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Table 1:  Estimated sizes of gaps


To estimate the sizes of gaps, we ascertained the closest flanking AFM markers.  The genetic length of chromosome 12 is 169 cM.  The estimated size of chromosome 12 is 125 Mb.  Therefore, 1 cM is equivalent to 740 kb of DNA.  The maximum gap size is determined by converting the genetic distance between AFM markers flanking the gap to physical size.  We estimated gap size by counting the number of minimal tiling clones that span the two flanking markers, multiplying it by 174 kb and 0.7 (non-overlapping region) and deducting the product from the maximal gap size.  Because at least one new BAC is required to fill the gap, the minimal size of the gap is estimated to be less than 200 kb.

Flanking
Left AFM Marker
Right AFM Marker
Size
Maximum
Estimated 

Contigs
Position (cM)
Position (cM)
(cM)
Gap Size (Mb)
Gap Size (Mb)

1-2
15.5
15.6
0.1
0.07
<0.2

2-3
Closed Manually
na  
na
na
na

3-4
45.1
48.1
3.0
2.22
1.5

centromere






5-6
55.8
56.5
0.7
0.52
<0.2

6-7
75.8
76.5
0.7
0.52
<0.2

7-8
77
77.0
0.0
0.0
<0.2

8-9
83
84.2
1.2
0.89
<0.2

9-10
84.2
84.2
0.0
0.0
<0.2

10-11
84.7
85.9
1.3
0.96
<0.2

11-12
118.9
120.5
1.6
1.18
0.7

12-13
137.5
140.4
2.9
2.15
1.05

13-14
140.4
141.0
0.5
0.22
<0.2

14-15
141.1
141.0
0.1
0.22
<0.2

15-16
Closed Manually
na  
na
na
na

16-17
165.7
167.2
1.5
1.11
<0.2

17-18
167.2
169.1
1.9
1.41
1.1

Figure Legend

Figure 1 (PDF).  Representative segment of the Human Chromosome 12 STS content map.  The green bar near the top represents a segment of the chromosome of about 5 cM, pter to the left, qter to the right.  The numbers below the green bar refer to the genetic position (cM) of the associated polymorphic marker on the Genethon Genetic map5.  The names above the line represent STSs that have been mapped by PCR or by sequence homology to clones in the region.  The origin of the STSs is indicated by color and shape.  Non-polymorphic DNA sequences are blue, and are depicted as blue boxes when present in a clone, below the green bar.  Polymorphic markers are black and are represented as black circles.  Gene and EST based markers are red and shown as red triangles.  If STSs were made from BAC or PAC end sequences, the boxes are outlined in red.  If the end sequences correspond to known gene or EST sequences, they are depicted as blue triangles outlined in red.  The horizontal lines below the green bar represent clones from Roswell Park Cancer Institute libraries of bacterial based clones.  They are identified as follows:  BAC libraries RPCI-11 (prefix=B), RPCI-13 (prefix=RP13-) and PAC libraries RPCI-1, 3,4 and 5 (prefix=P).  The filled symbols on each line represent the STSs positive in the clone by PCR or sequence data.  Empty symbols indicate there are no positive data confirming the presence of the STS in a particular clone.  Boxed clones have been selected for sequencing at BGSC.  The full map, showing all the tiling path clones being sequenced, is available at http://sequence.aecom.yu.edu/chr12/.

