CoReTracker report
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Clad.
Val
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False
False
False
False
False
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Reassigned
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Tot.
count

15
26
81
73
44
84
26
78
39
67
55
70
47
70
a7
37
56
54
63
2

61
32
99
60

Telford

-0.856364
-0.968575
-1.025065
-1.133621
-1.062699
-0.996448
-0.964270
-1.104463
-1.118472
-1.178121
-1.046284
-1.184679
-0.944485
-1.184679
-0.944485
-1.045628
-1.060000
-1.254922
-1.121588
1.970874

-1.231308
-1.178507
-1.199371
-1.116068

Tot.
Genes

1

10
13
12
11
12
10
12
11
10
10
12
11
12
11
10
13
11
11
1

11
6

11
11

Use.
count

8

18
55
a7
32
58
19
52
26
50
41
46
32
46
32
24
35
37
41
0

43
21
80
46

Trans.
Val

False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False
False

False

Rea.
Genes

P P R P R P R N RPN R DNRPR P R P P P NP P NP

Rea.
count

P P R P R P R N RPN R DNRPR P R P NP ® RPN ®OR R

Prob

0.048
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.000
0.053
0.000
0.000
0.000
0.000
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