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Di Mai 3 16:59:57 CEST 2005 Total Length 487140. 00 444352. 00
Aver age Score 0. 00 0. 00
**Summary Stats** Total Score 0. 00 0. 00
Annot at i on: / home/ mar i o/ human/ encode/ t est Encode/ genes_known_val i dat ed/ annot a Initial
tion_list Count 0. 00 0. 00
Predi ctions: / home/ mar i o/ human/ encode/ t est Encode/ al | predi cti o Aver age Length 0. 00 0. 00
ns/ annot ati on_genei d. new. gtf.dir/prediction_|ist Total Length 0. 00 0. 00
Aver age Score 0. 00 0. 00
Gene Sensitivity 10. 51% Total Score 0. 00 0. 00
Gene Specificity 8. 78% I nterna
Transcript Sensitivity 5.20% Count 2723.00 2383. 00
Transcript Specificity 8. 78% Aver age Length 159. 59 176. 42
Exon Sensitivity 53. 74% Total Length 434561. 00 420406. 00
Exon Specificity 61. 08% Aver age Score 0. 00 0. 00
Nucl eotide Sensitivity 76. 18% Total Score 0. 00 0. 00
Nucl eoti de Specificity 75. 94% Term na
Count 0. 00 0. 00
**CGeneral Stats** Aver age Length 0. 00 0. 00
Predi ctions: Total Length 0. 00 0. 00
/ home/ mar i o/ human/ encode/ t est Enc Aver age Score 0. 00 0. 00
ode/ genes_known_val i dat ed/ annotation_Ii st / home/ mar i o/ human/ encode/ t est Enc Total Score 0. 00 0. 00
ode/ al | predi cti ons/annotati on_geneid. new. gtf.dir/prediction_list Single
Gene Count 59. 00 53. 00
All Average Length 891. 17 451. 81
Count 295. 00 353. 00 Total Length 52579. 00 23946. 00
Total Transcripts 711. 00 353. 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 2083. 00
Count 711. 00 353. 00 Average Length 4087. 77 5361. 12
Aver age Length 27411. 48 32893. 97 Total Length 9663479. 00 11167220. 00
Total Length 19489560. 00 11611572. 00 Aver age Score 0. 00 0. 00
Average Coding Length 1288. 69 1258. 79 Total Score 0. 00 0. 00
Total Coding Length 916261. 00 444352. 00 Nuc
Aver age Score 0. 00 0. 00 All
Total Score 0. 00 0. 00 Count 487140. 00 444352. 00
Exons Per 8.12 6. 90 Initia
Total Exons 5773. 00 2436. 00 Count 0. 00 0.00
Conpl et e I nterna
Count 0. 00 0. 00 Count 434561. 00 420406. 00
Average Length 0. 00 0. 00 Term na
Total Length 0. 00 0. 00 Count 0. 00 0. 00
Average Codi ng Length 0. 00 0. 00 Si ngl e
Total Coding Length 0. 00 0. 00 Count 52579. 00 23946. 00
Aver age Score 0. 00 0. 00 Intron
Total Score 0. 00 0.00 Count 9663479. 00 11167220. 00
Exons Per 0. 00 0. 00 Si gna
Total Exons 0. 00 0. 00 Spl i ce Acceptor
I nconmpl ete Count 2723. 00 2383. 00
Count 711. 00 353. 00 Spl i ce Donor
Average Length 27411. 48 32893. 97 Count 2723. 00 2383. 00
Total Length 19489560. 00 11611572. 00 Start Codon
Average Coding Length 1288. 69 1258. 79 Count 0. 00 0. 00
Total Coding Length 916261. 00 444352. 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 6. 90
Total Exons 5773. 00 2436. 00 **Detailed Stats**
Exon Annot at i on: /' horre/ mar i o/ human/ encode/ t est Encode/ genes_known_val i dat ed/ annot a
Al l tion_list
Count 2782. 00 2436. 00 Predi ctions: / hone/ mar i o/ human/ encode/ t est Encode/ al
Average Length 175. 10 182. 41 predi ctions/annotation_geneid.new. gtf.dir/prediction_|ist
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Gene Exact Pred Count 28. 00
All Exact Ann Count 34.00

Count 353. 00 Exact Specificity 7.93%
Ann Count 295. 00 Exact Sensitivity 4.78%
Total Transcripts 353. 00 Genoni ¢ Overlap Pred Count 235. 00
Transcripts Per 1.00 Genom ¢ Overlap Ann Count 679. 00
Consi stent Pred Count 31. 00 Genom ¢ Overlap Specificity 66. 57%
Consi stent Ann Count 31.00 Genomic Overlap Sensitivity 95. 50%
Consi stent Specificity 8. 78% CDS Overlap Pred Count 233.00
Consi stent Sensitivity 10.51% CDS Overlap Ann Count 675. 00
Exact Pred Count 28. 00 CDS Overlap Specificity 66. 01%
Exact Ann Count 28.00 CDS Overlap Sensitivity 94. 94%
Exact Specificity 7.93% Al Introns Pred Count 54. 00
Exact Sensitivity 9.49% Al Introns Ann Count 84. 00
Genomi ¢ Overlap Pred Count 235. 00 Al Introns Specificity 15. 30%
Genomi ¢ Overlap Ann Count 273.00 Al Introns Sensitivity 11.81%
Genomi ¢ Overlap Specificity 66.57% Exact Intron Pred Count 177.00
Genomi ¢ Overlap Sensitivity 92. 54% Exact Intron Ann Count 560. 00
CDS Overlap Pred Count 233.00 Exact Intron Specificity 50. 14%
CDS Overl ap Ann Count 272.00 Exact Intron Sensitivity 78.76%
CDS Overlap Specificity 66.01% Exact Exon Pred Count 202. 00
CDS Overlap Sensitivity 92.20% Exact Exon Ann Count 599. 00
Al Introns Pred Count 54. 00 Exact Exon Specificity 57.22%
Al Introns Ann Count 55. 00 Exact Exon Sensitivity 84. 25%
Al Introns Specificity 15. 30% Start Codon Pred Count 0. 00
Al Introns Sensitivity 18. 64% Start Codon Ann Count 0. 00
Exact Intron Pred Count 177. 00 Start Codon Specificity 0. 00%
Exact Intron Ann Count 216. 00 Start Codon Sensitivity 0. 00%
Exact Intron Specificity 50. 14% St op Codon Pred Count 0. 00
Exact Intron Sensitivity 73.22% St op Codon Ann Count 0. 00
Exact Exon Pred Count 202. 00 St op Codon Specificity 0. 00%
Exact Exon Ann Count 235. 00 Stop Codon Sensitivity 0. 00%
Exact Exon Specificity 57.22% Start Stop Pred Count 0. 00
Exact Exon Sensitivity 79. 66% Start Stop Ann Count 0. 00
Start Codon Pred Count 0. 00 Start Stop Specificity 0. 00%
Start Codon Ann Count 0. 00 Start Stop Sensitivity 0. 00%
Start Codon Specificity 0. 00% Conpl et e
Start Codon Sensitivity 0. 00% Count 0. 00
St op Codon Pred Count 0. 00 Ann Count 0. 00
St op Codon Ann Count 0. 00 Aver age Length 0. 00
Stop Codon Specificity 0. 00% Total Length 0. 00
Stop Codon Sensitivity 0. 00% Aver age Codi ng Length 0. 00
Start Stop Pred Count 0. 00 Tot al Codi ng Length 0. 00
Start Stop Ann Count 0. 00 Aver age Score 0. 00
Start Stop Specificity 0. 00% Total Score 0. 00
Start Stop Sensitivity 0. 00% Exons Per 0. 00

Transcri pt Total Exons 0. 00

Al Consi stent Pred Count 0. 00

Count 353. 00 Consi stent Ann Count 0. 00
Ann Count 711.00 Consi stent Specificity 0. 00%
Average Length 32893. 97 Consi stent Sensitivity 0. 00%
Total Length 11611572. 00 Exact Pred Count 0. 00
Average Coding Length 1258. 79 Exact Ann Count 0. 00
Total Codi ng Length 444352. 00 Exact Specificity 0. 00%
Aver age Score 0. 00 Exact Sensitivity 0. 00%
Total Score 0. 00 Genomi ¢ Overlap Pred Count 0. 00
Exons Per 6. 90 Genom ¢ Overlap Ann Count 0. 00
Total Exons 2436. 00 Genomi ¢ Overlap Specificity 0. 00%
Consi stent Pred Count 31.00 Genomi c Overlap Sensitivity 0. 00%
Consi stent Ann Count 37.00 CDS Overlap Pred Count 0. 00
Consi stent Specificity 8. 78% CDS Overlap Ann Count 0. 00
Consi stent Sensitivity 5.20% CDS Overlap Specificity 0. 00%
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CDS Overlap Sensitivity 0. 00% Exact Exon Specificity 57.22%
Al Introns Pred Count 0. 00 Exact Exon Sensitivity 84.25%
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% St op Codon Ann Count 0. 00
Exact Intron Sensitivity 0. 00% Stop 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 2436. 00
St op Codon Pred Count 0. 00 Ann Count 2782. 00
St op Codon Ann Count 0. 00 Average Length 182. 41
St op Codon Specificity 0. 00% Total Length 444352. 00
Stop Codon Sensitivity 0. 00% Aver age Score 0. 00
Start Stop Pred Count 0. 00 Total Score 0. 00
Start Stop Ann Count 0. 00 Correct Pred Count 1488. 00
Start Stop Specificity 0. 00% Correct Ann Count 1495. 00
Start Stop Sensitivity 0. 00% Correct Specificity 61. 08%

I nconmpl ete Correct Sensitivity 53. 74%
Count 353. 00 Overlap Pred Count 1769. 00
Ann Count 711. 00 Overl ap Ann Count 2001. 00
Average Length 32893. 97 Overlap Specificity 72.62%
Total Length 11611572. 00 Overlap Sensitivity 71.93%
Aver age Codi ng Length 1258. 79 Overl ap 80p Pred Count 1620. 00
Total Coding Length 444352. 00 Overl ap 80p Ann Count 1699. 00
Aver age Score 0. 00 Overl ap 80p Specificity 66. 50%
Total Score 0. 00 Overlap 80p Sensitivity 61. 07%
Exons Per 6. 90 Splice 5 Pred Count 1607. 00
Total Exons 2436. 00 Splice 5 Ann Count 1728. 00
Consi stent Pred Count 31.00 Splice 5 Specificity 65. 97%
Consi stent Ann Count 37.00 Splice 5 Sensitivity 62.11%
Consi stent Specificity 8. 78% Splice 3 Pred Count 1626. 00
Consi stent Sensitivity 5.20% Splice 3 Ann Count 1718. 00
Exact Pred Count 28. 00 Splice 3 Specificity 66. 75%
Exact Ann Count 34.00 Splice 3 Sensitivity 61. 75%
Exact Specificity 7.93% Initial
Exact Sensitivity 4.78% Count 0. 00
Genonmic Overlap Pred Count 235. 00 Ann Count 0. 00
Genomi ¢ Overlap Ann Count 679. 00 Aver age Length 0. 00
Genomic Overlap Specificity 66.57% Total Length 0. 00
Genomic Overlap Sensitivity 95. 50% Aver age Score 0. 00
CDS Overlap Pred Count 233.00 Total Score 0. 00
CDS Overlap Ann Count 675. 00 Correct Pred Count 0. 00
CDS Overlap Specificity 66. 01% Correct Ann Count 0. 00
CDS Overlap Sensitivity 94. 94% Correct Specificity 0. 00%
Al Introns Pred Count 54. 00 Correct Sensitivity 0. 00%
Al'l Introns Ann Count 84. 00 Overlap Pred Count 0. 00
Al Introns Specificity 15. 30% Overl ap Ann Count 0. 00
Al Introns Sensitivity 11. 81% Overlap Specificity 0. 00%
Exact Intron Pred Count 177. 00 Overlap Sensitivity 0. 00%
Exact Intron Ann Count 560. 00 Overl ap 80p Pred Count 0. 00
Exact Intron Specificity 50. 14% Overl ap 80p Ann Count 0. 00
Exact Intron Sensitivity 78.76% Overlap 80p Specificity 0. 00%
Exact Exon Pred Count 202. 00 Overlap 80p Sensitivity 0. 00%
Exact Exon Ann Count 599. 00 Splice 5 Pred Count 0. 00
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Splice 5 Ann Count 0. 00 Count 53. 00
Splice 5 Specificity 0. 00% Ann Count 59. 00
Splice 5 Sensitivity 0. 00% Aver age Length 451. 81
Splice 3 Pred Count 0. 00 Total Length 23946. 00
Splice 3 Ann Count 0. 00 Aver age Score 0. 00
Splice 3 Specificity 0. 00% Total Score 0. 00
Splice 3 Sensitivity 0. 00% Correct Pred Count 5. 00

I nt ernal Correct Ann Count 6. 00
Count 2383. 00 Correct Specificity 9. 43%
Ann Count 2723. 00 Correct Sensitivity 10. 17%
Aver age Length 176. 42 Overl ap Pred Count 10. 00
Total Length 420406. 00 Overl ap Ann Count 47.00
Average Score 0. 00 Overlap Specificity 18.87%
Total Score 0. 00 Overlap Sensitivity 79. 66%
Correct Pred Count 1483. 00 Overl ap 80p Pred Count 10. 00
Correct Ann Count 1489. 00 Overl ap 80p Ann Count 31. 00
Correct Specificity 62.23% Overl ap 80p Specificity 18.87%
Correct Sensitivity 54. 68% Overlap 80p Sensitivity 52. 54%
Overl ap Pred Count 1759. 00 Splice 5 Pred Count 6. 00
Overl ap Ann Count 1954. 00 Splice 5 Ann Count 19. 00
Overlap Specificity 73.81% Splice 5 Specificity 11. 32%
Overlap Sensitivity 71.76% Splice 5 Sensitivity 32.20%
Overl ap 80p Pred Count 1610. 00 Splice 3 Pred Count 9. 00
Overl ap 80p Ann Count 1668. 00 Splice 3 Ann Count 22.00
Overl ap 80p Specificity 67.56% Splice 3 Specificity 16. 98%
Overlap 80p Sensitivity 61. 26% Splice 3 Sensitivity 37.29%
Splice 5 Pred Count 1601. 00 Intron
Splice 5 Ann Count 1709. 00 Count 2083. 00
Splice 5 Specificity 67.18% Ann Count 2364. 00
Splice 5 Sensitivity 62. 76% Average Length 5361. 12
Splice 3 Pred Count 1617. 00 Total Length 11167220. 00
Splice 3 Ann Count 1696. 00 Aver age Score 0. 00
Splice 3 Specificity 67.86% Total Score 0. 00
Splice 3 Sensitivity 62.28% Correct Pred Count 1195. 00

Term nal Correct Ann Count 1200. 00
Count 0. 00 Correct Specificity 57.37%
Ann Count 0. 00 Correct Sensitivity 50. 76%
Average Length 0. 00 Overl ap Pred Count 1694. 00
Total Length 0. 00 Overl ap Ann Count 2251. 00
Aver age Score 0. 00 Overlap Specificity 81. 33%
Total Score 0. 00 Overlap Sensitivity 95.22%
Correct Pred Count 0. 00 Overl ap 80p Pred Count 1295. 00
Correct Ann Count 0. 00 Overl ap 80p Ann Count 1342. 00
Correct Specificity 0. 00% Overl ap 80p Specificity 62.17%
Correct Sensitivity 0. 00% Overlap 80p Sensitivity 56. 77%
Overlap Pred Count 0. 00 Splice 5 Pred Count 1476. 00
Overl ap Ann Count 0. 00 Splice 5 Ann Count 1595. 00
Overlap Specificity 0. 00% Splice 5 Specificity 70. 86%
Overlap Sensitivity 0. 00% Splice 5 Sensitivity 67.47%
Overl ap 80p Pred Count 0. 00 Splice 3 Pred Count 1475. 00
Overlap 80p Ann Count 0. 00 Splice 3 Ann Count 1597. 00
Overlap 80p Specificity 0. 00% Splice 3 Specificity 70. 81%
Overlap 80p Sensitivity 0. 00% Splice 3 Sensitivity 67.55%
Splice 5 Pred Count 0. 00 Nuc
Splice 5 Ann Count 0. 00 Al l
Splice 5 Specificity 0. 00% Count 444352. 00
Splice 5 Sensitivity 0. 00% Ann Count 487140. 00
Splice 3 Pred Count 0. 00 Correct Pred Count 337454. 00
Splice 3 Ann Count 0. 00 Correct Ann Count 371124. 00
Splice 3 Specificity 0. 00% Correct Specificity 75. 94%
Splice 3 Sensitivity 0. 00% Correct Sensitivity 76. 18%

Singl e Initial
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Count 0. 00 Correct Sensitivity 0. 00%
Ann Count 0. 00 Di Mai 3 17:00: 03 CEST 2005
Correct Pred Count 0. 00
Correct Ann Count 0. 00
Correct Specificity 0. 00%
Correct Sensitivity 0. 00%

I nt er nal
Count 420406. 00
Ann Count 434561. 00
Correct Pred Count 326381. 00
Correct Ann Count 332702. 00
Correct Specificity 77.63%
Correct Sensitivity 76.56%

Ter m nal
Count 0. 00
Ann Count 0. 00
Correct Pred Count 0. 00
Correct Ann Count 0. 00
Correct Specificity 0. 00%
Correct Sensitivity 0. 00%

Singl e
Count 23946. 00
Ann Count 52579. 00
Correct Pred Count 11073. 00
Correct Ann Count 38422. 00
Correct Specificity 46. 24%
Correct Sensitivity 73.07%

I ntron
Count 11167220. 00
Ann Count 9663479. 00
Correct Pred Count 6186870. 00
Correct Ann Count 7448115. 00
Correct Specificity 55. 40%
Correct Sensitivity 77.07%

Si gnal

Splice Acceptor
Count 2383. 00
Ann Count 2723.00
Correct Pred Count 1601. 00
Correct Ann Count 1709. 00
Correct Specificity 67.18%
Correct Sensitivity 62. 76%

Spl i ce Donor
Count 2383. 00
Ann Count 2723. 00
Correct Pred Count 1617. 00
Correct Ann Count 1696. 00
Correct Specificity 67. 86%
Correct Sensitivity 62. 28%

Start Codon
Count 0. 00
Ann Count 0. 00
Correct Pred Count 0. 00
Correct Ann Count 0. 00
Correct Specificity 0. 00%
Correct Sensitivity 0. 00%

St op Codon
Count 0. 00
Ann Count 0. 00
Correct Pred Count 0. 00
Correct Ann Count 0. 00
Correct Specificity 0. 00%
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