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Lampiran 16

Hasil BLAST Alignment Sampel 1

Query: None Query ID: lcl|Query 3813425 Length: 461

*Mycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1583539 to 1593975

Score:30@ bits(433), Expect:0.@,
Identities:436/437(99%), Gaps:1/437(0%), Strand: Plus/Plus
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1593839

375

1593899

435

1593959

GGOT-CTTGTCGTGRTCGGTOCaETATTCEATATGGLOOTGCTAAACGLCGGTOCOGLTA

GGOTCCTTOTCGTORTCGGTOCGATATTCEATATGGLOOTGCTAAACGLCGETOCOGLTA

GTGCCEACOOCCCOOTCCAGCTGAARAGCCGATTOGOCOATATTTGCCTOEACGCCCCGA

GTOCCOACGOCCCOGTCCAGCTGAADAGCCGATTOOOCGATATTTOCCTOGACGCCCCOA

GTOGOGAGCTOATTCAGCCCOCTAOTOATCAACCCCTOCAATOGRACCRACTTTCAGCGCT

GTOOGAGCTOOTTCAGCCCGCTAOTEATCAACCCCTOCAATOGRACCRACTTTCAGCGCT

GGAATCTCACCGATOACCGOCAGGTCOAGAGLOTEGCCTTCCCCOOORAATGCOTOAATA

GGAATCTCACCGATOACCOOCAGGTCOAGAGLOTEGCCTTCCCCOOGRAATGCOTRAATA

TCOOARATOCTTTOTEOGCGCOCCTOCAGCCCTATOTOAACTOOATCAGCCAGCACTORA

TCOOAAATGCTTTOTGGOCGCOCCTOCAGCCCTATOTOAACTGOATCAGCCAGCACTGOA

CTOTCCAGCCCGACOGCCTOATCAAGAGTEATCTTGATAGCCTGCCTCACGATTCTCGECE

CTOTCCAGCCCOACOACCTORTCAAGAGTEATCTTGATGCCTACCTCACGATTCTCAOCE

GTCCOGATCCTAORGACCTGOOTATCCACCCGLTOETOCOACCCCAATALACCCOACCAAL

GTCCOGATCCTORGACCTGOOTATCCACCCOLTOOTOCOACCCCARTOLACCCOACCAAL

AGTOOGATAGCGTGCCG 451

AQTOGOATAGCOTGCCG 1583975
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1593658
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1593713

254

1593773

314

1593838

374

1593893

434

1593953

53



Lampiran 17

Hasil BLAST Alignment Sampel 6

huery: None Query ID: lcl|Query 7318273 Length: 463

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593533 to 1593975

Score:806 bits(436), Expect:9.8,
Identities:441/443(99%), Gaps:2/443(@%), Strand: Plus/Plus

Query
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Query
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311

1593833

371

1593893

431

1593953

TGCT-CaGeT-CTTRTCATEETCOGTACOaTOTTCOATGTEGCGTACTAAACGCCAETG

TGCTCCEEETCCTTATCATRETCOGTACOETOTTCOATGTEGCGTALTARACGCCOGTG

CGOCTAGTOCCRACGOCCCOATCCAGCTOAAGAGCCOATTOROCGATATTTGCCTARACG

CGOCTAGTGCCGACGACCCOATCCAGCTOAAGAGCCOATTOOGCGATATTTOCCTAEACG

CCCCGAGTOEGAGCTOATTCAGCCCOLTOOTOATCAACCCCTRCAATROBACCGACTTTC

CCCCGAGTOOEAGCTOGTTCAGCCCOLTOOTOATCAACCCCTRCAATROBACCEGACTTTC

AGCGCTGOAATCTCACCOATGACCOGCAGGTCOARAGCOTRECCTTCCCCOOOGAATECE

AGCGCTGOAATCTCACCOATGACCOGCAGGTCOARAGCOTAECCTTCCCCOOOGAATECE

TOAATATCOOAAATGCTTTGTGOGCGCGCCTGCAGCCCTATATEAACTREATCAGCCAGC

TGAATATCOEAAATGCTTTOTGEGCOCGCCTOCAGCCCTATGTGAACTOBATCAGCCAGC

ACTGRACTGETCCAGCCCOACGRCCTOOTCAAGAGTEATCTTEATGCCTRCCTCACGGTTC

ACTGRACTGETCCAGCCCOACGRCCTOOTCAAGAGTGATCTTEATECCTRCCTCACGGTTC

TCOGCOGETCCORATCCTROEACCTROATOTCCACCCOCTOOTACGACCCCAATACACCCG

TCOGCOATCCORATCCTAOOACCTAOATATCCACCCACTOETACGACCCCAATACACCCD

ACCAACAGTOGEATAGCGTRCCG 453

ACCAACAGTGOGATAGCOTECCG 1593975

78

1593592

138

1593652

198

1593712

258

1583772

3le

1593832

378

1593892

438

1583952

54
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Lampiran 18
Hasil BLAST Alignment Sampel 7
Query: None Query ID: lcl|Query 7458495 Length: 460

Mycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593533 to 1593975

Score:886 bits(436), Expect:@.8,
Identities:441/443(99%), Gaps:1/443(@k%), Strand: Plus/Plus

Query 9 TRCTTCGRAT-CTTETCaTAGTCOGTGCGGTATTCOATATGRCOGTGCTAAACGCCRATE 67

Shjct 1593533 TGCTCCGGAETCCTTGTCGTGGTCGGTGCGATATTCGATATGECGETGCTAAMCGCCGATG 1593592

Query &8 CGGCTAGTGCCOACEOCCCOOTCCAGCTOAAGADCCOATTOOOCGATRTTTECCTRRACE 127

Shjct 1593593 (GGCTAGTGCCGACGGCCCGGTCCAGCTGAAGAGCCGATTGAGCGATGTTTGCCTGEACG 1593652

Query 128 CCCCOAGTOOGAGCTGOTTCAGCCCOLTOOTGATCAACCCCTOCAATOORACCGACTTTC 187

Shjct 1593653 (CCCGAGTGGGAGCTGGTTCAGCCCGCTGOTGATCAACCCCTGCAATGEGACCGACTTTC 1593712

Query 188 ALCGCTOOAATCTCACCGATOACCOGCAGOTCOAGAGCAGTOOCCTTCCCCOOGRAATOCG 247

Shjct 1593713 AGCGCTGGAATCTCACCGATGACCGRCAGGTCGAGAGCATGACCTTCCCCGRGGAATACE 1593772

Query 248 TEAATATCOGAAATECTTTOTOOGCGCECCTGCAGCCCTATATGAACTORATCAGCCAGC 367

Shjct 1593773 TGAATATCGGARATGCTTTGTGGGCGCGCCTGCAGCCCTGTATGAACTGGATCAGCCAGC 1593832

Query 388 ACTGGACTGTCCAGCCCGACOOCCTOOTCAAGAGTRATCTTRATGCCTGCCTCACGGTTC 367

Shjct 1593833 ACTGGACTGTCCAGCCCGACGGCCTGGTCAAGAGTGATCTTGATGCCTGCCTCACGGTTC 1593892

Query 368 TCGOCOOTCCRGATCCTOORACCTOOGTATCCACCCGCTOATOCOACCCCAATOCACCCG 427

Shjct 1593893 TCGGCGOTCCGEATCCTGEGACCTGEGTATCCACCCGCTGATGCGACCCCARTGCACCCG 1593952

Query 428 ACCAACAGTGOOATAGCGTGCCG 458

Shjct 1593953 ACCAACAGTGGGATAGCGTGCCE 1593975
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Lampiran 19

Hasil BLAST Alignment Sampel 8
huery: None Query ID: lcl|Query 7626941 Length: 459

»Mycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593533 to 1593975

Score:884 bits(435), Expect:0.8,
TIdentities:437/438(99%), Gaps:@/438(0%), Strand: Plus/Plus

Query 12 CGOGTCTTTATCGTAOTCOGTGCOATATTCRATATOOCGETGCTAAACGCCGETACARCT 71

Shjct 1593538 CGGGTCCTTGTCATGATCGETGCGGTGTTCGATATGACGATGCTAACGCCGATRCARCT 1593597

Query 72 AGTOCCEACGOCCCEETCCAGCTOAAGAGCCOATTORECAATATTTECCTORACGCCCCG 151

Sbjct 1593598 AGTGCCGACGGCCCOOTCCAGCTGAAGAGCCGATTGRECGATGTTTGCCTGRACGCCCCG 1593657

Query 132 AGTOGEAGCTGETTCAGCCCGCTOOTGATCAACCCCTOCAATOORACCRACTTTCAGCRC 191

Sbjct 1593658 AGTGGGAGCTGOTTCAGCCCGLTGETGATCAACCCCTGCAATGGEACCGACTTTCAGCGC 1593717

Query 192 TaOAATCTCACCOATGACCOOCAGOTCOAGAGCETRECCTTCCCCAOOGAATECATEAAT 251

Sbjct 1593718 TGGAATCTCACCGATGACCGGCAGGTCGAGAGCATGACCTTCCCCGEEGAATGCATGART 1593777

Query 252 ATCOGAAATRCTTTETGOECGCECCTGCAGCCCTATATGAACTGRATCAGCCAGCACTOE 311

Sbjct 1593778 ATCGGAAATGCTTTATGAEGCGCGCCTGCAGCCCTATATGAACTGEATCAGCCAGCACTEE 1593837

Query 312 ACTOTCCAGCCCOACOOCCTOETCAAGAGTEATCTTRATGCCTGCCTCACERTTCTCGRC 371

Shjct 1593838 ACTGTCCAGCCCGACGGCCTGATCAAGAGTGATCTTGATGCCTGCCTCACGGTTCTCGEC 1593897

Query 372 GaTCCOEATCCTOREACCTOOETETCCACCCOCTOOTACOACCCCAATRCACCCRACCAA 451

Shjct 1593898 GGTCCGGATCCTGGGACCTGGGTGTCCACCCGCTGATGCGACCCCAATGCACCCRACCAL 1593957

Query 432 CAGTOGEATAGCGTOCCO 449

Shjct 1593958 CAGTGGGATAGCATGCCG 1593975
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Lampiran 20

Hasil BLAST Alignment Sampel 12
Query: None Query ID: lcl|Query 729383 Length: 459

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593533 to 1593975

Score:886 bits(436), Expect:0.8,
Identities:441/443(99%), Gaps:2/443(@%), Strand: Plus/Plus

Query 9 TGCT-CGaAT-CTTGTCaTaGTCOGTGLLATATTCEATOTOECOGTACTAAACGCCARTE 66

Sbjct 1593533 TGCTCCGRATCCTTGTCATGATCGATGCGGTGTTCGATGTGACAATGCTARACGCCGETG 1593502

Query &7 (GOCTAGTGCCEACGECCCOGTCCAGCTOAAGAGCCOATTOOOCEATATTTOCCTAOACG 126

Shjct 1593593 CGGCTAGTGCCGACGGCCCGATCCAGCTGAAGAGCCGATTGRGCGATGTTTGCCTGEACG 1593652

Query 127 (CCCOAGTOOGAGCTAOTTCAGCCCOCTOOTEATCAACCCCTOCAATORGACCRACTTTC 186

Sbjct 1593653 CCCCGAGTGGGAGCTGATTCAGCCCGCTGETGATCAACCCCTGCAATGREACCGACTTTC 1593712

Query 187 AGCOCTOGAATCTCACCGATOACCOOCAGGTCOAGAGCOTOGCCTTCCCCOOOOAATOCD 246

Sbjct 1593713 AGCGCTGGAATCTCACCGATGACCGGCAGGTCGAGAGCGTGACCTTCCCCGRAGAATGLG 1593772

Query 247 TOAATATCOOAAATGCTTTGTOGECECECCTOCAGCCCTATOTGAACTGRATCAGCCAGC 366

Shjct 1593773 TGAATATCGGAAATGCTTTGTGGECGCGCCTGCAGCCCTATATGAACTGGATCAGCCAGC 1593832

Query 387 ACTGOACTOTCCAGCCCGACOOCCTOOTCAAGAGTRATCTTRATGCCTGCCTCACGGTTC 366

Sbjct 1593833 ACTGGACTGTCCAGCCCGACGGCCTGATCAAGAGTGATCTTGATGCCTGCCTCACGGTTC 1593892

Query 367 TCOOCOOTCCORATCCTOOEACCTOOOTOTCCACCCOCTOOTOCOACCCCAATOCACCCG 426

Sbjct 1593893 TCGGLGGTCCGGATCCTGRGACCTGGATGTCCACCCGCTOATACGACCCCAATGLACCCG 1593952

Query 427 ACCAACAGTOOOATAGCGTGCCG 449

Sbjct 1593953 ACCAACAGTGGGATAGCATGCCG 1593975
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Lampiran 21

Hasil BLAST Alignment Sampel 13
Query: None Query ID: Icl|Query 2865809 Length: 461

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593529 to 1593975

Score:8@8 bits(437), Expect:0.8,
Identities:444/447(09%), Gaps:1/447(@%), Strand: Plus/Plus

Query 6 G6TG-GCTCCGOGETCTTOTCATRATCOATRCOATATTCOATATOOCAGTGCTARACGCC &4

Sbjct 1593529 GGTGTGCTCCGEGTCCTTGTCGTGATCGETGCGATGTTCGATGTGECGATGCTARACGCC 1593588

Query 85 GOTGCOOCTAGTECCOACGACCCOATCCAGCTOAAGAGCCOATTOOOCEATATTTACCTG 124

Sbjct 1593589 GGTGCGGCTAGTGCCGACGGCCCGATCCAGCTGAAGAGCCGATTGEGECGATGTTTACCTG 1593648

Query 125 GACOCCCCOAGTOOGAGCTOATTCAGCCCOCTOOTOATCAACCCCTOCAATOROACCEAC 184

Sbjct 1593649 GACGCCCCGAGTGREAGCTGAETTCAGCCCGCTGGTGATCAACCCCTRCAATGGEACCGAC 1593708

Query 185 TTTCAGCGCTGOAATCTCACCGATGACCOOCADGTCOAGAGCGTOOCCTTCCCCORRGAS 244

Sbjct 1593789 TTTCAGCGCTGGAATCTCACCGATGACCGOCAGETCGAGAGCGTEGCCTTCCCCOOGGAA 1593768

Query 245 TOCOTOAATATCOOAAATGCTTTOTOOGCACOCCTACAGCCCTATATOAACTOOATCAGE 304

Sbjct 1593769 TGCGTGAATATCGGAAATGCTTTGTGGGCGCGCCTGCAGCCCTGTATGAACTGGEATCAGE 1593828

Query 385 CAGCACTGGACTGTCCAGCCCGACGOCCTOOTCAAGAGTOATCTTGATGCCTGCCTCACE 364

Sbjct 1593829 CAGCACTGGACTGTCCAGCCCGACGGCCTGATCAAGAGTGATCTTGATGCCTGCCTCACG 1593333

Query 385 GTTCTCOGCAATCCORATCCTOORACCTGOOTOTCCACCCOLTOOTACGACCCCAATECA 424

Sbjct 1593889 GTTCTCGGECGGTCCGGATCCTGGGACCTGAGTGTCCACCCGLTGETGCGACCCCAATGEA 1593943

Query 425 CCCOACCAACAQTOGOATAGCOTRCCG 451

Sbjct 1593949 CCCGACCAACAGTGEGATAGCGTGCCG 1593975



Lampiran 22

Hasil BLAST Alignment Sampel 15
Query: None Query ID: lcl|Query 993451 Length: 461

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1. 15893536 to 1593975

Score:B@@ bits(433), Expect:0.0,
Identities:438/448(99%), Gaps:1/448(0%), Strand: Plus/Plus

Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query

Sbjct

13

1593536

72

1593596

132

1593656

192

1593716

252

1593776

312

1593836

372

1593896

432

1593956

TCOOOGT-CTTATCOTAOTCOGTGCaATAT TCOATATGOCOGTECTARACGCCOGTGLGE

TCCOOGTCCTTATCOTOOTCOGTGCaATGT TCOATATGRCOGTGCTARACGCCOATGLGE

CTAGTGCCOACGOCCCOOTCCAGCTOAAGADCCOATTGROCAATATTTACCTAEACGLCC

CTAGTGCCOACGOCCCOOTCCAGCTOAAGADCCOATTGROCAATATTTACCTAEACGLCC

CGAGTOOOAGCTOOTTCAGCCCOCTOOTGATCAACCCCTOCAATOOGACCOACTTTCAGC

CGAGTOOOAGCTOOTTCAGCCCOCTOOTGATCAACCCCTOCAATOOGACCOACTTTCAGC

GCTOOAATCTCACCOATGACCOOCAGGTCOAGARCATGOCCTTCCCCOOOOAATACGTRA

GCTOOAATCTCACCOATGACCOOCAGGTCOAGARCATGOCCTTCCCCOOOOAATACGTRA

ATATCOGAAATGCTTTETOOGCOCACCTOCAGCCCTOTOTGAACTGOATCAGCCARCALT

ATATCOOAAATGCTTTATOOGCECACCTOCAGCCCTAOTOTGAACTOOATCAGCCARCALT

GOACTOTCCAGCCCOACOOCCTOOTCAAGADTEATCTTGATGCCTGCCTCACGRTTCTCG

GOACTOTCCAGCCCOACOOCCTOOTCAAGADTEATCTTGATGCCTGCCTCACGRTTCTCG

GCOOTCCOOATCCTOOOACCTOOOTATCCACCCOCTOATOCRACCCCAATRCACCCRACC

GCOOTCCOOATCCTOORACCTOROTATCCACCCOCTOATOCRACCCCAATRCACCCRACC

AACAGTOOGATAGCGTECCG 451

AACAGTOOGATAGCGTECCG 1583975

71

1593595

131

1593655

191

1593715

251

1593775

311

1593835

371

1593895

431

1593955
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Lampiran 23

Hasil BLAST Alignment Sampel 16
huery: None Query ID: 1cl|Query 30807797 Length: 459

»Mycobacterium tuberculesis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593538 to 1593975

Score:882 bits(434), Expect:0.8,
Identities:437/438(99%), Gaps:1/433(0%), Strand: Plus/Plus

Query 13 CGeET-CTTATCATORTCGATGCGOTATTCOATATOOCRETAITARACGCCOOTACOGCT 71

Sbjct 1593538 CGGGTCCTTGTCGTGATCGGTGCGGTGTTCGATGTGGCGATACTARACGCCGATGCGECT 1593597

Query 72 AGTOCCEACGECCCOOTCCAGCTOAAGAGCCRATTERECEATETTTECCTORACGCCCCG 131

Sbjct 1593598 AGTGCCGACGGCCCGATCCAGCTGAAGAGCCGATTGEGCGATGTTTGCCTGEACGCCCCG 1593657

Query 132 AGTOGOAGCTEETTCAGCCCGCTOOTEATCAACCCCTOCAATOOOACCGACTTTCAGCGC 191

Sbjct 1593658 AGTGGGAGCTGATTCAGCCCGCTGOTGATCAACCCCTGCAATGGGACCGACTTTCAGCGC 1593717

Query 192 TOOAATCTCACCGATRACCOOCAGOTCOARAGCOTOOCCTTCCCCOOORAATOCATEAAT 251

Sbjct 1593718 TGGAATCTCACCGATGACCGGCAGATCGAGAGCATGACCTTCCCCGGOGAATACGTRAAT 1593777

Query 252 ATCOGAAATGCTTTOTOEGCGCGCCTACAGCCCTOTGTGAACTROATCAGCCAGCACTRE 311

Sbjct 1593778 ATCGGAAATGCTTTGTGGGCGCGCCTGCAGCCCTGTATGAACTGEATCAGCCAGCACTGG 1593837

Query 312 ACTOTCCAGCCCOACOOCCTOATCAAGAGTEATCTTRATGCCTRCCTCACGRTTCTCORC 371

Sbjct 1593838 ACTGTCCAGCCCGACGGCCTGAETCAAGAGTGATCTTGATGCCTGCCTCACGGTTCTCGEC 1593897

Query 372 GOTCCOGATCCTOOGACCTEOGTATCCACCCOCTOOTGCOACCCCAATOCACCCRACCAA 431

Sbjct 1593898 GGTCCGEATCCTGGEACCTGAATGTCCACCCGCTGETGCGACCCCAATGCACCCGACCAA 1583957

Query 432 CAGTGOOATAGCGTGCCG 449

Sbjct 1593958 CAGTGGGATAGCGTGCCG 1593975
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Lampiran 24

Hasil BLAST Alignment Sampel 18
huery: None Query ID: lcl|Query 3133171 Length: 455

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593545 to 1593975

Score:797 bits(431), Expect:0.8,
Identities:431/431(100%), Gaps:0/431(@%), Strand: Plus/Plus

Query 15 TTGTCaTEATCGaTACOGTATTCGATATAGCOATGCTAAACGCCOGTGIGECTAGTGICG 74

Sbjct 1593545 TTGTCGTGETCGGTGCGGTGTTCGATGTGECAATGCTARACGCCGATGCGGCTAGTGCCE 1593604

Query 75 ACGOCCCRETCCAGCTRAAGAGCCOATTEOGCGATGTTTGCCTOEACGCCCCOARTAOGEA 134

Sbjct 1593685 ACGGCCCGGTCCAGCTGAAGAGCCGATTGGGCGATATTTGCCTGEACGCCCCGAGTGRGA 1593664

Query 135 GCTOOTTCAGCCCGCTOOTRATCAACCCCTGCAATOOEACCGACTTTCARCOCTOEAATC 194

Sbjct 1593865 GCTGGTTCAGCCCGCTGATGATCAACCCCTGCAATGGEACCGACTTTCAGCGCTGEAATC 1593724

Query 195 TCACCGATGACCOGCAGOTCGAGARCATEECCTTCCCCOOORAATOCATGAATATCOEAS 254

Sbjct 1593725 TCACCGATGACCGGCAGGTCGAGAGCGTGGCCTTCCCCGOOGAATGCGTGAATATCGGAL 1593734

Query 255 ATGCTTTOTGEGCRCGCCTOCABCCCTOTOTGAACTOEATCAGCCAGCACTEOACTGTCC 314

Sbjct 1593785 ATGCTTTGTGGGCGCGCCTGCAGCCCTGTGTGAACTGGATCAGCCAGCACTARACTGTCC 1593344

Query 315 ABCCCGACOGLCTOOTCAAGAGTGATCTTRATGCCTOCCTCACGETTCTCGAECGATCCAG 374

Sbjct 1593845 AGCCCGACGGCCTGETCAAGAGTGATCTTGATGCCTRCCTCACGRTTCTCAACGATCCGE 1593984

Query 375 ATCCTGOGACCTEOGTATCCACCCGCTORTGLGACCCCAATACACCCOACCAACAGTREE 434

Sbjct 1593985 ATCCTGGGACCTGGGTATCCACCCGCTGGTGCGACCCCAATGCACCCGACCAACAGTGEG 1593964

Query 435 ATAGCGTGCCG 445

Sbjct 1593965 ATAGCGTGCCG 1593975
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Lampiran 25

Hasil BLAST Alignment Sampel 20
Query: None Query ID: lcl|Query 3287967 Length: 468

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1. 1583527 to 1593975

Score:691 bits(374), Expect:0.@,
Identities:424/449(94%), Gaps:0/449(@%), Strand: Plus/Plus

Query 2 GCCGTETTCCCCGOOGTCTTATCGTOGTCGOTGCGGTATTCAATOTOOCOOTOLTARALE 6l

Sbjct 1593527 GCGGTGTGCTCCGGGTCCTTGTCGTGGTCGGTGCGETGTTCGATATGECGETGCTARACG 1593586

Query &2 (CoGTECOOCTAGTOCCAACGOCCCOGTCCAGCTGARAACCCAATTOOGCAATETTTRCC 121

Sbjct 1593587 (CGGTGCGGCTAGTGCCGACGGCCCGATCCAGCTGAAGAGCCGATTOGGCGATGTTTGLC 1593646

Query 122 TOEACCCOCCOAGTOOGAGCTOOTTCACCCCGCTOOTGATCAACCCCTOCAATOOBACCE 181

Sbjct 1593647 TGGACGCCCCGAGTGGEAGCTGGTTCAGCCCGCTGATGATCAACCCCTACAATGGEACCE 1593706

Query 182 ACTTTCACCOCTOOAATCTCACCOATOACCOOCAGOTCOAGAGCOTERCCTTCCCCGO0G 241

Sbjct 1593787 ACTTTCAGCGCTGGAATCTCACCGATGACCGGCAGGTCGAGAGCGTGECCTTCCCCAGEE 1593766

Query 242 AATGCGTOAATATCOAAAATGCTTTATAGECCCCCCTOCACCCCTATATOAACTORBATCA 361

Sbjct 1593767 AATGLGTGAATATCGGAAATGCTTTGTGEGCGCGCCTGCAGCCCTGTATGAACTGEATCA 1593826

Query 382 CCCACCACTGOACTOTCCACCCCAACGOCCTOOTCAAAAGTOATCTTEATECCTGCCTCA 36l

Sbjct 1593827 GCCAGCACTGGACTGTCCAGCCCGACGGCCTGGTCAAGAGTGATCTTGATGCCTGCCTCA 1593886

Query 362 CGGTTCTCOGLOGTCCOEATCCTGREACCTOOOTAGTCCACCCOCTOOTACAACCCCAATE 421

Sbjct 1593887 CGGETTCTCGGCGETCCGGEATCCTGAGACCTGGATATCCACCCGCTGATGCGACCCCAATG 1593946

Query 422 CACCCAACCAACAGTOOOATAGCGTGCCO 458

Sbjct 1593947 (CACCCGACCAACAGTGGGATAGCGTGCCG 1593975
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Lampiran 26

Hasil BLAST Alignment Sampel 21
Query: None Query ID: lcl|Query 298345 Length: 458

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593529 to 1593975

Score:813 bits(44@), Expect:0.@,
Identities:445/447(99%), Gaps:2/447(@%), Strand: Plus/Plus

Query 4 GGT-TGCTCCOEOT-CTTATCATROTCOOTECOATGTTCOATOTAGGCOOTGLTARACGLC ol

Shjct 1593529 GGTGTGCTCCGGATCCTTATCGTGATCGGTGCGATATTCRATGTGGCGATGCTARACGCC 1593588

Query &2 GGTECGACTAGTOCCEACGGCCCOOTCCAGCTGAAGAGCCOATTAOACGATRTTTECCTE 121

Shjct 1593589 GGTGCGACTAGTGCCGACGGCCCGATCCAGCTGAAGAGCCGATTGRGCEGATATTTGCCTG 1593648

Query 122 GACGCCCCOAGTOOOAGCTOATTCAGCCCOCTOOTOATCAACCCCTOCAATOOGACCGAC 181

Shjct 1593649 GACGCCCCGAGTGEGAGCTGATTCAGCCCGCTGETEATCAACCCCTGCAATGEGACCGAC 1593788

Query 1a2 TTTCAGCOCTOOAATCTCACCGATOACCOOCAGGTCOAGAGCATAOCCTTCCCCOOOGAA 241

Sbjct 1593789 TTTCAGCGCTGGAATCTCACCGATGACCGGLAGOTCGAGAGCOTGGCCTTCCCCGEGEAS 1593768

Query 242 TGCATGAATATCOOAAATGCTTTOTOOOCGCGCCTACAGCCCTATATGAACTORATCAGE 38l

Sbjct 1593769 TGCGTGAATATCGGAAATGCTTTGTGGGCGCGCCTGCAGCCCTGTGTGAACTGEATCAGE 1593828

Query 382 CAGCACTORACTOTCCAGCCCRACOOCCTOOTCAAGAGTRATCTTGATGCCTOCCTCACG 36l

Sbjct 1593829 CAGCACTGGACTGTCCAGCCCGACGGCCTGOTCAAGAGTGATCTTGATGCCTGCCTCACG 1593883

Query 362 GTTCTCOOCOGTCCOEATCCTOOOACCTOOOTATCCACCCOCTGATACGACCCCAATGCA 421

Sbjct 1593889 GTTCTCGGCGATCCGGATCCTGGEACCTGGETATCCACCCGCTGATACGACCCCARTGCA 1593943

Query 422 CCCGACCAACAGTOOGATAGCOTOCCO 448

Shjct 1593949 CCCGACCAACAGTGGGATAGCGTGCCG 1593375
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Lampiran 27

Hasil BLAST Alignment Sampel 22
Query: None Query ID: lcl|Query 3678983 Length: 458

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593548 to 1593975

Score:798 bits(432), Expect:0.9,
Identities:435/436(99%), Gaps:1/436(0¥), Strand: Plus/Plus

Query 14 GaT-CTTETCOTOGTCGGTGCGATATTCOATAOTGOCGGTGCTAAACGCCOOTRCGECTAG 72

Sbjct 1593548 GGETCCTTGTCGTGATCGGTGCGGTGTTCGATGTGGECGATGCTAAACGCCGATACGGCTAG 1593599

Query 73 TOCCEACGECCCOOTCCAGCTOAAGAGCCOATTOOGCGATOTTTOCCTREACGCCCCRAD 132

Sbjct 1593688 TGCCGACGGCCCGATCCAGCTGAAGAGCCGATTGEGCGATATTTGCCTGEACGCCCCGAG 1593659

Query 133 ThOGAGCTEETTCAGCCCGCTAATGATCAACCCCTOCAATOORACCGACTTTCAGCGCTE 192

Sbjct 1593668 TGGGEAGCTGGTTCAGCCCGCTGGTGATCAACCCCTGCAATGGEACCGACTTTCAGCGLTG 1593719

Query 193 GAATCTCACCOATRACCOOCAGETCOAGAGCOTEOCCTTCCCCOOOOAATOLOTOAATAT 252

Sbjct 1593728 GAATCTCACCGATGACCGGCAGGTCGAGAGCGTGGECCTTCCCCGGGGAATRCATGAATAT 1593779

Query 253 COOARATGCTTTOTOOOCGCGCCTGCARCCCTATATGAACTOOATCAGCCAGCACTERAC 312

Sbjct 1593788 CGGAAATGCTTTGTGGGCGCGCCTGCAGCCCTGTGTGAACTGGATCAGCCAGCACTGGAC 1593839

Query 313 ToTCCAGCCCOACGOCCTOOTCAAGAGTGATCTTEATGCCTOCCTCACGGTTCTCRECE 372

Sbjct 1593848 TGTCCAGCCCGACGGCCTGGTCAAGAGTGATCTTGATGCCTGCCTCACGATTCTCGGCGE 1593899

Query 373 TCCOOATCCTOGOACCTOOGTATCCACCCACTOATOCACCCCAATOCACCCOACCAACA 432

Sbjct 1593988 TCCGGATCCTGGGACCTGGGTGTCCACCCGCTGRTGCGACCCCAATGCACCCGACCAACA 1593959

Query 433 GTGOOATAGCOTGCCG 448

Sbjct 15939608 GTGGGATAGCGTGCC@ 1593975
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Lampiran 28

Hasil BLAST Alignment Sampel 23
huery: None Query ID: lcl|Query 3788853 Length: 46@

>Mycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1533539 to 1593975

Score:808 bits(433), Expect:0.8,
Identities:436/437(99%), Gaps:1/437(0%), Strand: Plus/Plus

Query 15 GOGT-CTTGTCOTGOTCRGTECaETATTCOATGTOGCEATOCTAAACGCCOOTECRECTA V3

Shjct 1593539 GGGETCCTTGTCGTGETCGATGCGATGTTCGATATGACGATGCTAAACGCCGGTACGACTA 1593598

Query 74 GTGCCRACGECCCAOTCCAGCTOAABAGCCOATTOOGCGATATTTACCTOGACGCCCIGA 133

Sbjct 1593599 GTGCCGACGGCCCGGETCCAGCTGAAGAGCCGATTGGGCOATATTTGCCTAGACGCCCCGA 1593658

Query 134 GTGOGAGCTRGTTCAGCCCOCTOOTOATCAACCCCTOCAATOORACCRACTTTCAGCECT 193

Sbjct 1593659 GTGGGAGCTGGTTCAGCCCGCTGATGATCAACCCCTGCAATGGEACCRACTTTCAGCGCT 1593718

Query 194 GOAATCTCACCOATGACCGGCAGGTCOARAGCOTEECCTTCCCCOOOGAATOCATRAATA 253

Sbjct 1593719 GGAATCTCACCGATGACCGGCAGGTCGAGAGCGTGGCCTTCCCCOGGRAATGLATGAATA 1593778

Query 254 TCOOAAATGCTTTATEOGCECOCCTOCAGCCCTOTATOAACTGRATCAGCCAGCACTAGA 313

Shjct 1593779 TCGGARATGCTTTGTGGECGCGCCTGCAGCCCTGTATGAACTGGATCAGCCAGCACTGEA 1593838

Query 314 CTGTCCAGCCCOACOECCTOOTCAADAGTOATCTTEATGCCTGCCTCACGETTCTCRECG 373

Sbjct 1593839 (CTGTCCAGCCCGACGGLCTGATCAAGAGTGATCTTGATGCCTGCCTCACGATTCTCGGCG 1593898

Query 374 GTCCORATCCTOOGACCTOOATATCCACCCACTOOTOCOACCCCAATOCACCCOACCAAC 433

Shjct 1593899 GTCCGGEATCCTGGGACCTGGATGTCCACCCGCTGATGIGACCCCAATACACCCGACCAAC 1593958

Query 434 AQTOGOATAGCOTGCCG 458

Shjct 1593959 AGTGGGATAGCGTGCCG 1593975
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Lampiran 29

Hasil BLAST Alignment Sampel 26
Query: None Query ID: lcl|Query 1926567 Length: 458

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593544 to 1593975

Score:798 bits(432), Expect:0.8,
Identities:432/432(100%), Gaps:8/432(0%), Strand: Plus/Plus

Query 16 CTTRTCOTOATCGATRCGETATTCOATATAGCAOTACTAAACGCCAATGCEGCTAGTGCC 75

Sbjct 1593544 (CTTGTCGTGATCGGTGCGGTATTCGATATGGCGATGCTAAACGCCGATGCAGLTAGTGLC 1593603

Query 76 GACOOCCCOOTCCAGCTOAAGAGCCGATTOOGCAATATTTACCTORACGCCCCOAGTARE 135

Sbjct 1593684 GACGGCCCGATCCAGCTGAAGAGCCGATTGGGCGATGTTTGCCTGEACGCCCCGAGTGAE 1593663

Query 136 AGCTOOTTCAGCCCACTOATEATCAACCCCTOCAATGOGACCGACTTTCAGCOCTGOAAT 195

Sbjct 1593664 AGCTGGTTCAGCCCGCTGATGATCAACCCCTGCAATGRRACCGACTTTCAGCGCTGEAAT 1593723

Query 196 CTCACCGATGACCGGCAGOTCOAGAGCATEOCCTTCCCCGOGOAATOCATGAATATCGRA 255

Sbjct 1593724 (CTCACCGATGACCGGCAGATCGAGAGCGTGGCCTTCCCCGGGGAATGCATGAATATCAGA 1593733

Query 256 AATECTTTGOTEOECGCACCTACAGCCCTATOTGAACTOGATCAGCCAGCACTREACTETC 315

Sbjct 1593784 AATGCTTTGTGGGCGCGCCTGCAGCCCTATGTGAACTGRATCAGCCAGCACTGEACTATC 1593843

Query 316 CAGCCCGACOOCCTOATCAAGAGTOATCTTEATGCCTRCCTCACGRTTCTCOOCOGTCCG 375

Sbjct 1593844 CAGCCCGACGGCCTGGTCAAGAGTGATCTTGATGCCTGCCTCACGRTTCTCGGCGATCCG 1593983

Query 376 GATCCTOORACCTOOOTGTCCACCCOCTROTOCOACCCCAATOCACCCGACCAACADTRE 435

Sbjct 1593984 GATCCTGGEACCTGGGETATCCACCCGCTGATGCGACCCCAATGCACCCRACCAACAGTGE 1593963

Query 436 GATAGCOTOCCG 447

Sbjct 1593964 GATAGCGTGCCG 1593975
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Lampiran 30

Hasil BLAST Alignment Sampel 30
huery: None Query ID: lcl|Query 3968779 Length: 456

sMycobacterium tuberculosis H37Rv complete genome
Sequence ID: AL123456.3 Length: 4411532
Range 1: 1593548 to 1593975

Score:798 bits(432), Expect:0.0,
Identities:435/436(99%), Gaps:1/436(@%), Strand: Plus/Plus

Query 12 GGT-CTTGTCGTGGETCEGTECEATAT TCGATGTEOCGOTGCTAAACGCCGOTECGECTAD o

Sbjct 1593548 GGTCCTTGTCGTGATCGGTGCGGTGTTCGATGTGGCGATGCTARACGCCGOTGCGACTAG 1593599

Query 71 TOCCOACOOCCCOETCCAGCTOAAGADCCOATTOOOCOATGTTTECCTOOACGCCCCOAD 130

Sbjct 1593680 TGCCGACGGCCCGETCCAGCTGAAGAGCCGATTGRACGATGTTTGCCTGEACGCCCCGAG 1593659

Query 131 TeOGAGCTORTTCAGCCCOCTOOTOATCAACCCCTOCAATOOGACCGACTTTCAGCOCT 190

Sbjct 1593660 TGGEAGCTGATTCAGCCCGCTGOTGATCAACCCCTGCAATGOGACCGACTTTCAGCGCTG 1593719

Query 191 GAATCTCACCGATGACCOOCADGTCOAGADCGTEOCCTTCCCCOORGAATOCATRAATAT 250

Sbjct 1593720 GAATCTCACCGATGACCGGCAGGTCGAGAGCGTGGCCTTCCCCGOGGAATGCGTGAATAT 1593779

Query 251 COOAAATOCTTTGTOOGCOCGCCTOCAGCCCTATOTOAMCTGOATCAGCCARCACTOEAC 316

Sbjct 15937808 (GGAAATGCTTTGTGGGCGCGCCTGCAGCCCTGTATGAACTGRATCAGCCAGCACTGGAC 1593839

Query 311 TGTCCAGCCCOACOOCCTOOTCAAGAGTGATCTTRATGCCTGCCTCACGGTTCTCOOCG 370

Sbjct 1593848 TGTCCAGCCCGACGGECCTGATCAAGAGTGATCTTGATGCCTGCCTCACGRTTCTCAGCGE 1593899

Query 371 TCCOOATCCTOOGACCTOROTETCCACCCOCTOOTOCOACCCCAATGCACCCOACCAMCA 450

Sbjct 1593988 TCCGGATCCTGGGACCTGEATGTCCACCCGCTGOETGCGACCCCAATGCACCCGACCAACA 1593959

Query 431 GTOGOATAGCGTOCCG 446

Sbjct 1593960 GTGGGATAGCGTGCCG 1593975
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Lampiran 31. Proses Ekstraksi DNA
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Lampiran 32. Proses PCR




Lampiran 33. Hasil BLAST Primer

Sequence ID: Query_92011 Length: 474 Number of Matches: 1

Range 1: 1 to 18 Graphics

Score Expect Identitias Gaps Strand
36.2 bits(18) le-07 18/18(100%) 0/18(0%) Plus/Plus

Query 11 ATGGGTGAATTACGGTTG 28
ARNNARRNRRRNRNNN

Sbjct 1  ATGGGTGAATTACGGTTG 18

Primer Forward

Sequence ID: Query_41539 Length: 474 Number of Matches: 1

Range 1: 457 to 471 Graphics

Score Expect Identities Gaps Strand
30.2 bits(15) 7e-06 15/15(100%) 0/15(0%) Plus/Minus

Query 168  CGGCACGCTATCCCA 24

Sbjct 471 CGGCACGCTATCCCA 457

Primer Reverse

Lampiran 34. Reverensi Strain

Protein Rv1419 H37RV

M G E L R L \% G G \% L R \% L \% \% v G
ttc gat gtg gcg gtg cta aac gcc ggt gcg gct agt gecc gac ggc ccg gtc cag
F D v A v L N A G A A S A D G P v 0
agc cga ttg ggc gat gtt tgc ctg gac gcc ccg agt ggg agc tgg ttc agc ccg
S R L G D v C L D A P S G S W F S P
atc aac ccc tgc aat ggg acc gac ttt cag cgc tgg aat ctc acc gat gac cgg
I N P c N G T D F Q R W N L T D D R
gag agc gtg gcc ttc ccc ggg gaa tgc gtg aat atc gga aat gct ttg tgg gcg
E S v A F P G E c v N I G N A L W A
cag ccc tgt gtg aac tgg atc agc cag cac tgg act gtc cag ccc gac ggc ctg
Q P C v N W I S Q H W T Y 0] P D G L
agt gat ctt gat gcc tgc ctc acg gtt ctc ggc ggt ccg gat cct ggg acc tgg
S D L D A C L T v L G G P D P G T W
acc cgc tgg tgc gac ccc aat gca ccc gac caa cag tgg gat agc gtg ccg -
T R W c D P N A P D 0 0 W D S v P -

gcg

ctg

ctg

cag

cgc

gtc

gtg

gtg

aag

gtg

gtc

ctg

aag

tcc

1 mgelrlvggv lrvlvvvgav fdvavlnaga asadgpvglk srlgdvclda psgswfisplv
61 inpcngtdfqg rwnltddrqv esvafpgecv nignalwarl gpcvnwisgh wtvgpdglvk

121 sdldacltvl ggpdpgtwvs trwcdpnapd ggwdsvp
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