp.

dawe

PR htele oo et disipnk ey _

..EEEIEEF EEEE.EFEEEEEE_





image30.png
Om11

o1

282105532 bp

27,366,141 bp.

dkpes o sl

>t.E_ 1l

e 1 1 e





image31.png
P FTRPRFVREPIRITTN 1Y N VR Y | VI VR TRl N

EEEEFEEEIE:
H EF_ ,E‘EF._L_..I._ [RFTENFT SRANTEITE TERITE AT N AU KN Y PR AT W
g 1T AT T T T R VT





image24.png
ERra

H




image25.png
Om14

20,087,720 bp





image32.png
ons





image33.png
AT S AP RY P 18 y

géégjgéjg

T B e | - -5}4%.’.%%%3‘.





image34.png
8
nméi
i .

on7
792,230 bp

dawe
—

P PO PR AP I | SV WO T PPN PR S ST S PP w | 72

EEFEFE[[

00 el s el e 11 1 e o i il f..

;e e q ;.,ﬂ.ii_....l_.__ii.i.._..!.q.ii,._..._.,_.. headduaaide s manlaniodn dud W.._ '
T .
e ey U LU el L L %ij‘i.a

2,





image35.png




image38.png
ERra

H




image39.png
Om14

20,087,720 bp





image40.png
ons





image41.png
AT S AP RY P 18 y

géégjgéjg

T B e | - -5}4%.’.%%%3‘.





image42.png
8
nméi
i .

on7
792,230 bp

dawe
—

P PO PR AP I | SV WO T PPN PR S ST S PP w | 72

EEFEFE[[

00 el s el e 11 1 e o i il f..

;e e q ;.,ﬂ.ii_....l_.__ii.i.._..!.q.ii,._..._.,_.. headduaaide s manlaniodn dud W.._ '
T .
e ey U LU el L L %ij‘i.a

2,





image43.png




image36.png




image37.png
0120





image44.png
PSRRI |

[ WO TROTIR FFVIETIFUN RN TR PPN TN (ORPIVRG PR UORINTI IV T SRy T " 1
o o e o o s i o iE_.

o121

31,148,813 bp

g 1 e g e g g | e 1 __.-_._-,_...,.__4_._.____.__._-1.11.,4_.1_.,





image45.png
Om22

o122
28,976,614 bp

RO TS ST PRT (11 ¥ TR | N R _

8 o o e e i ok 1l b ke 1 _r

27,453,764

_..__.33._ i L et e





image46.png
0123 Om23
24,400,806 bp 23,211,787 bp

Thia 1

e

(N B L

Mbp




image47.png
lawe
EEE;EEEEEi
btk o i 101 sl B v e ..,__r,,.,.____._.__;__,f..
TR RN

m
m

n__ T T g
m.___._._._i_. LT .___._.__._._1 et o ﬁl_.____:;_.:.___ P JAj___..._,

e LA ) e





image50.png




image51.png
0120





image52.png
PSRRI |

[ WO TROTIR FFVIETIFUN RN TR PPN TN (ORPIVRG PR UORINTI IV T SRy T " 1
o o e o o s i o iE_.

o121

31,148,813 bp

g 1 e g e g g | e 1 __.-_._-,_...,.__4_._.____.__._-1.11.,4_.1_.,





image1.png
[ Genome seq ] [ RNA seq ] [ Annotation ]

Evidence data construction
Protein DB

De novoassembly

(Trinity)
Reference based assembly o
(Hisat2, Stringtie) 3rd Gene prediction
(Maker)
Relative species
protein sequences
¢ 2"d Training data
st T construction
U Ge(n,;a?(z?mtlon (Augustus, GeneMark-ES)
Predicted gene Predicted gene
o]
U Tralnlng_data 2nd Gene prediction
construction (Maker)
(SNAP)





image53.png
Om22

o122
28,976,614 bp

RO TS ST PRT (11 ¥ TR | N R _

8 o o e e i ok 1l b ke 1 _r

27,453,764

_..__.33._ i L et e





image54.png
0123 Om23
24,400,806 bp 23,211,787 bp

Thia 1

e

(N B L

Mbp




image55.png
lawe
EEE;EEEEEi
btk o i 101 sl B v e ..,__r,,.,.____._.__;__,f..
TR RN

m
m

n__ T T g
m.___._._._i_. LT .___._.__._._1 et o ﬁl_.____:;_.:.___ P JAj___..._,

e LA ) e





image2.emf
48607

48452

49862

49781

49424

49222

28972

29311

Om01

48607

48452

49862

49781

49424

49222

28972

29311

CHRR.Om01

36241

36086

35979

36195

36205

35495

28330

28446

28192

28111

28105

28092

Om02

36241

36086

35979

36195

36205

35495

28330

28446

28192

28111

28105

28092

CHRR.Om02

38537

38445

38163

38153

38775

38780

38815

38835

38060

37470

Om03

38537

38445

38163

38153

38775

38780

38815

38835

38060

37470

CHRR.Om03

10070

9939

9912

9899

48221

48234

9876

9875

10476

47813

47945

Om04

10070

9939

9912

9899

48234

48221

9876

10476

47813

47945

CHRR.Om04

61644

60515

59967

59780

63210

62833

Om05

61644

60515

59967

59780

63210

62833

CHRR.Om05

15564

15266

15137

15132

14986

16037

16001

14047

Om06

15564

15266

15137

15132

14986

16037

16001

14047

CHRR.Om06

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image3.emf
35193

34886

Om07

35193

34886

CHRR.Om07

501

218

145

1613

1625

1761

Om08

501

218

145

1613

1625

1761

CHRR.Om08

46641

46561

5677

5790

5425

5005

4764

4724

4406

4368

4362

4867

6271

6030

Om09

46641

46561

5790

5677

5425

5005

4764

4724

4406

4368

4362

4867

6271

6030

CHRR.Om09

17796

17624

17164

17198

17040

17018

16993

18051

50656

50622

18540

18141

50582

50516

Om10

17796

17624

17198

17164

17040

17018

16993

18051

50656

50622

18141

18540

50582

50516

CHRR.Om10

46098

45961

38456

38457

53626

53139

43241

43612

Om11

46098

45961

38456

38457

53626

53139

43241

43612

CHRR.Om11

45073

44745

69418

44855

45025

68130

58955

59038

Om12

45073

44745

44855

45025

58955

59038

CHRR.Om12

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


image4.emf
48607

48452

49862

49781

49424

49222

28972

29311

Om01

48607

48452

49862

49781

49424

49222

28972

29311

CHRR.Om01

36241

36086

35979

36195

36205

35495

28330

28446

28192

28111

28105

28092

Om02

36241

36086

35979

36195

36205

35495

28330

28446

28192

28111

28105

28092

CHRR.Om02

38537

38445

38163

38153

38775

38780

38815

38835

38060

37470

Om03

38537

38445

38163

38153

38775

38780

38815

38835

38060

37470

CHRR.Om03

10070

9939

9912

9899

48221

48234

9876

9875

10476

47813

47945

Om04

10070

9939

9912

9899

48234

48221

9876

10476

47813

47945

CHRR.Om04

61644

60515

59967

59780

63210

62833

Om05

61644

60515

59967

59780

63210

62833

CHRR.Om05

15564

15266

15137

15132

14986

16037

16001

14047

Om06

15564

15266

15137

15132

14986

16037

16001

14047

CHRR.Om06

0

5

10

15

20

25

30

35

40

45

50

55

60

65

70

75

80

85

90


