Supplemental Table 3

Correspondences of Cotton Chromosomal Regions with Arabidopsis Duplications

Cotton Length Length of syntenic regions % of total syntenic regions associated with indicated number of
Chr? Arabidopsis chromosomes

Cs2 FISH CS2 FISH €S2 FISH CS2 FISH CS2 FISH CS2 FISH
M ge;{;’me M % cM % 1 2 2 3 3 4 4 >5 >5
co1 195.4 84 1074 550 547 280 824 841 176 159 00 00 00 00 0.0 0.0
co2 176.4 7.6 100.7 571 705 400 609 638 213 325 179 37 00 00 0.0 0.0
co3 120.7 5.2 906 751 749 621 304 603 393 339 105 57 00 00 199 0.0
Co4 183.8 7.9 703 382 395 215 356 886 209 114 319 00 117 00 00 0.0
co5 191.9 8.3 1556 811 486 253 526 936 215 64 197 00 00 00 6.2 0.0
Co6 172.6 7.4 840 487 266 154 394 519 535 447 71 34 00 00 00 0.0
co7 217.2 9.3 1412 650 905 417 450 66.1 288 292 192 48 00 00 6.9 0.0
cos8 159.5 69 1260 790 593 372 659 492 154 413 141 83 37 12 09 0.0
C09 264.6 114 1738 657 767 290 608 844 278 132 33 16 81 09 00 0.0
C10 172.6 74 69.7 404 549 318 851 836 149 164 00 00 00 00 00 0.0
c11 170.2 7.3 86.6 509 451 265 654 896 290 82 57 22 00 00 00 0.0
c12 101.7 4.4 494 486 245 241 538 780 310 135 152 86 00 00 00 0.0
c13 198.1 85 1168 59.0 463 234 440 778 179 222 191 00 75 00 115 0.0
Total 23247 100.0 13721 59.0 7121 306 55.6 738 255 230 125 30 26 02 338 0.0

®Based on the hypothetical ancestral chromosomes: does not correspond to published nomenclature for modern
tetraploid chroosomes (Rong et al 2004)
®Number of chromosome segments involved in synteny



Supplemental Table 4

Correspondence of Arabidopsis o Duplications with Cotton Hypothetical Ancestral

Chromosomes
Ara Length Length of % of total syntenic regions associated with indicated number of cotton
Dupli syntenic regions chromosomes
CS2 Fish CS2  Fish CS2 Fish CS2 Fish CS2 Fish CS2 Fish
Genett ger:g)me Gene# % Gene#t % 1? 1 2 2 3 3 4 4 >5  >5
001 625 2.7 121 193 180 288 1000 772 00 228 00 00 00 00O 00 00
a02 1021 4.4 573 56.1 281 275 545 591 337 338 119 71 00 00 00 00
003 943 4.1 616 65.3 329 349 510 502 146 498 192 00 153 00 00 00
004 422 1.8 188 445 142 336 8.7 366 133 634 00 00 00 00 00 00
a05 2413 104 1225 50.7 694 288 529 637 237 37 131 06 103 00 00 00
006 644 28 401 622 277 430 374 538 479 260 147 202 00 00 00 00
07 441 1.9 153 347 55 125 993 1000 13 00 0O 0O 00 00 00 00
008 1583 6.8 741  46.8 263 166 734 791 266 209 00 00 00 00 00 00
009 260 11 170 654 65 250 182 1000 759 00 59 00 00 00 00 00
al0 2411 104 1301 54.0 784 325 729 712 216 189 55 83 00 17 00 00
all 2321 10.0 1316 56.7 1031 444 400 520 288 446 154 30 57 04 100 0.0
al2 1180 5.1 755 64.0 419 355 652 874 197 126 66 00 85 00 00 00
al3 289 13 270 934 99 343 637 444 215 556 148 00 00 00 00 00
ald 956 4.1 758 79.3 232 243 266 513 253 470 441 17 40 00 00 00
al5 771 3.3 270 35.0 112 145 426 482 574 321 00 196 00 00 00 0.0
ol6 419 1.8 187 446 29 69 348 1000 652 00 00 ©00O0 00 00O 00 0.0
al7 393 1.7 0 00 93 237 00 9.7 00 43 00 00 00 00 ©00 00
al8 445 1.9 379 852 201 452 317 498 245 498 269 10 50 00 119 00
al9 413 1.8 98 237 46 111 1000 239 00 761 00 00 00 00 00 00
20 829 3.6 367 443 73 88 444 904 395 96 161 00 00 00 00 0.0
a2l 737 3.2 346 47.0 203 275 1000 911 00 89 00 0O 00O 00 00 00
a22 1159 5.0 844 728 310 267 498 748 325 252 171 00 07 00 00 00
23 364 1.6 307 843 124 341 218 903 352 97 420 00 10 00 00 00
024 267 1.2 126 47.2 18 6.7 1000 1000 0O 00 0O 00O 00O 00 00 0.0
aS01 170 0.7 83 488 70 412 100.0 00 00 86 00 114 00 00 00 0.0
aS02 221 1.0 213 964 41 186 277 585 723 415 00 00 00 00 00 00
aS03 125 0.5 78 624 0 0.0 100.0 00 00 00 00 00 00 00 00 00
oS04 443 1.9 189 427 118 266 847 958 153 42 00 00 00 00 00 00
aS05 191 0.8 135 70.7 43 225 1000 1000 00 00 00 00 00 00 00 00
aS06 265 11 117 44.2 55 208 1000 1000 0O OO OO OO 0O 0O 00 00
aS07 92 0.4 0 00 22 239 0.0 1000 00 00 00 00 00 00 00 00
aS08 257 11 75 292 30 117 1000 333 00 667 00 00 00 00 00 00
aS09 58 0.3 0 00 0 0.0 0.0 00 00 00 00 00 00 00 00 00
aS10 44 0.2 0 00 0 0.0 0.0 00 00 00 00 00 00 00 00 00
Total 23172 100.0 12402 535 6439 278 565 656 263 308 125 33 34 03 14 00

®Number of chromosome segments involved in synteny



Supplemental Table 5

Percentage of Cotton Chromosomal Regions Showing Duplications in Hypothetical Ancestral

Cotton Genome

Cotton Length Length of % of total syntenic regions associated with indicated number of
Chr.? syntenic regions chromosomes
Cs2 FISH CS2 FISH CS2 FISH CS2 FISH CS2 FISH CS2 FISH
cM % cM % ™M % 1 1 2 2 3 3 4 4 >5  >5
genome

co1 195.4 84 624 319 387 198 474 618 391 214 135 127 00 41 00 0.0
Co02 176.4 7.6 120 680 460 320 588 991 366 09 47 00 00 00 00 00
Cco3 120.7 52 466 408 452 396 453 805 474 195 73 00 00 00 00 00
Co4 183.8 79 904 492 274 149 473 321 261 679 132 00 79 00 55 00
CO05 191.9 83 957 499 838 437 464 677 236 232 158 92 79 00 63 00
CO06 172.6 74 1107 641 724 419 378 362 353 638 237 00 33 00 00 00
Cco7 217.2 93 1041 479 341 157 39.6 1000 473 00 132 00 000 00 00 00
Co8 159.5 69 916 574 193 121 612 943 159 57 145 00 83 00 00 00
C09 264.6 114 1274 481 728 275 577 801 210 161 141 38 48 00 24 00
C10 172.6 74 714 414 127 74 653 1000 347 00 00 00 00 00 00 00
C11 170.2 73 967 568 408 240 495 831 109 167 186 02 146 00 64 00
C12 101.7 44 662 651 306 301 514 690 112 206 147 105 145 00 83 0.0
C13 198.1 85 1169 59.0 403 203 490 1000 141 00 92 00 73 00 204 00
Total 23247 100.0 12001 518 5641 243 506 738 271 226 128 33 53 03 41 00

®Based on hypothetical ancestral chromosomes: does not correspond to published nomenclature for modern tetraploid
chromosomes (Rong et al 2004).
®Number of chromosome segments involved in synteny: data in columns is percentage of total syntenic regions
associated with indicated numbers of chromosomes



