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P095-vs03 Aneuploidy MLPA kit (lot 1106 and 1206)    Female Reference: P095-vs03-t02
----------------------------------- Peak Data ---------------------------------

   Position MRC 
size

9 59.84 1.06360.2564 - 0.669-0.41  1.59  .||||||7543407 0.15618.5 0.75 64 nt 2.564
10 66.05 0.79466.2870 - 0.882-0.23  0.90 | .5639342 0.13316.5 1.15 70 nt -0.770
11 72.24 1.01572.3576 - 1.172-0.11  0.87 | .7209333 0.18821.6 1.09 76 nt -0.876
12 78.50 1.12878.5882 - 1.267-0.08  0.89 | .8005418 0.21719.2 1.02 82 nt -0.682

1.02375 0.1740.9971.0007099 0.3119.0 1.00Ctrl: Q-fragments Mean (CV: )
14 90.23 0.88490.302 A 0.778-0.07  1.14  .|259992694 0.0839.7 1.00 2q14 synt. 1.394

1.142694 0.0830.7780.884259999.7 1.00Synthetic control probe Mean (CV: )
18 145.90 1.069145.9913 A 1.083-0.09  0.99 .314403347 0.0419.4 1.24 13q32.1 -0.3148
22 177.23 0.948177.3513 A 0.924-0.12  1.03  .278842915 0.0499.6 0.89 13q13.3 0.5178
26 218.83 0.930218.8613 B 1.022-0.03  0.91 | .301233068 0.0309.8 1.59 13q14.2 -3.0220
30 262.43 0.693262.5413 B 0.727-0.11  0.95 .224442183 0.03510.3 0.99 13q21.33 -1.0265
34 309.87 1.068309.9613 C 1.028-0.09  1.04  .214562056 0.04210.4 1.15 13q34 0.9310
38 355.23 1.048355.2613 C 0.986-0.03  1.06  .|210511812 0.05911.6 0.78 13q13.1 1.0355
43 398.43 0.924398.4913 D 1.123-0.06  0.82 || .187101630 0.08011.5 0.66 13q14.2 -2.5400
47 442.79 1.054442.7013 D 0.9170.09  1.15  .|213381727 0.06112.4 0.71 13q34 2.2445

0.992342 0.0500.9760.96724306 0.0910.6 1.00Chromosome 13 Mean (CV: )
17 140.09 1.032140.1318 A 1.189-0.04  0.87 | .303473231 0.0489.4 1.17 18q21.1 -3.3142
21 170.65 0.787170.7918 A 0.918-0.14  0.86 | .231482347 0.0589.9 0.75 18q21.32 -2.3172
25 209.88 0.937209.9118 B 0.986-0.03  0.95 .303453058 0.0369.9 1.29 18q11.2 -1.3211
29 252.83 1.226252.8718 B 1.177-0.04  1.04  .396803910 0.04310.1 1.29 18q23 1.1256
33 298.88 0.527298.9518 C 1.104-0.07  0.48 ||||| .10597972 0.05410.9 0.97 18p11.32 -10.7 *301
37 346.15 0.773346.1918 C 0.700-0.04  1.10  .|155251376 0.04511.3 0.74 18q21.33 1.6346
42 390.09 1.365390.0618 D 1.2610.03  1.08  .|276332403 0.06011.5 1.00 18q11.2 1.7391
46 433.90 0.529433.9618 D 1.047-0.06  0.50 ||||| .10705912 0.06411.7 0.78 18p11.21 -8.1 *436

0.872276 0.0511.0480.89723498 0.2710.6 1.00Chromosome 18 Mean (CV: )
15 132.86 1.085132.9721 A 1.185-0.11  0.92 | .318883174 0.08810.0 0.77 21q22.13 -1.1136
20 164.48 0.961164.6021 A 1.012-0.12  0.95 .282582930 0.0759.6 0.77 21q21.1 -0.7166
24 200.76 1.040200.8421 B 1.061-0.08  0.98 .336863461 0.0469.7 1.32 21q21.1 -0.4202
28 245.35 0.785245.4021 B 0.893-0.05  0.88 | .254172428 0.04610.5 1.11 21q11.2 -2.4247
32 289.11 0.909289.2121 C 0.955-0.10  0.95 .182561763 0.05710.4 0.95 21q22.11 -0.8292
36 337.36 0.952337.4321 C 0.846-0.07  1.12  .|191211742 0.05311.0 0.92 21q21.3 2.0337
41 381.48 1.041381.5021 D 0.931-0.02  1.12  .|210731902 0.05211.1 1.02 21q22.3 2.1382
45 424.77 0.863424.7521 D 0.8630.02  1.00  .174671458 0.04312.0 1.14 21q22.11 0.0427

0.992357 0.0580.9680.95424396 0.0910.5 1.00Chromosome 21 Mean (CV: )
19 152.72 1.161152.82X A 1.088-0.10  1.07  .|341483523 0.0599.7 0.94 Xq12 1.2154
23 183.54 0.834183.64X A 0.824-0.10  1.01  .245072583 0.0429.5 1.00 Xq23 0.2184
27 228.55 1.156228.59X B 1.066-0.04  1.08  .|374363755 0.04810.0 1.14 Xp21.3 1.9229
31 271.58 1.020271.66X B 1.068-0.08  0.96 .330383263 0.04010.1 1.36 Xp11.4 -1.2274
35 317.66 1.236317.78X C 1.060-0.12  1.17  .||248352181 0.08111.4 0.66 Xq28 2.2319
39 362.53 1.277362.49X C 1.3200.04  0.97 .256562279 0.07011.3 0.97 Xp22.12 -0.6364
44 407.88 1.144407.84X D 1.0290.04  1.11  .|231581981 0.06211.7 0.85 Xq25 1.9409
48 451.45 0.871451.42X D 0.8290.03  1.05  .|176331436 0.03912.3 1.09 Xp21.1 1.1454

1.042625 0.0551.0351.08727551 0.0710.7 1.00Chromosome X Mean (CV: )
158.49Y a 0.838   Yp11.31160
191.68Y a 0.483   Yp11.31193
238.05Y b 0.659   Yq11.21238
280.55Y b 0.772   Yp11.3283

1.00Chromosome Y Mean (CV: )
2409Mean values 24970 0.980.0541.0000.974

Standard deviations 0.150.1470.192
10.6

Mean height of first probes AB

Mean A-group area / mean Q-frag. area 4.14

Female Reference 
Normal 13, 18, 21, XX 

2        

0.283(Coef. of variance: )

Mean group CV of weighted ratio 0.13

Mean height of last probes CD
3051
1727

<0.20 (0.15)
Ratio of mean heights AB/CD ('slope') 1.77

An "*" marks: Size Diff.>0.5,  Peak Height>7000, unexpected peak width, and "Dist. in SD">4.0.

Quality assessment Quality limits Quality

Ratio group mean and coefficient of variance (CV) are weighted by the ref. weights

2 uinidentified peak areas / 33 peak areas 0.00     < (0.02)

     The weighted mean ratios are tested for being outside ratio
     1 ± 0.10 for chromosome 13, 18, 21 and female X
     1 ± 0.13 for male X and 1 ± 0.24 for Y.
     (One-tailed significance is high for p<=1%, and low for p<=5%)

Mean Rox height is 205 (14 peaks). 100*CV of ROX heights for peaks above 100 nt is: 8.53

-0.05
0.06

 
 

(Ctrl probes are used for quality evaluation only) 

Check: 18p11.32 18p11.21 

>0.65 (1.50)

> 450 ( 800)
> 280 ( 500)
<3.00 (2.50)

Ctrl and  '?' peaks

Labels A,B,... define normalization groups; a,b,... labeled probes do not contribute to normalization.

Total of all except


