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Supplementary Information : S9

The Canine Genome: Survey Sequencing and a Dense Gene Map for Genome Navigation

(Hitte et al. 2005)

Supplementary Figures for chr1 to chr38 and chrX : Markers order as determined by RH map 

and sequence assembly for each canine chromosome.

Legend :

Integration of the canine RH map with the dog sequence assembly and the human data: 

The RH map of dog  is represented in the middle of the figure by the vertical bars. Marker 

names and distance values in cR9000 are reported in the middle. The bar on the right of the 

figure summarizes the sequence assembly (CanFam1.0) of the considered chromosome. Red 

lines connect the RH map and the CanFam1.0 sequence, demonstrating colinearity or 

inversions (Markers in black have not been compared). On the right side, Gene Id. and gene 

coordinate (in Mb on CanFam1.0) are reported.

Colored boxes on the left side of the figure indicate the human counterparts identified through 

best-mutual dog/human BLAST alignment. Gene name, coordinates in Mb (build 34) and 

human chromosome name are indicated along the left boxes.  The colored connecting lines 

represent Dog/human rearrangements within the CS.

















































































Supplementary Information : S10

The Canine Genome: Survey Sequencing and a Dense Gene Map for Genome Navigation 
(Hitte et al.  2005)

Supplementary Figures : Markers order  as  determined by RH map and sequence 

assembly for each canine chromosome.

Legend

Marker order as determined by RH map and sequence assembly for the canine chromosomes.    

Sequences for canine chromosome  markers on the RH map were aligned with  the draft 

(CanFam1.0) by BLAST.  CanFam1.0 coordinates for all markers were  determined (x axis) 

and plotted versus the RH map marker position (y axis). When the plot is linear, it illustrates the 

near perfect order agreement between the two datasets. When the plot present inversion, it 

illustrates inverted segment between the RH map and the sequence assembly.  Red dots  

indicated on the plot represent markers that were specifically localized on CFA by both  

fluorescence in situ hybridization (FISH) and RH mapping.  Concordance is  illustrated 

between the draft sequence and RH map position for all FISH mapped markers.  
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