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PREDICTION RESULTS OF VIRULENT PRED

S. no.

Protein name

Prediction results
amino acid-
composition-based

Predicted
scores

higher order
dipeptide-

Prediction results

composition-based

Predicted
scores

Prediction results
similarity-based
using PSI-
BLAST

Predicted
scores

Prediction results
PSI-BLAST
created PSSM
profiles

Predicted
scores

Prediction results
PSI-BLAST
created PSSM
profiles

Predicted
scores

—_

>sp|POWFE1|DCUP_MYCTU Uroporphyrinogen decarboxylase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=hemE PE=1 SV=1

Non-Virulent

-0,599 Non-Virulent

-0,614

No hits obtained

Zero

Non-Virulent

-0,591

No Hits obtained

Zero

2

>sp|PO9OWGD7|SRP54 MYCTU Signal recognition particle protein

OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=fth PE=1 SV=1

Non-Virulent

-0,958 Non-Virulent

-1,391

7,00E-75

Non-Virulent

-0,878

Non-Virulent

-0,98

>splPOWGVIMETK MYCTU S-adenosylmethionine synthase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=metK PE=1 SV=1

Non-Virulent

-1,426 Non-Virulent

-1,349

Non-Virulent

-1,481

Non-Virulent

-0,378

>sp|POWGV3ISAHH_MYCTU Adenosylhomocysteinase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=ahcY PE=1 SV=1

Non-Virulent

-1,946 Non-Virulent

-1,216

No hits obtained

Zero

Non-Virulent

-1,275

Non-Virulent

-1,029

>sp|POWHASRL2 MYCTU 50S ribosomal protein L2
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=rpIB PE=1 SV=1

0,9134

0,0324

No hits obtained

Zero

0,6771

Non-Virulent

-0,999

>sp|POWHHO|DLDH MY CTU Dihydrolipoyl dehydrogenase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=IpdC PE=1 SV=1

Non-Virulent

2,16 Non-Virulent

-1,599

e-180

Non-Virulent

-1,128

0,9832

>sp|POWHN3PURA MYCTU Adenylosuccinate synthetase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=purA PE=1 SV=1

Non-Virulent

-1,074 Non-Virulent

-1,41

Non-Virulent

-0,907

Non-Virulent

-0,989

Ll

>sp|POWHU7|PSCR_MYCTU Pyrroline-5-carboxylate reductase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=proC PE=1 SV=1

Non-Virulent

-0,348 Non-Virulent

-0,146

e-130

0,0265

Non-Virulent

-1,024

>sp|POWID1|PGK_MYCTU Phosphoglycerate kinase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=pgk PE=1 SV=1

Non-Virulent

-0,717 Non-Virulent

-0,752

No hits obtained

Zero

Non-Virulent

-0,722

1,0003

10

>sp/[POWK13MDH _MYCTU Malate dehydrogenase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=mdh PE=1 SV=1

Non-Virulent

-0,746 Non-Virulent

-0,524

3,00E-91

Non-Virulent

-0,871

Non-Virulent

-0,995




S. no.

Protein name

Prediction results
amino acid-
composition-based

Predicted
scores

Prediction results

Prediction results

Prediction results

Prediction results

11

>sp|POWK25MAOX MYCTU Putative malate oxidoreductase
[NAD] OS=Mycobacterium tuberculosis (strain ATCC 25618 /
H37Rv) GN=mez PE=1 SV=1

Non-Virulent

-1,247

12

>sp|POWKESKPYK MYCTU Pyruvate kinase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=pyk PE=1 SV=1

Non-Virulent

-1,276

13

>spPOWMI7HTPG_MYCTU Chaperone protein HtpG
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=htpG PE=1 SV=1

Non-Virulent

-1,069

14

>sp|POWMI9IDNAK MYCTU Chaperone protein DnaK
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=dnaK PE=1 SV=1

Non-Virulent

-1,906

15

>sp|PO9WN69|G6PI MYCTU Glucose-6-phosphate isomerase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=pgi PE=1 SV=1

Non-Virulent

-0,155

16

>sp|POWNS3|G3P_MYCTU Glyceraldehyde-3-phosphate
dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC
25618 / H37Rv) GN=gap PE=1 SV=1

Non-Virulent

-0,528

17

>sp|POWP71|COX1_MYCTU Probable cytochrome ¢ oxidase
subunit 1 OS=Mycobacterium tuberculosis (strain ATCC 25618 /
H37Rv) GN=ctaD PE=1 SV=1

Non-Virulent

-1,421

18

>sp|POWPE9|CH601 MYCTU 60 kDa chaperonin 1
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=groEL1 PE=1 SV=1

Non-Virulent

-1,726

19

>sp|POWPE7|CH602 MYCTU 60 kDa chaperonin 2
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=groEL2 PE=1 SV=1

Non-Virulent

-1,691

20

>sp/[POWPS9|CTPF_MYCTU Probable cation-transporting ATPase
F OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=ctpF PE=1 SV=1

Non-Virulent

-1,376

21

>sp|POWPU7|ATPA MYCTU ATP synthase subunit alpha
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=atpA PE=1 SV=1

Non-Virulent

-2,125

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles
Non-Virulent -1,574 | No hits obtained | Zero Non-Virulent -1,226 Non-Virulent -1,01
Non-Virulent -1,226 - 0 Non-Virulent -0,643 Non-Virulent -1,077
Non-Virulent -0,978 - 0 Non-Virulent -1,349 Non-Virulent -0,306
Non-Virulent -1,398 - 0 Non-Virulent -2,007 Non-Virulent -1,004
Non-Virulent -0,819 [ No hits obtained | Zero Non-Virulent -0,3 Non-Virulent -1,043
Non-Virulent -0,241 - e-166 Non-Virulent -1,059 Non-Virulent -0,919
Non-Virulent -1,818 - 0 Non-Virulent -1,767 Non-Virulent -1,067
Non-Virulent -1,576 - 0 Non-Virulent -1,524 Non-Virulent -1,062
Non-Virulent -2,671 - 0 Non-Virulent -1,83 Non-Virulent -1,048
Non-Virulent -1,748 . 0 Non-Virulent -1,077 Non-Virulent -0,645
Non-Virulent -1,761 - 0 Non-Virulent -1,488 Non-Virulent -1,008
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22

>sp|POWPUI9|ATPG_MYCTU ATP synthase gamma chain
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=atpG PE=1 SV=1

Non-Virulent

-0,22

e-127

Non-Virulent

-0,005

Non-Virulent

-1,017

23

>sp|POWPW7|ASSY MYCTU Argininosuccinate synthase
OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv)
GN=argG PE=1 SV=1

Non-Virulent

-1,821

Non-Virulent No hits obtained

Zero

Non-Virulent

-1,166

Non-Virulent

24

>sp|ASTZ77DNAK _MYCTA Chaperone protein DnaK
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=dnaK PE=3 SV=1

Non-Virulent

-1,906

Non-Virulent

Non-Virulent

-2,007

Non-Virulent

-1,115

25

>sp|ASTZ84|PURA MYCTA Adenylosuccinate synthetase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=purA PE=3 SV=1

Non-Virulent

-1,074

Non-Virulent

Non-Virulent

-0,907

Non-Virulent

-1,043

26

>sp|ASTZG6|CH601 MYCTA 60 kDa chaperonin 1
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=groL1 PE=3 SV=1

Non-Virulent

Non-Virulent

Non-Virulent

-1,83

Non-Virulent

-1,024

27

>sp|ASUO90RL2. MYCTA 50S ribosomal protein L2
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=rplB PE=3 SV=1

0,0324 | No hits obtained

Zero

0,6771

Non-Virulent

-0,645

28

>sp|ASUO0Y6|G6PI_ MYCTA Glucose-6-phosphate isomerase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=pgi PE=3 SV=1

Non-Virulent

Non-Virulent -0,819 | No hits obtained

Zero

Non-Virulent

0,9832

29

>sp|ASUITEMDH_MYCTA Malate dehydrogenase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=mdh PE=3 SV=1

Non-Virulent

-0,746

Non-Virulent -0,524

3,00E-91

Non-Virulent

-0,871

Non-Virulent

-0,919

30

>sp|ASU207|ATPA_MYCTA ATP synthase subunit alpha
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=atpA PE=3 SV=1

Non-Virulent

-2,125

Non-Virulent

Non-Virulent

-1,488

Non-Virulent

-1,01

31

>sp|ASU208|ATPG_MYCTA ATP synthase gamma chain
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=atpG PE=3 SV=1

Non-Virulent

-0,22

e-127

Non-Virulent

-0,005

Non-Virulent

-1,017

32

>sp|ASU294METK_MYCTA S-adenosylmethionine synthase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=metK PE=3 SV=1

Non-Virulent

-1,426

Non-Virulent

Non-Virulent

-1,481

Non-Virulent




S. no.
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33

>sp|ASU2D9IPGK_MYCTA Phosphoglycerate kinase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=pgk PE=3 SV=1

Non-Virulent

-0,717

34

>sp|ASU315|ASSY MYCTA Argininosuccinate synthase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=argG PE=3 SV=1

Non-Virulent

-1,821

35

>sp|ASU4Y2HTPG_MYCTA Chaperone protein HtpG
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=htpG PE=3 SV=1

Non-Virulent

-1,069

36

>sp|ASU630[DCUP_MYCTA Uroporphyrinogen decarboxylase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=hemE PE=3 SV=1

Non-Virulent

-0,599

37

>sp|ASU7S2|ISAHH_MYCTA Adenosylhomocysteinase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=ahcY PE=3 SV=1

Non-Virulent

-1,946

38

>sp|ASU892|CH602 MYCTA 60 kDa chaperonin 2
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=groL2 PE=3 SV=1

Non-Virulent

-1,726

39

>trASTZI9IASTZI9 MYCTA Dihydrolipoyl dehydrogenase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=Ipd PE=3 SV=1

Non-Virulent

-2,16

40

>tr|ASTZMOY|ASTZM9 MY CTA Pyrroline-5-carboxylate reductase

OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=proC PE=3 SV=I

Non-Virulent

-0,348

41

>trlASU2D8|ASU2D8 MYCTA Glyceraldehyde-3-phosphate
dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC
25177 / H37Ra) GN=gap PE=3 SV=1

Non-Virulent

-0,528

42

>tr|ASU2X3|A5U2X3 MYCTA Pyruvate kinase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=pykA PE=3 SV=I

Non-Virulent

-1,276

43

>tr|ASU422|A5U422 MYCTA Metal cation transporting P-type

ATPase CtpF OS=Mycobacterium tuberculosis (strain ATCC 25177

/ H37Ra) GN=ctpF PE=4 SV=1

Non-Virulent

-1,376

Prediction results Prediction results Prediction results Prediction results

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores

composition-based BLAST profiles profiles
Non-Virulent -0,752 | No hits obtained | Zero Non-Virulent -0,722 Non-Virulent -1,029
Non-Virulent -1,427 | No hits obtained | Zero Non-Virulent -1,166 Non-Virulent -0,995
Non-Virulent -0,978 0 Non-Virulent -1,349 Non-Virulent -1,115
Non-Virulent -0,614 | No hits obtained | Zero Non-Virulent -0,591 Non-Virulent -1,004
Non-Virulent -1,216 | No hits obtained | Zero Non-Virulent -1,275 Non-Virulent -0,98
Non-Virulent -1,576 0 Non-Virulent -1,524 Non-Virulent -0,999
Non-Virulent -1,599 e-180 Non-Virulent -1,128 Non-Virulent -1,048
Non-Virulent -0,241 e-166 Non-Virulent -1,059 1,0003
Non-Virulent -1,226 0 Non-Virulent -0,643 Non-Virulent -1,067
Non-Virulent -1,748 0 Non-Virulent -1,077 Non-Virulent -0,306
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44

>tr|ASUS521|A5US521 MYCTA Malate oxidoreductase
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=mez PE=3 SV=1

Non-Virulent

-1,247

45

>tr|ASU6S1]A5U6S1 _MYCTA Signal recognition particle protein
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=fth PE=3 SV=1

Non-Virulent

-0,958

46

>tr]ASU757|A5U757 _MYCTA Cytochrome c oxidase subunit 1
OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra)
GN=ctaD PE=3 SV=1

Non-Virulent

-1,421

47

>sp|POWFEODCUP_MYCTO Uroporphyrinogen decarboxylase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=hemE PE=3 SV=1

Non-Virulent

-0,599

48

>sp|PO9OWGD6|SRP54 MYCTO Signal recognition particle protein
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=ffth PE=3 SV=1

Non-Virulent

-0,958

49

>splPOWGVOMETK _MYCTO S-adenosylmethionine synthase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=metK PE=3 SV=I

Non-Virulent

-1,426

50

>sp|POWGV2[SAHH_MYCTO Adenosylhomocysteinase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=ahcY PE=3 SV=1

Non-Virulent

-1,946

51

>sp[POWHA4RL2 MYCTO 50S ribosomal protein L2
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=rplB PE=3 SV=1

0,9134

52

>spPOWHHS|DLDH_MYCTO Dihydrolipoyl dehydrogenase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=IpdC PE=3 SV=1

Non-Virulent

-2,16

53

>sp[POWHN2PURA MYCTO Adenylosuccinate synthetase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=purA PE=3 SV=1

Non-Virulent

-1,203

54

>sp|POWHUG6/PSCR_MYCTO Pyrroline-5-carboxylate reductase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=proC PE=3 SV=I

Non-Virulent

-0,348

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles
Non-Virulent -1,574 | No hits obtained | Zero Non-Virulent -1,226 Non-Virulent -1,008
Non-Virulent -1,391 - 7,00E-75| Non-Virulent -0,878 Non-Virulent -1,077
Non-Virulent -1,818 - 0 Non-Virulent -1,767 Non-Virulent -0,378
Non-Virulent -0,614 | No hits obtained | Zero Non-Virulent -0,591 Non-Virulent -1,062
Non-Virulent -1,391 - 7,00E-75| Non-Virulent -0,878 Non-Virulent -0,98
Non-Virulent -1,349 - 0 Non-Virulent -1,481 Non-Virulent -0,378
Non-Virulent -1,216 | No hits obtained | Zero Non-Virulent -1,275 Non-Virulent -1,029
0,0324 | No hits obtained | Zero 0,6771 Non-Virulent -0,999
Non-Virulent -1,599 e-180 Non-Virulent -1,128 0,9832
Non-Virulent -1,326 0 Non-Virulent -0,957 Non-Virulent -0,989
Non-Virulent -0,146 e-130 0,0265 Non-Virulent -1,016

:
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55

>sp|POWIDOIPGK_MYCTO Phosphoglycerate kinase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=pgk PE=3 SV=1

Non-Virulent

-0,717

56

>sp|POWKI6|IMDH_MYCTO Inosine-5'-monophosphate
dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551/
Oshkosh) GN=guaB PE=3 SV=1

Non-Virulent

-0,877

57

>sp|POWKI12IMDH_MYCTO Malate dehydrogenase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=mdh PE=3 SV=1

Non-Virulent

-0,746

58

>sp|POWK24[MAOX MYCTO Putative malate oxidoreductase
[NAD] OS=Mycobacterium tuberculosis (strain CDC 1551 /
Oshkosh) GN=mez PE=3 SV=1

Non-Virulent

-1,247

59

>sp/[POWKE4|KPYK MYCTO Pyruvate kinase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=pyk PE=3 SV=1

Non-Virulent

-1,276

60

>spPOWMI6|HTPG_MYCTO Chaperone protein HtpG
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=htpG PE=3 SV=1

Non-Virulent

-1,069

61

>sp|POWMISIDNAK MYCTO Chaperone protein DnaK
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=dnaK PE=3 SV=1

Non-Virulent

-1,906

62

>sp|POWNG68S|GO6PI MYCTO Glucose-6-phosphate isomerase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=pgi PE=3 SV=1

Non-Virulent

-0,155

63

>sp|POWNE2|G3P_MYCTO Glyceraldehyde-3-phosphate
dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551 /
Oshkosh) GN=gap PE=3 SV=1

Non-Virulent

-0,528

64

>sp/[PO9WP70/COX1 _MYCTO Probable cytochrome ¢ oxidase
subunit 1 OS=Mycobacterium tuberculosis (strain CDC 1551/
Oshkosh) GN=ctaD PE=3 SV=I

Non-Virulent

-1,421

65

>sp|POWPE6|CH602 MYCTO 60 kDa chaperonin 2
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=groEL2 PE=3 SV=1

Non-Virulent

-1,691

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles
Non-Virulent -0,752 | No hits obtained | Zero Non-Virulent -0,722 1,0003
Non-Virulent -0,801 - 8,00E-32| Non-Virulent -0,967 Non-Virulent -0,995
Non-Virulent -0,524 - 3,00E-91| Non-Virulent -0,871 0,1515
Non-Virulent -1,574 | No hits obtained | Zero Non-Virulent -1,226 Non-Virulent -1,01
Non-Virulent -1,226 - 0 Non-Virulent -0,643 Non-Virulent -1,077
Non-Virulent -0,978 - 0 Non-Virulent -1,349 Non-Virulent -0,306
Non-Virulent -1,398 - 0 Non-Virulent -2,007 Non-Virulent -1,004
Non-Virulent -0,819 | No hits obtained | Zero Non-Virulent -0,3 Non-Virulent -1,043
Non-Virulent -0,241 - e-166 Non-Virulent -1,059 Non-Virulent -0,919
Non-Virulent -1,818 . 0 Non-Virulent -1,767 Non-Virulent -1,067
Non-Virulent -2,671 - 0 Non-Virulent -1,83 Non-Virulent -1,062




S. no.

Protein name

Prediction results
amino acid-
composition-based

Predicted
scores

Prediction results

Prediction results

Prediction results

Prediction results

66

>sp|POWPES|CH601 _MYCTO 60 kDa chaperonin 1
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=groEL1 PE=3 SV=1

Non-Virulent

-1,726

67

>sp|POWPSE|CTPF_MYCTO Probable cation-transporting ATPase
F OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=ctpF PE=2 SV=1

Non-Virulent

-1,376

68

>sp|POWPUG6/ATPA MYCTO ATP synthase subunit alpha
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=atpA PE=3 SV=1

Non-Virulent

-2,125

69

>sp|POWPUS|ATPG_MYCTO ATP synthase gamma chain
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=atpG PE=3 SV=1

Non-Virulent

-0,22

70

>sp|POWPW6|ASSY MYCTO Argininosuccinate synthase
OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh)
GN=argG PE=3 SV=1

Non-Virulent

-1,821

71

>trAOAOH3L5C8|AO0AOH3L5C8 MYCTE Chaperone protein
DnaK OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC
107 / Erdman) OX=652616 GN=dnaK PE=2 SV=1

Non-Virulent

-1,906

72

>tr]AOAOH3L5N9|AOAOH3LSN9 MYCTE Dihydrolipoyl
dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC
35801 / TMC 107 / Erdman) OX=652616 GN=Ipd PE=3 SV=1

Non-Virulent

-2,16

73

>trAOAOH3L5R1|AOAOH3L5R1 MYCTE Pyrroline-5-carboxylate
reductase OS=Mycobacterium tuberculosis (strain ATCC 35801 /
TMC 107 / Erdman) OX=652616 GN=proC PE=3 SV=1

Non-Virulent

-0,348

74

>tr|AOAOH3L6B9JA0AOH3L6B9 MYCTE 50S ribosomal protein
L2 OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC
107 / Erdman) OX=652616 GN=rplB PE=3 SV=1

0,9134

75

>trAOAOH3L7U3|A0AOH3L7U3 MYCTE Glucose-6-phosphate
isomerase OS=Mycobacterium tuberculosis (strain ATCC 35801 /
TMC 107 / Erdman) OX=652616 GN=pgi PE=3 SV=1

Non-Virulent

-0,155

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles
Non-Virulent -1,576 - 0 Non-Virulent -1,524 Non-Virulent -0,645
Non-Virulent -1,748 - 0 Non-Virulent -1,077 Non-Virulent -1,048
Non-Virulent -1,761 - 0 Non-Virulent -1,488 Non-Virulent -1,008
0,0114 e-127 Non-Virulent -0,005 Non-Virulent -1,017
Non-Virulent -1,427 | No hits obtained | Zero Non-Virulent -1,166 Non-Virulent -1
Non-Virulent -1,398 - 0 Non-Virulent -2,007 Non-Virulent -1,115
Non-Virulent -1,599 - e-180 Non-Virulent -1,128 Non-Virulent -1,043
Non-Virulent -0,146 e-130 0,0265 Non-Virulent -0,989
0,0324 | No hits obtained | Zero 0,6771 1,0003
Non-Virulent -0,819 | No hits obtained | Zero Non-Virulent -0,3 0,9832




Prediction results

Predicted

S. no. Protein name amino acid-
.. scores
composition-based
>trAOAOH3L7VS8|AOAOH3L7V8 MYCTE Malate dehydrogenase
76| OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 107 / Non-Virulent -0,746

Erdman) OX=652616 GN=mdh PE=3 SV=1

Prediction results

Prediction results

Prediction results

Prediction results

77

>tr|AOAOH3L814|A0OAOH3L814 MYCTE ATP synthase gamma
chain OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC
107 / Erdman) OX=652616 GN=atpG PE=3 SV=1

Non-Virulent

-0,22

78

>tr]AOAOH3L910/AOAOH3L910 MYCTE Argininosuccinate
synthase OS=Mycobacterium tuberculosis (strain ATCC 35801 /
TMC 107 / Erdman) OX=652616 GN=argG PE=3 SV=1

Non-Virulent

-1,821

79

>tr]AOAOH3L9H4|A0AOH3L9H4 MYCTE Phosphoglycerate
kinase OS=Mycobacterium tuberculosis (strain ATCC 35801 /
TMC 107 / Erdman) OX=652616 GN=pgk PE=3 SV=1

Non-Virulent

-0,717

80

>tr|AOAOH3LC41|AOAOH3LC41 MYCTE Adenylosuccinate
synthetase OS=Mycobacterium tuberculosis (strain ATCC 35801 /
TMC 107 / Erdman) OX=652616 GN=purA PE=3 SV=I

Non-Virulent

-1,074

81

>trAOAOH3LCC3|AOAOH3LCC3 _MYCTE 60 kDa chaperonin
OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 107 /
Erdman) OX=652616 GN=groEL PE=3 SV=1

Non-Virulent

-1,691

82

>tr|AOAOH3LCK6|AOAOH3LCK6 MYCTE Uroporphyrinogen
decarboxylase OS=Mycobacterium tuberculosis (strain ATCC
35801 / TMC 107 / Erdman) OX=652616 GN=hemE PE=3 SV=1

Non-Virulent

-0,625

83

>trAOAOH3LCN1]AOAOH3LCN1_MYCTE Glyceraldehyde-3-
phosphate dehydrogenase OS=Mycobacterium tuberculosis (strain
ATCC 35801 / TMC 107 / Erdman) OX=652616 GN=gap PE=3
Sv=1

Non-Virulent

-0,528

84

>trAOAOH3LD73|A0AOH3LD73 MYCTE Signal recognition
particle protein OS=Mycobacterium tuberculosis (strain ATCC
35801 / TMC 107 / Erdman) OX=652616 GN=fth PE=3 SV=I

Non-Virulent

-0,958

85

>tr|AOAOH3LE62|AOAOH3LE62 MYCTE
Adenosylhomocysteinase OS=Mycobacterium tuberculosis (strain
ATCC 35801 / TMC 107 / Erdman) OX=652616 GN=sahH PE=3
SV=1

Non-Virulent

-1,946

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles
Non-Virulent 3,00E-91| Non-Virulent -0,871 Non-Virulent -0,919
e-127 Non-Virulent -0,005 Non-Virulent -1,01
Non-Virulent No hits obtained | Zero Non-Virulent -1,166 Non-Virulent -1
Non-Virulent -0,752 | No hits obtained | Zero Non-Virulent -0,722 Non-Virulent -1,115
Non-Virulent -1,41 0 Non-Virulent -0,907 Non-Virulent -0,995
Non-Virulent -2,671 0 Non-Virulent -1,83 Non-Virulent -1,024
Non-Virulent -0,524 | No hits obtained | Zero Non-Virulent -0,563 Non-Virulent -0,645
Non-Virulent -0,241 e-166 Non-Virulent -1,059 Non-Virulent -0,977
Non-Virulent -1,391 7,00E-75| Non-Virulent -0,878 Non-Virulent -1,067
Non-Virulent -1,216 | No hits obtained | Zero Non-Virulent -1,275 Non-Virulent -0,378




Prediction results

Predicted

S. no. Protein name amino acid-
.. scores
composition-based
>trAOAOH3LEL3|AOAOH3LEL3 MYCTE 60 kDa chaperonin
86 OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 107 / Non-Virulent -1,726

Erdman) OX=652616 GN=groEL PE=3 SV=1

Prediction results

Prediction results

Prediction results

Prediction results

87

>trAOAOH3LEY6/AOAOH3LEY6 MYCTE ATP synthase subunit
alpha OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC
107 / Erdman) OX=652616 GN=atpA PE=3 SV=1

Non-Virulent

-2,125

88

>trAOAOH3LFEO|JAOAOH3LFEO_MYCTE Chaperone protein HtpG
OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 107 /
Erdman) OX=652616 GN=htpG PE=3 SV=1

Non-Virulent

-1,069

89

>trAOAOH3LHROJAOAOH3LHRO MYCTE Cytochrome c oxidase
subunit 1 OS=Mycobacterium tuberculosis (strain ATCC 35801 /
TMC 107 / Erdman) OX=652616 GN=ctaD PE=3 SV=1

Non-Virulent

-1,421

90

>tr]AOAOH3LI71|AOAOH3LI71 _MYCTE Malate dehydrogenase
OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 107 /
Erdman) OX=652616 GN=mez PE=3 SV=1

Non-Virulent

-1,247

91

>trR4M2F9|R4M2F9 MY CTX Adenylosuccinate synthetase
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=purA PE=3 SV=1

Non-Virulent

-1,074

92

>tr[R4M485R4M485 MYCTX Glucose-6-phosphate isomerase
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=pgi PE=3 SV=I

Non-Virulent

-0,155

93

>trR4M5K1R4M5K1 MYCTX Phosphoglycerate kinase
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=pgk PE=3 SV=1

Non-Virulent

-0,717

94

>trR4AMCD1R4MCD1_MYCTX Malate dehydrogenase
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=mdh PE=3 SV=1

Non-Virulent

-0,746

95

>trR4MCLA|R4AMCLA MYCTX ATP synthase gamma chain
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=atpG PE=3 SV=1

Non-Virulent

-0,22

96

>trR4MD46|R4MD46 MY CTX Glyceraldehyde-3-phosphate
dehydrogenase OS=Mycobacterium tuberculosis CAS/NITR204
OX=1310114 GN=J113 10015 PE=3 SV=I

Non-Virulent

-0,528

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted
dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles
Non-Virulent -1,576 0 Non-Virulent -1,524 Non-Virulent -0,999
Non-Virulent -1,761 0 Non-Virulent -1,488 Non-Virulent -1,048
Non-Virulent -0,978 0 Non-Virulent -1,349 Non-Virulent -1,017
Non-Virulent -1,818 0 Non-Virulent -1,767 Non-Virulent -1,004
Non-Virulent -1,574 | No hits obtained | Zero Non-Virulent -1,226 Non-Virulent -1,062
Non-Virulent -1,41 0 Non-Virulent -0,907 Non-Virulent -1,077
Non-Virulent -0,819 | No hits obtained | Zero Non-Virulent -0,3 Non-Virulent -1,024
Non-Virulent -0,752 | No hits obtained | Zero Non-Virulent -0,722 Non-Virulent -0,919
Non-Virulent -0,524 - 3,00E-91| Non-Virulent -0,871 Non-Virulent -0,995
e-127 Non-Virulent -0,005 Non-Virulent -1,01
Non-Virulent -0,241 - e-166 Non-Virulent -1,059 Non-Virulent -1




S. no.

Protein name

Prediction results
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Prediction results

97

>trR4AMDAS|R4MDAS MYCTX 60 kDa chaperonin
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=groL PE=3 SV=1

Non-Virulent

-1,691

98

>trRAMFCSRAMFCS5 MYCTX 50S ribosomal protein L2
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=rplB PE=3 SV=1

0,9134

99

>trR4AMH86[R4AMH86 _MYCTX ATP synthase subunit alpha
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=atpA PE=3 SV=1

Non-Virulent

-2,125

100

>trR4MIJZ1|R4MJZ1 _MYCTX Malate dehydrogenase
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=J113 16165 PE=3 SV=1

Non-Virulent

-1,247

101

>tr[RAMKLER4MKLE MYCTX Cytochrome ¢ oxidase subunit 1
OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114
GN=J113 21205 PE=3 SV=I

Non-Virulent

-1,421

higher order  [Predicted| similarity-based [Predicted| PSI-BLAST [Predicted| PSI-BLAST [Predicted

dipeptide- scores using PSI- scores created PSSM scores created PSSM scores
composition-based BLAST profiles profiles

Non-Virulent -2,671 0 Non-Virulent -1,83 Non-Virulent -1,067
0,0324 | No hits obtained | Zero 0,6771 Non-Virulent -0,645
Non-Virulent -1,761 0 Non-Virulent -1,488 0,9832
Non-Virulent -1,574 | No hits obtained | Zero Non-Virulent -1,226 Non-Virulent -1,017
Non-Virulent -1,818 0 Non-Virulent -1,767 Non-Virulent -1,077




	vicmpred
	VirulentPred

