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Inventory of Supplemental Informations 
 

- Table S1, related to Figure 6 and transcriptome analysis section in the Results, reports all the GO 
processes and genes associated (DAVID, KEGG and reactome analysis) in genes in Fancg-/- E12.5 Pl 
and E14.5 FL and human FA FL HSCs. 

- Table S2, related to Figure 6 and transcriptome analysis section in the Results, shows expression 
of few cell cycle regulators in E12.5 FL and E14.5 FL Fancg-/- HSCs and in human FA FL HSCs. 

- Table S3, related to Figure 6 and transcriptome analysis section in the Results, shows 
transcriptional regulators and markers important for HSC development and maintenance in E12.5 FL 
and E14.5 FL Fancg-/- HSCs and in human FA FL HSCs. 
 

- Figure S1, related to Figure 2, shows that the percentage of HSC-enriched cells in Fancg-/- E12.5 Pl or 
FL, and E14.5 FL is identical to that detected in WT Pl or FL.  

- Figure S2, related to Figure 3, reports long-term primary and secondary hematopoietic reconstitution 
ability of E14.5 FL LSA HSCs. 

- Figure S3, reports analysis of apoptosis in Fancg-/- and WT E12.5 FL LSA HSC population (related to 
Figure 4), and qPCR verification of the level of expression of few cell cycle and HSC-related genes 
(related to Figure 6 and Tables S2 and S3), and analysis of phospho-P53 in HCs and HSCs populations 
from Fancg-/- and WT E12.5 FL (related to Table S2). 
 
  
 

 
 
 
 
 
 
  



 

Supplemental Figures and Legends 

	

	

	

	

	

	

	
	

	

Figure S1. Related to Figure 2. Percentage of HSC-enriched populations.  
Percentage of HSC-enriched cells in the Pl (34K, n=9 - distinct experiments) and FL (LSA, n=7 - distinct 
experiments) at E12.5 and in the FL (LSA, n=6 - distinct experiments) at E14.5.  
Black bars: WT; White bars: Fancg-/-. 
NS: not significant.  
Error bars correspond to standard deviation (SD). 
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Figure S2. Related to Figure 3. High LTR ability defect and impaired myeloid potential of E14.5 Fancg-/- 
FL LSA HSCs. (A) CD45.2 chimerism in the blood of primary recipients 16- to 20-week post injection of 1.103 
(circles) or 5.103 (squares) WT (black) or Fancg-/- (white) LSA cells. (B) Analysis of the BM hematopoietic 
content of primary recipients transplanted with LSA cells, expressed as a percentage of CD45.2+ erythroid 
(TER119), myeloid (GR1), B lymphoid (B220) and T-lymphoid (CD4) cells. Circles: 1.103 LSA injected; squares: 
5.103 LSA injected; black: WT FL or Pl cells; White: Fancg-/- FL or Pl cells. (C) Secondary transplantations. 
Engraftment was considered as positive when CD45.2 chimerism in the blood was >5%. 
*** p<0.001; * p<0.05; NS: not significant. 
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Figure S3. Related to Figure 4 and Figure 6. Annexin, p53, and qPCR. (A) ANNEXIN+DAPI- LSA cells in 
E12.5 FL (n=3, dots of same colors are related to the same experiment), measured by flow-cytometry. Grey bars: 
WT; White bars: Fancg-/-. NS: not significant. (B, D) qPCR of relative mRNA expression of (B) cell cycle related 
genes (P53, Cdk4) and (D) HSC related genes (Hlf, Flt3, Mll1) in E12.5 FL HSCs. Grey bars: WT; White bars: 
Fancg-/-. (C) Left panel, histograms of phospho-P53 expression in CD45+, 34K and LSA in E12.5 FL.  Right panel, 
MFI of phospho-P53 in CD45+, 34K and LSA in E12.5 FL. Grey: Isotype; Black: WT; White: Fancg-/-, n=3. 
Error bars correspond to standard deviation (SD). 
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Supplemental Tables  
 
Table S1. Related to Figure 6. GO processes for up- and down-regulated genes in Fancg-/- E12.5 Pl and E14.5 
FL and human FA FL HSCs determined by DAVID, KEGG and Reactome pathways (excel file). 
	 	



 

Table S2. Related to Figure 6. Expression of cell cycle regulators in E12.5 FL and E14.5 FL Fancg-/- HSCs and 
in human FA FL HSCs 
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Table S3. Related to Figure 6. Expression of transcriptional regulators and markers important for HSC 
development and maintenance in E12.5 FL and E14.5 FL Fancg-/- HSCs and in human FA FL HSCs 
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Supplemental Experimental Procedures 
 
RT-qPCR  
For RT-qPCR assay, RNA were reverse-transcripted in cDNA using SuperScript III Reverse Transcriptase kit 
(Invitrogen) according to manufacturer’s protocol. qPCR was done using SYBR Green PCR master mix reagent 
(Applied Biosystems) on 7500 Fast RTPCR system (Applied Biosystems). Primers used for RT-qPCR assay are 
listed below. 
 

 

 

 

 

 
 

Target Sens Primers 5’-3’ 
Cell cycle markers 

P53 Forward GAGGCCGGCTCTGAGTATACCA 
Reverse GGCAGGCACAAACACGAACC 

Cdk4 Forward CGGCCTGTGTCTATGGTCTG 
Reverse GAAGCAGGGGATCTTACGCT 

HSCs markers 

Hlf Forward GCAGCCGTCTACGTTTTCAA 
Reverse CAGGATGCTTTCTCACCTGC 

Flt3 Forward TGTCAGTAATGATTCTTGAGACCGT 
Reverse GCACACTGGAGGTCTTCTGG 

Mll1 Forward GGCCCTGTTGAATTCTCGGA 
Reverse GGGAGCTTCGGGAAGGTATG 

 

Gapdh Forward AGGTCGGTGTGAACGGATTTG 
Reverse TGTAGACCATGTAGTTGAGGTCA 


