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Supplementary figure S1. Clone fate up to hatching in relation to the morphology of the first 
cleavage. Proportions are expressed as a percentage of the n=67 clones undergoing 
development (see table 1). MBT: Mid Blastula Transition.*= 3 or 4 cells, **= 3, 5 or 6 cells 
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Supplementary figure S2. Fate of the clones at 4 development stages depending on their first-

cleavage pattern. Within each bar are represented the different first-cleavage types the 

embryos are coming from. Values are expressed as a percentage of the number of embryos 

still alive at the stage considered (given in table 1). 

Supplementary figure S3. Distribution of haploid (1n), diploid (2n) and triploid (3n) clones within 

each morphological types at 24 h-stage. Q1, Q2, Q3: three types of morphology (from the better 

to the worse) as described fig. 6. Numbers in the sectors: number of clones.  



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Table S4. Summary of the clone developments at 24 h-stage (experiment 1), 

ploidy and genetic origin (experiment 2), and odds to obtain authentic clones (diploid from 

donor genetic origin). Data are summarized  from Table 1 and Fig. 4. Numbers between 

brackets: number of clones. Odds to obtain real clones at 24 h was calculated from development 

rates at 24 h and from percentage of diploid clones from donor genetic origin. 

Supplementary table S5. Microsatellite markers  and the corresponding primers used for 

genotyping of the clones at 24 h-stage. bp: base pairs,  AT: Annealing Temperature 

Supplementary table S6. Promoter regions and CpG location in the 3 marker genes used to 

asses DNA methylation pattern. Numbers indicate the location of the CpG sites (depicted by 

circle) with respect to the putative transcription start site (arrow and +1 symbol). 



 

 

 

 

 

 

  

Supplementary table S7. Primers for amplification of nanog, pou2 and notail bisulfite converted 

promoter regions. β: biotinylated reverse primer, bp: base pairs. 



 

 

 

 

 

Supplementary table S8. Pyrosequencing primers and the target sequences in nanog, pou2, and 

notail promoter region. Y: C or T 


