
Supplementary figure legends 

 

Figure S1: Ftx Genomic organization and ESTs in human and cow  

Schematic representation of Ftx genes and ESTs in human (A) and cow (B). Exons are 

represented by vertical lines, CpG islands by red rectangles and miR are shown in blue.  

Structure and size of ESTs are indicated for each species below the genomic organization. 

In cow, red and blue exons in ESTs indicate alternative splicing acceptor and donor sites 

respectively.  

 

 



 

 



Figure S2: Comparison of the 5' end of the Ftx gene in human and mouse 

Genomic sequences were first analyzed with RepeatMasker to identify and mask repeated 

elements and then aligned with SIM (see Methods). Conserved blocks with a similarity 

score >20 are displayed in color. Ftx exons located in a conserved region are indicated by 

an asterisk (in red when the conserved region is also an exon in the other species). 

 



 

 



Figure S3: Sub-cellular localization of Ftx transcripts in differentiated ES cells 

RNA was extracted from whole cell, nuclear and cytoplasmic fractions of differentiated 

male (TC1) and female (PGK1) ES cells as in Fig. 2. (A) Gapdh was used as the 

reference transcript and showed as expected predominant cytoplasmic localization. The 

values obtained for the whole cell extract have been set to 100. Because the same amount 

of RNA (1 µg) has been used for each fraction, a cytoplasmic RNA such as Gapdh will 

be more enriched in the cyrtoplasmic fraction that in the whole cell extract. (B) Sub-

cellular distribution of Ftx and control transcripts. All values are normalized to Gapdh 

and expressed as enrichment relative to this mRNA, and for each histogram the value of 

the total cellular RNA is set to 1. (C) Quantification of the nuclear / cytoplasmic ratio of 

each transcript relative to Gapdh. 

 



 

 



Figure S4: Jpx expression in differentiated male and female ES cells 

Quantitative RT-PCR analysis of Jpx expression in male and female ES cells (in light 

grey) and cells differentiated for 4 days in retinoic acid (dark grey).  

 



 

 



Figure S5: Allele specific RT-PCR analysis  

(A) The allelic specificity of Ftx primers used to determine the chromosome origin of Ftx 

expression in XEN and TS cells was verified on 129 and PGK genomic DNA (gDNA). 

Ftx 129 primers are able to amplify only gDNA of 129 origin (in black) whereas Ftx 

PGK primer specifically amplify PGK DNA (white). (B) Allelic specific expression of 

Ftx in TS cells show significant residual expression from the inactive, paternal X of 129 

origin (in black) while predominant expression is detected from the active, maternal 

allele of PGK origin (in light grey). 

 



 

 



Figure S6: RT-PCR analysis of reporter genes in adult mouse organs 

cDNAs from adult male (in red) and female (in blue) organs used in Fig. 3B were used to 

amplify (A) Arpo, (B) Rrm and (C) Gapdh. A very high heterogeneity in expression 

levels between organs was observed for these genes commonly used as reporters. 

Because very distinct patterns are observed for each gene, it is unlikely that the 

variability detected between tissues is due to variation in cDNA amount or quality. 

 

 



 


