Supplemental Data. Nicolas et al. (2009). Genetic regulation of meiotic
crossovers between related genomes in Brassica napus haploids and hybrids

Al A2 A3 carnaer A | I AS . A6 AT AS
CE10081h —fGa—0 i CIr2256a7 0 o
0 Na4c02a o E3MBdi 47 ¢ zanegz1 55 177 00 e yamsto 35
E B6h42m Ma10ED2a a7
w6550 Ml 100 A 115 EIMETh 207 112008 125 48
Brass063a 264 E35M70d 11 E43ME 132
S _Qsizstamsnzam 224 E4slngE:E 123 Eqameg 255 E3SMTIN 204 EqamBdg 144 C 24821020 .
Brass037 72 a4 ! 144 Eammiceh 305 RalFOSh 72 Brassld 20 5 CB100260 225
E43medi 212 cr4msam 550 CBIn4sD 335 EGEM4ZY 335
Ma12H09c 447 E43hBdi
EfEM4Ze 49,7 CBT019E 444 E43ME4T CZ3al28408 524 i 408
it oo - E 35071 m ca E 35ME4f - CI09A0EL 527
B 1 Brass029 . : - 552 CHI0439
E43MBah 561 Cyovines 579 CE10335 I EGEh4 i B
W1E.1060 577
CM2F11h Ma10E02h 656  IHOGk 870 cainars 63.5
— 721 TEEZ0L Toa E&1ma0k _—
Braz=0&d — 780 : EZamTih :
EGEM42 838 \_ MatdE02h 2.5
Brass02c M 86.2 855 gqg CIMEEM 750 semor 55.6
P oy o C I226750 933
a0 oHOc10a 96,1 | js82 seals 958
107 4 S05.C0v 1053
i MR156 i
187260 1109 CB10485 e ’ el
€ T3al 26400c ’ 0 CE10DE 15 c2 C3 5
E43MGEd -~ —1229
—0
NaT4F11 raaEty Eath42e 1263 ceinse7 04 (Mo -0
) a —133.8
Exsm7oe |l o AHIF11a 455 EBEM42d Cc4
IHDGa 1373 |- 14.2
A9 E43M70c AR 6.1 E4Eh Gidh 499 05850 [y Brass072b i
E35METe ;g CHI0NS 1455
35Lalk2 0 :
E35M731 114 E3METg 1518 e
E35M7ag - E43ME6e
MR13 152 ES1M40m CZ4527950 1731 E=SMT3d 514 oHOBOS 473 Brazz063kh 2548
31.4 E3Shi7la E35MT1I C I5h7030244 538
E3SMEdc 1782 Eafm4nl E 43MGda
607 JLpood g25 168208 46.4
Matscoze |l 614 E4aMESY E 35MA4a S 4na
Fas: B
CEIO02b B E35MBde 653 MalzZHOSh
O ZF0Zh 536 ™ 199 89 CH10057 7.0 Mal2B07h 513
6 Easmean B 5, , *+ r3at 25400 825 CHEI0026a E81M40 780 OIZFOZa o
Ml 0A08E 543 cs 0IN3ADEs 734 CE0027 ><
E43MEBD 555 Brass031 il E 43ME5d 792 E35METh 79 E43MEEn B4
E35MT1a Brass47 4 — 00 E4aniese s Mal4F11b M29 Egerpan 595 Brassifd Crl: R o
MeizBn7c M g1 ESEM42g c Na12B07a 944 Coinan j1ng B4 826
. Essnror JM 150 E43ME 16.2 . E 43MB4h 1063 B  Ma12009 945
: FObEGTESE - —0  Ezsmedd 107 4 EqemBdg M| 1174
1C07a © E3SMETe 2 E&1M40d
OMOHDZ 1203
E35MBdD gqg CE10534 - 286 130
: E43MB5T 1347 £oimant
1015 CE10298 JlE~ 354
E3ShGdg k COHOC10kh 1411
E43ME50 1164 oH 010 a5 gt o M40= 1388 exm7tk 0| 154
Mal 2003 qazq R4S 1408 si1ipiz 1332 M16575 M| 1404
Ce Brze=014 —E0A JLPOTY 1=
E3EMETT 0 QoS 716 Ed3mBde /-53-9 E35METi 168
MR fsa.z
E35MET] 141 E35MT1b 655
Eaam7oe MMl 831 | pgan a9
CBI0431a — 581 E35M73a M7
B 1923
E 35073k ;
— g Me12e0 M q01s MatoDo? .
; CB10286 :
CH10092 165 s
sross 116 E43MBS5e :
Braz=116 524
Mal2a02 63,3 1361
E 35M73c 73,1
E GEMd2k 751
E 3ME4k o7
Ma IC 06 '

Figure S1: Localization of the markers used in this study and coverage of the frame map established for
each linkage group by Delourme et al. (2006)

We used the chromosome/linkage group nomenclature that was recently proposed as a reference by the
Multinational Brassica Genome Project Steering Committee where B. napus N1-N19 nomenclature is replaced by
A1-A10 and C1-C9 designations (http://www.brassica.info/information/lg_assigments.htm); see Delourme et al.
(2006) for correspondence to former DY maps). Marker names are indicated on the left of each linkage group.
Details about markers are given in the supplemental data set. Codominant markers are indicated in green.
Dominant markers are indicated either in red or in blue depending on whether they were amplified from Darmor-
bzh or Yudal, respectively. The extent of linkage group coverage is indicated for each linkage group by a line (the
red one indicates Darmor bzh and the blue indicates Yudal).
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Figure S2: Resampling-based estimation of the relationship between genome coverage and the number of
rearranged chromosomes detected in the progenies of Darmor-bzh or Yudal haploids

For each genotype, random sample sets of loci (N=1500) were simulated by considering 5% to 50% of loci that
were genotyped at random,; the proportion of genome covered and the number of targeted rearrangements were
determined for each simulated sample set and plotted. Simple regression models were fitted and used to
approximate the relationships between genome coverage and the number of rearrangements detected in the
progenies of Darmor-bzh or Yudal haploids, respectively. As a control, we compared the total numbers of
rearrangements observed in the two progenies (represented by 4 for Darmor-bzh and ¢ for Yudal) with 75%
genome coverage with the predictions from the regression functions: a total of 342 and 111 rearrangements
were observed in the progenies of Darmor-bzh or Yudal haploids while our regression functions predicted 314
and 100 rearrangements, respectively.



