Cod Iceland.
[bookmark: _GoBack]No DD growth 
[image: ]


No DD growth and no cannibalism
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The model in regime of scanning different F  check current settings!

DO NOT SHIFT CELLS! program will read data from them using direct references HCR 2

cannibalism no

how many iterations do you need? 100 start F 0 WEST no

be careful as it takes time to run with too many! step  0.1 WECA no

Maturity func 0

Recruitment 3

noise in R yes

This block will be copied to table near -----> ass AR slope 0

you may add any other parameters hire Table with results of using different Fs  ass sigma 0.1

now it is suted to 20 000 iterations target F

target F 1 parameter 0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1

mean F 0.81 mean F 0.00 0.10 0.20 0.30 0.40 0.49 0.57 0.66 0.74 0.79 0.81

mean SSB 238 mean SSB 2095 1334 940 710 554 451 383 330 282 256 238

min SSB 45 min SSB 1342 763 504 311 240 172 109 63 45 47 45

mean TSB 954 mean TSB 2760 2087 1734 1531 1380 1274 1200 1132 1049 1003 954

mean catch 273 mean catch 0 160 231 268 285 294 298 298 289 283 273

n (years*iter.) 8000 n (years*iter.) 8000 8000 8000 8000 8000 8000 8000 8000 8000 8000 8000

% SSB < Bpa 96.5 % SSB < Bpa 0 0 0 4 30 60 79 87 92 95 97

2.5 % SSB 87.0 2.5 % SSB 1589 934 622 444 327 262 208 141 100 91 87

97.5 % SSB 481.0 97.5 % SSB 2796 1870 1419 1131 929 765 664 586 553 507 481

% SSB < Blim 49.2 % SSB < Blim 0 0 0 0 0 0.3625 3.825 15.925 33.725 42.713 49.238

low border SSB 151 low border SSB 506 400 318 266 227 189 175 189 182 165 151

upper border SSB 243 upper border SSB 701 536 479 421 375 314 281 256 271 251 243

6E-07 0.0988 0.1998 0.2916 0.3638 0.4067 0.492 0.5279 0.5977 0.6511 0.7149

do F scan

0

10

20

30

40

50

60

0

500

1000

1500

2000

2500

3000

0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1

P of SSB<Blim, %

Biomass. thous. t

F

mean SSB

mean catch

% SSB < Blim

0

10

20

30

40

50

60

0

50

100

150

200

250

300

350

0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1

P of SSB<Blim, %

Biomass. thous. t

F

mean catch

% SSB < Blim


image2.emf
The model in regime of scanning different F  check current settings!

DO NOT SHIFT CELLS! program will read data from them using direct references HCR 2

cannibalism no

how many iterations do you need? 100 start F 0 WEST no

be careful as it takes time to run with too many! step  0.1 WECA no

Maturity func 0

Recruitment 3

noise in R yes

This block will be copied to table near -----> ass AR slope 0

you may add any other parameters hire Table with results of using different Fs  ass sigma 0.1

now it is suted to 20 000 iterations target F

target F 1 parameter 0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1

mean F 0.78 mean F 0.00 0.10 0.20 0.30 0.40 0.49 0.57 0.64 0.71 0.76 0.78

mean SSB 216 mean SSB 3557 1833 1104 770 573 439 370 315 262 231 216

min SSB 39 min SSB 2033 863 491 313 209 155 89 65 49 35 39

mean TSB 858 mean TSB 4527 2780 1997 1640 1422 1245 1160 1081 965 896 858

mean catch 238 mean catch 0 220 271 290 295 285 284 278 258 244 238

n (years*iter.) 8000 n (years*iter.) 8000 8000 8000 8000 8000 8000 8000 8000 8000 8000 8000

% SSB < Bpa 98.6 % SSB < Bpa 0 0 0 2 27 63 82 91 95 97 99

2.5 % SSB 78.0 2.5 % SSB 2523 1202 698 463 328 256 200 134 94 83 78

97.5 % SSB 424.0 97.5 % SSB 4835 2631 1706 1248 981 739 629 550 498 464 424

% SSB < Blim 56.4 % SSB < Blim 0 0 0 0 0.0125 0.45 4.9125 18.288 38.338 50.163 56.375

low border SSB 138 low border SSB 1034 631 406 307 245 183 170 181 168 148 138

upper border SSB 208 upper border SSB 1278 798 602 478 408 300 260 235 236 233 208

6E-07 0.0988 0.1998 0.2916 0.3638 0.4067 0.492 0.5279 0.5977 0.6511 0.7149

do F scan
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