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Di Mai 3 11:34:38 CEST 2005 Aver age Length 175. 10 189. 94
Total Length 487140. 00 915328. 00
**Summary Stats** Aver age Score 0. 00 0. 00
AnnotFtion: / home/ mar i o/ human/ encode/ t est Encode/ genes_known_val i dat ed/ annot a | Total Score 0. 00 0. 00
tion_list Initia
Predi ctions: / home/ mar i o/ human/ encode/ t est Encode/ al | predi cti o Count 0. 00 0. 00
ns/ 27_95_2_GeneMar k_hmm encode_1114090951. gtf.dir/prediction_li st Average Length 0. 00 0. 00
Total Length 0. 00 0. 00
Gene Sensitivity 15. 25% Aver age Score 0. 00 0. 00
Gene Specificity 3.24% Total Score 0. 00 0. 00
Transcript Sensitivity 7.17% I nterna
Transcript Specificity 3.24% Count 2723. 00 4613. 00
Exon Sensitivity 50.11% Aver age Length 159. 59 173. 35
Exon Specificity 28.76% Total Length 434561. 00 799651. 00
Nucl eotide Sensitivity 76.69% Aver age Score 0. 00 0. 00
Nucl eoti de Specificity 37.13% Total Score 0. 00 0. 00
Term na
**CGeneral Stats** Count 0. 00 0. 00
Predi ctions: Average Length 0. 00 0. 00
/ home/ mar i o/ human/ encode/ t est Enc Total Length 0. 00 0. 00
ode/ genes_known_val i dat ed/ annotation_Ii st / home/ mar i o/ human/ encode/ t est Enc Aver age Score 0. 00 0. 00
ode/ al | predi ctions/27_95_2_GeneMar k_hmm encode_1114090951. gtf.dir/prediction_lis Total Score 0. 00 0. 00
t Si ngl e
Gene Count 59. 00 206. 00
All Aver age Length 891. 17 561. 54
Count 295. 00 1389. 00 Total Length 52579. 00 115677. 00
Total Transcripts 711. 00 1389. 00 Aver age Score 0. 00 0. 00
Transcripts Per 2.41 1.00 Total Score 0. 00 0. 00
Transcri pt Intron
Al Count 2364. 00 3430. 00
Count 711. 00 1389. 00 Aver age Length 4087. 77 3649. 43
Aver age Length 27411. 48 9670. 88 Total Length 9663479. 00 12517530. 00
Total Length 19489560. 00 13432858. 00 Aver age Score 0. 00 0. 00
Aver age Codi ng Length 1288. 69 658. 98 Total Score 0. 00 0. 00
Total Codi ng Length 916261. 00 915328. 00 Nuc
Aver age Score 0. 00 0. 00 All
Total Score 0. 00 0. 00 Count 487140. 00 915328. 00
Exons Per 8.12 3. 47 Initia
Total Exons 5773. 00 4819. 00 Count 0. 00 0. 00
Conpl et e I nterna
Count 0. 00 0. 00 Count 434561. 00 799651. 00
Average Length 0. 00 0. 00 Term na
Total Length 0. 00 0. 00 Count 0. 00 0. 00
Aver age Coding Length 0. 00 0. 00 Single
Total Coding Length 0. 00 0. 00 Count 52579. 00 115677. 00
Aver age Score 0. 00 0. 00 Intron
Total Score 0. 00 0. 00 Count 9663479. 00 12517530. 00
Exons Per 0. 00 0. 00 Si gha
Total Exons 0. 00 0. 00 Splice Acceptor
I nconpl et e Count 2723. 00 4613. 00
Count 711. 00 1389. 00 Spl i ce Donor
Aver age Length 27411. 48 9670. 88 Count 2723. 00 4613. 00
Total Length 19489560. 00 13432858. 00 Start Codon
Average Coding Length 1288. 69 658. 98 Count 0. 00 0. 00
Total Coding Length 916261. 00 915328. 00 St op Codon
Aver age Score 0. 00 0. 00 Count 0. 00 0. 00
Total Score 0. 00 0. 00
Exons Per 8.12 3. 47
Total Exons 5773. 00 4819. 00 **Detailed Stats**
Exon Al Annotﬁyion: / home/ mar i o/ human/ encode/ t est Encode/ genes_known_val i dat ed/ annot a
tion_list
Count 2782. 00 4819. 00 Predi ctions: / home/ mar i o/ human/ encode/ t est Encode/ al
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predictions/27_95_2_ GeneMar k_hnm encode_1114090951. gtf. dir/prediction_|ist
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Al l

Transcri pt
Al

Count

Ann Count

Total Transcripts
Transcripts Per

Consi stent Pred Count

Consi stent Ann Count

Consi stent Specificity

Consi stent Sensitivity
Exact Pred Count

Exact Ann Count

Exact Specificity

Exact Sensitivity

Genomi ¢ Overlap Pred Count
Genomi ¢ Overlap Ann Count
Genomi ¢ Overlap Specificity
Genomic Overlap Sensitivity

I ntrons
Exact Intro
Exact Intro

Pred Count
Ann Count
Specificity
Sensitivity
Pred Count
Ann Count
Specificity
Sensitivity
n Pred Count
n Ann Count

Exact Intron Specificity
Exact Intron Sensitivity
Exact Exon Pred Count
Exact Exon Ann Count

Exact Exon
Exact Exon
Start Codon
Start Codon
Start Codon
Start Codon
St op Codon
St op Codon
St op Codon
St op Codon
Start Stop
Start Stop
Start Stop
Start Stop

Count

Ann Count
Aver age Len
Total Lengt
Aver age Cod
Total Codin
Aver age Sco
Total Score
Exons Per
Total Exons
Consi st ent
Consi st ent
Consi st ent

Specificity
Sensitivity
Pred Count
Ann Count
Specificity
Sensitivity

Pred Count

Ann Count
Specificity
Sensitivity
Pred Count
Ann Count
Specificity
Sensitivity

gth

h

ing Length
g Length
re

Pred Count
Ann Count
Specificity

1389. 00
295. 00
1389. 00
1.00
45. 00
45. 00
3. 24%
15. 25%
44. 00
44.00
3.17%
14. 92%
420. 00
280. 00
30. 24%
94. 92%
354. 00
280. 00
25.49%
94. 92%
55. 00
56. 00
3. 96%
18. 98%
235. 00
213.00
16. 92%
72.20%
285. 00
236. 00
20.52%
80. 00%
00
00
00%
00%

COOOOOO0O0000

1389. 00
711.00
9670. 88
13432858. 00
658. 98
915328. 00
0. 00

0.00

3.47
4819. 00
45. 00
51.00
3.24%

Conpl ete

Consi stent Sensitivity 7.17%
Exact Pred Count 44. 00
Exact Ann Count 50. 00
Exact Specificity 3.17%
Exact Sensitivity 7.03%
Genomi ¢ Overlap Pred Count 420. 00
Genomi ¢ Overlap Ann Count 686. 00
Genomic Overlap Specificity 30. 24%
Genomic Overlap Sensitivity 96. 48%
CDS Overlap Pred Count 354. 00
CDS Overlap Ann Count 682. 00
CDS Overlap Specificity 25. 49%
CDS Overlap Sensitivity 95. 92%
Al Introns Pred Count 55. 00
Al Introns Ann Count 84. 00
Al Introns Specificity 3.96%
Al Introns Sensitivity 11.81%
Exact Intron Pred Count 235. 00
Exact Intron Ann Count 536. 00
Exact Intron Specificity 16. 92%
Exact Intron Sensitivity 75.39%
Exact Exon Pred Count 285. 00
Exact Exon Ann Count 589. 00
Exact Exon Specificity 20.52%
Exact Exon Sensitivity 82.84%

Start Codon Pred Count
Start Codon Ann Count
Start Codon Specificity
Start Codon Sensitivity

St op Codon Pred Count 00
St op Codon Ann Count 00
St op Codon Specificity 00%
Stop Codon Sensitivity 00%

Start Stop Pred Count
Start Stop Ann Count
Start Stop Specificity

Start Stop Sensitivity 00%
Count 00
Ann Count 00

Average Length

Total Length

Aver age Codi ng Length
Total Coding Length
Aver age Score

Total Score 00
Exons Per 00
Total Exons 00

Consi stent Pred Count

Consi stent Ann Count

Consi stent Specificity

Consi stent Sensitivity
Exact Pred Count

Exact Ann Count

Exact Specificity

Exact Sensitivity

Genomi ¢ Overlap Pred Count
Genom ¢ Overlap Ann Count
Genomi ¢ Overlap Specificity
Genomi ¢ Overlap Sensitivity
CDS Overlap Pred Count

CDS Overl ap Ann Count
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CDS Overlap Specificity 0. 00% Exact Exon Ann Count 589. 00
CDS Overlap Sensitivity 0. 00% Exact Exon Specificity 20.52%
Al Introns Pred Count 0. 00 Exact Exon Sensitivity 82. 84%
Al'l Introns Ann Count 0. 00 Start Codon Pred Count 0. 00
Al Introns Specificity 0. 00% Start Codon Ann Count 0. 00
Al Introns Sensitivity 0. 00% Start Codon Specificity 0. 00%
Exact Intron Pred Count 0. 00 Start Codon Sensitivity 0. 00%
Exact Intron Ann Count 0. 00 St op Codon Pred Count 0. 00
Exact Intron Specificity 0. 00% Stop Codon Ann Count 0. 00
Exact Intron Sensitivity 0. 00% St op Codon Specificity 0. 00%
Exact Exon Pred Count 0. 00 St op Codon Sensitivity 0. 00%
Exact Exon Ann Count 0. 00 Start Stop Pred Count 0. 00
Exact Exon Specificity 0. 00% Start Stop Ann Count 0. 00
Exact Exon Sensitivity 0. 00% Start Stop Specificity 0. 00%
Start Codon Pred Count 0. 00 Start Stop Sensitivity 0. 00%
Start Codon Ann Count 0. 00 Exon
Start Codon Specificity 0. 00% All
Start Codon Sensitivity 0. 00% Count 4819. 00
St op Codon Pred Count 0. 00 Ann Count 2782. 00
St op Codon Ann Count 0. 00 Aver age Length 189. 94
St op Codon Specificity 0. 00% Total Length 915328. 00
St op Codon Sensitivity 0. 00% Average Score 0. 00
Start Stop Pred Count 0. 00 Total Score 0. 00
Start Stop Ann Count 0. 00 Correct Pred Count 1386. 00
Start Stop Specificity 0. 00% Correct Ann Count 1394. 00
Start Stop Sensitivity 0. 00% Correct Specificity 28. 76%

I nconpl et e Correct Sensitivity 50. 11%
Count 1389. 00 Overl ap Pred Count 1755. 00
Ann Count 711. 00 Overl ap Ann Count 1991. 00
Average Length 9670. 88 Overlap Specificity 36.42%
Total Length 13432858. 00 Overlap Sensitivity 71.57%
Average Codi ng Length 658. 98 Overl ap 80p Pred Count 1541. 00
Total Coding Length 915328. 00 Overl ap 80p Ann Count 1625. 00
Aver age Score 0. 00 Overl ap 80p Specificity 31.98%
Total Score 0. 00 Overlap 80p Sensitivity 58.41%
Exons Per 3. 47 Splice 5 Pred Count 1536. 00
Total Exons 4819. 00 Splice 5 Ann Count 1659. 00
Consi stent Pred Count 45. 00 Splice 5 Specificity 31.87%
Consi stent Ann Count 51. 00 Splice 5 Sensitivity 59. 63%
Consi stent Specificity 3.24% Splice 3 Pred Count 1562. 00
Consi stent Sensitivity 7.17% Splice 3 Ann Count 1652. 00
Exact Pred Count 44. 00 Splice 3 Specificity 32.41%
Exact Ann Count 50. 00 Splice 3 Sensitivity 59. 38%
Exact Specificity 3.17% Initial
Exact Sensitivity 7.03% Count 0. 00
Genonmi ¢ Overlap Pred Count 420. 00 Ann Count 0. 00
Genomi ¢ Overlap Ann Count 686. 00 Average Length 0. 00
Genonmic Overlap Specificity 30. 24% Total Length 0. 00
Genomic Overlap Sensitivity 96. 48% Aver age Score 0. 00
CDS Overlap Pred Count 354. 00 Total Score 0. 00
CDS Overl ap Ann Count 682. 00 Correct Pred Count 0. 00
CDS Overlap Specificity 25. 49% Correct Ann Count 0. 00
CDS Overlap Sensitivity 95. 92% Correct Specificity 0. 00%
Al Introns Pred Count 55. 00 Correct Sensitivity 0. 00%
Al Introns Ann Count 84. 00 Overl ap Pred Count 0. 00
Al Introns Specificity 3. 96% Overl ap Ann Count 0. 00
Al Introns Sensitivity 11.81% Overlap Specificity 0. 00%
Exact Intron Pred Count 235. 00 Overlap Sensitivity 0. 00%
Exact Intron Ann Count 536. 00 Overl ap 80p Pred Count 0. 00
Exact Intron Specificity 16. 92% Overl ap 80p Ann Count 0. 00
Exact Intron Sensitivity 75. 39% Overlap 80p Specificity 0. 00%
Exact Exon Pred Count 285. 00 Overlap 80p Sensitivity 0. 00%
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Pred Count
Ann Count
Specificity
Sensitivity
Pred Count
Ann Count
Specificity
Sensitivity

Splice
Splice
Splice
Splice
Splice
Splice
Splice
Splice
I nt er nal
Count
Ann Count
Average Length
Total Length
Aver age Score
Total Score
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Overlap Pred Count
Overl ap Ann Count
Overlap Specificity
Overlap Sensitivity
Overl ap 80p Pred Count
Overl ap 80p Ann Count
Overlap 80p Specificity
Overlap 80p Sensitivity
Splice Pred Count
Splice Ann Count
Splice Specificity
Splice Sensitivity
Splice Pred Count
Splice Ann Count
Splice Specificity
Splice Sensitivity
Term nal
Count
Ann Count
Average Length
Total Length
Aver age Score
Total Score
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Overlap Pred Count
Overl ap Ann Count
Overlap Specificity
Overlap Sensitivity
Overl ap 80p Pred Count
Overl ap 80p Ann Count
Overl ap 80p Specificity
Overlap 80p Sensitivity
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Splice 5 Pred Count
Splice 5 Ann Count
Splice 5 Specificity
Splice 5 Sensitivity
Splice 3 Pred Count
Splice 3 Ann Count
Splice 3 Specificity
Splice 3 Sensitivity

00
00
00%

COoooo0oo
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799651. 00
0. 00

0. 00
1373. 00
1381. 00
29.76%
50. 72%
1736. 00
1938. 00
37.63%
71.17%
1525. 00
1593. 00
33. 06%
58. 50%
1522. 00
1629. 00
32.99%
59. 82%
1544. 00
1625. 00
33.47%
59. 68%

COOOOOO0000O000O00000000000
o
Q
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Singl e

I ntron

Count

Ann Count

Average Length

Total Length

Aver age Score

Total Score

Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Overlap Pred Count
Overl ap Ann Count
Overlap Specificity
Overlap Sensitivity
Overl ap 80p Pred Count
Overl ap 80p Ann Count
Overl ap 80p Specificity
Overlap 80p Sensitivity

Splice 5 Pred Count
Splice 5 Ann Count
Splice 5 Specificity
Splice 5 Sensitivity
Splice 3 Pred Count
Splice 3 Ann Count
Splice 3 Specificity
Splice 3 Sensitivity
Count

Ann Count

Aver age Length

Total Length

Aver age Score

Total Score

Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Overlap Pred Count
Overl ap Ann Count
Overlap Specificity
Overlap Sensitivity
Overl ap 80p Pred Count
Overl ap 80p Ann Count
Overl ap 80p Specificity
Overlap 80p Sensitivity

Splice 5 Pred Count
Splice 5 Ann Count
Splice 5 Specificity
Splice 5 Sensitivity
Splice 3 Pred Count
Splice 3 Ann Count
Splice 3 Specificity
Splice 3 Sensitivity
Count

Ann Count

Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity

206. 00
59. 00
561. 54
115677. 00
0. 00

0. 00
13. 00
13. 00
6.31%
22.03%
19. 00
53. 00
9.22%
89. 83%
16. 00
32.00
7.77%
54.24%
14. 00
30. 00
6. 80%
50. 85%
18. 00
27.00
8.74%
45.76%

3430. 00
2364. 00
3649. 43
12517530. 00
0. 00

0. 00
1118. 00
1126. 00
32.59%
47.63%
1872. 00
2130. 00
54.58%
90. 10%
1214. 00
1269. 00
35.39%
53. 68%
1399. 00
1514. 00
40. 79%
64. 04%
1405. 00
1506. 00
40. 96%
63. 71%

915328. 00
487140. 00
339893. 00
373575. 00
37.13%
76.69%
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Si gnal

Initial
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
I nt er nal
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Ter mi nal
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Singl e
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
I ntron
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity

Spl i ce Acceptor
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Spl i ce Donor
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
Start Codon
Count
Ann Count
Correct Pred Count
Correct Ann Count
Correct Specificity
Correct Sensitivity
St op Codon
Count
Ann Count
Correct Pred Count
Correct Ann Count

0.00
0. 00
0. 00
0.00
0. 00%
0. 00%

799651. 00
434561. 00
321703. 00
330586. 00
40. 23%
76. 07%

00
. 00%
. 00%

cooooo

115677. 00
52579. 00
18190. 00
42989. 00
15.72%
81. 76%

12517530. 00

9663479. 00
4774329. 00
5776123. 00
38. 14%
59. 77%

4613. 00
2723. 00
1522. 00
1629. 00
32.99%
59. 82%

4613. 00
2723. 00
1544. 00
1625. 00
33.47%
59. 68%

00
00
00
00
00%
00%

00
00
00
00

OO 000000

Di

Mai

Correct Specificity
Correct Sensitivity
3 11:34:46 CEST 2005

0. 00%
0. 00%
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