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LAMPIRAN

Lampiran 1. Skema Kerja

A. Skema Kerja Penelitian
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B. Skema Kerja Ekstraksi DNA Mycobacterium tuberculosis

Mycobacterium
tuberculosis

- Diambil sebanyak 200 ul ke tabung eppendorf

- Dipanaskan pada suhu 95°C selama 2 jam

20 pl Enzim Proteinase K

- Divortex dan diinkubasi pada suhu 60°C selama 5 menit

200 ul GSB Buffer

- Divortex dan diinkubasi pada suhu 60°C selama 5 menit

200 pl Etanol Pekat

- Divortex dan dimasukkan ke dalam GC column

- Disentrifugasi dengan kecepatan 13000 rpm selama 1 menit

400 pl W1 Buffer

- Disentrifugasi dengan kecepatan 13000 rpm selama 30 detik

600 ul Wash Buffer

- Disentrifugasi dengan kecepatan 13000 rpm selama 30 detik

- Dipindahkan ke tabung eppendorf

100 pl Elution Buffer

- Disentrifugasi dengan kecepatan 13000 rpm selama 3 menit

Untai DNA
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C. Skema Kerja Amplifikasi Gen Rpf-B dengan PCR

Sampel DNA

Dibuat PCR mix yang berisi: Enzim MyTaq Red Mix 25 pl;

ddH20 13 pl dan Primer RpfB (forward dan reverse) 1 pl

40 ul PCR Mix

Dimasukkan ke dalam tabung PCR

10 ul Ekstrak DNA

Dimasukkan ke dalam tabung PCR

Amplifikasi

Diamplifikasi sebanyak 30 siklus. Setiap siklus terdiri dari:

Produk PCR

Predenaturasi pada suhu 95°C selama 4 menit (1 siklus)
Denaturasi pada suhu 95°C selama 30 detik
Penempelan pada suhu 55°C selama 30 detik

Ekstensi pada suhu 72°C selama 30 detik

Pasca ekstensi 72°C selama 7 menit (1 siklus)
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D. Skema Kerja Deteksi Produk PCR dengan Elektroforesis

Produk PCR

Disiapkan gel agarosa 2% dengan komposisi: gel agarosa 2 gr,
dan 100 ml TBE buffer

Dipanaskan selama 2 menit

10 pl Etidium Bromida

Dicampurkan pada cairan gel

8 ul Produk PCR

Dimasukkan produk PCR masing-masing ke dalam sumur gel

agarosa 2% yang terendam dalam tangka berisi TBE Buffer

Elektroforesis

Dijalankan power supply dengan tegangan 100 volt selama 60 menit

Diamati gel elektroforesis di bawah sinar UV

Pita DNA
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Lampiran 2. Gen Pengkode Rpf-B pada Genom Mycobacterium tuberculosis
H37Rv

National Library of Medicine

National Center for Biotechnology Information

Nucleotide Nucleotide v

Advanced Help
FASTA ~ .

Change region shown -
" . Whole

Mycobacterium tuberculosis H37Rv, complete genome ~ i
NCBI Reference Sequence: NC_000962.3 from: 1128091 to: 1129179
;enBank capt Update View

>NC_000962.3:1128091-1129179 Mycobacterium tuberculosis H37Rv, complete genome

ATGTTGCOCCTGGTAGTCOGTGCGCTGCTGCTGGTGTTGGCGTTCGCCGGTGGCTATGCGGTCGCCGCAT

GCAAAACGGTGACGTTGACCGTCGACGGAACCGCGATGL GGGTGACCACGATGAATCGCGGGTGATCGA o toates -
CATCGTCGAAGAGAACGGGTTCTCAGTCGACGACCGCGACGACCTGTATCCCGCGGCCGGCGTGCAGGTC

CATGACGCCGACACCATCGTGCTGCGGCGTAGCCGTCCGCTGCAGATCTCGCTGGATGGTCACGACGCTA

AGCAGGTGTGGACGACCGCGTCGACGGTGGACGAGGCGL TGGCCCAAC TCGCGATGACCGACACGGCGLC e
G6CCGCOGCTTCTCOCGCCAGCCGCGTCCCGCTGTCCOEGATGECOCTACCGGTCGTCAGCGCCAAGACG Analyze this sequence -
GTGCAGCTCAACGACGGCGGGTTGGTGCGCACGGTGCAC TTGCCGGCCCCCAATGTCGCGGGGCTGCTGA Run BLAST
GTGLGGCCOGCOTOCCGCTGTTGCAAAGCGACCACGTGGTGLCCGLCGCGACGGCCCCGATCGTCGAAGG
CATGCAGATCCAGGTGACCCGCAATCGGATCAAGAAGGTCACCGAGCGGCTGCCGCTGCCGCCGAACGLG
CGTCGTGTCOAGGACCCGRAGATGAACATGAGCCGGGAGGTCGTCGAAGACCCGGGGGTTCCOGGGACCC
AGGATGTGACGTTCGCGGTAGL TGAGGTCAACGGCGTCGAGALCOGCCGTTTGCCCGTCGCCAACGTCGT
GGTGACCCCOGCCCACGAAGCCGTGGTGCGOGTGGGCACCAAGCCCCGTACCGAGGTGCCCCCGGTGATC Related Information -
GACGGAAGCATCTGGGACGCGATCGCCGGCTGTGAGGCCGGTGGCAAC TGGGCGATCAACACCGGCAACG
GGTATTACGGTGGTGTGCAGTTTGACCAGGGCACC TGGGAGGC CAACGGCGGGCTGCGGTATGCACCCCG
CGCTGACCTCGCCACCCGCGAAGAGCAGATCGCCGTTGCCGAGGTGACCCGACTGCGTCAAGGTTGGGGC BioProject
GCCTGGCCGGTATGTGCTGCACGAGCGGGTGCGCGCTGA

Pick Primers

Assembly

Protein
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Lampiran 3. Hasil Analisis BLAST
A. Hasil BLAST Sampel C1

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 Mumber of Matches: 1

Range 1: 1128091 to 1129179 GenBank Graphics

Score

2012 hits(1083)

Expect Tdentities Gaps Strand
0.0 1089/1089(100%) 0/1089{0%) Flus/Flus

=

Query
shjct
Query
Shjct
Query
shjct
Query
shjct
Query
shjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
shjct
Query
Shjct
Query
shjct
Query
shjct
Query
shjct
Query
shjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
shjct

1

11286891

&6l

1128151

1i1

1128211

181

1128271

441

1128331

381

1128391

361

1128451

4:i1

1128511

481

1128571

341

11286831

24l

1128091

&bl

1128751

i1

1128811

181

1128871

a41

1128931

g4l

1128991

961

1129851

1821

1129111

14851

1129171

(k]
GLEGT{
GLaaGT

o—
o—n
g=g
[l
B=n
oL—
0=

L TGLAGATCTCOU TOOAT GO TCACGACGL T ARGLARG TOTEOALGALCGLG

s
IIIJ COLELLEL TR e e e e n e et e e ey e ety

AGLCOTOCC TGLARATC T Lol TOLAT GO TLACGALGL T AL ARG TG TGRACOALLGLG

—
—
V—

TCaALGLTEOACGAODI DL TOOUL LA TOOLmA TOALCGACACGCGLLGRICGLnalT

liéﬂ&l&ii&%&éll&il&ﬂiléé&&l&l&&éké&i&é&&éé&&il

T
LG
AACGACGLUGLET TGO TGUGLACGG TGLAL T TRLCRGCLCCCAATGTOGLG

CTC G
CELELLRLERELEEEE L R e e e e e e er ettt
€ TCABCGAT

GTGCA
[LI11
GTGCAGL TCAACGALBGCGEET TEE TELGLALGG TRLAL T TGCLRECCCCCAATETOGLE

GGG TR TEAGT GG CGLLGTGLOG ITeCAMAGGACCACG TGR TGCCCGOCGEG

SR S D L s

CAAT
[11]
GCAATCGGA

hLﬁDLLLLDA1?

ACGCCC oA T

CGAAGEL
[T

1
CoaaGhrs

caGh
(111
GCAGA

GT AT TCCABGTGACCCGOAATCGGATC AAGAAGGTC
[ | [1] |||||||| || CITELETETTITTL
ar T Tc TCARGAAGGTC

LanG

CoALGACCCOOAGATOMACATG

ACCGAGCEGE TELOGE TRECGCCGAM GLECG
[ |
COAGGACCCGEAGATGAACAT

TCG
ACCGARC GG TOCLGC Tl ot CaAM GOl aT Il

rar
[1]
rafr
AGLCGHGARG TCOTLoAAGACCCGOGE0 T TLCOOOGALLCAGGATGTGALD GLoGTA

CAGGAT TTC
||L|||||||||||[||||||[|||||||||[||||||||||||||||||||||||H H
AGCCOOGEARGTCE TCRAAGAC COGOGGET TCCOUOGACL CAGGATE TEACH T TCE
GGCCGTT TECCCGTCRCCAACGT
||||||||||||||||||||||||||||||||||||||||||||H
1 AACGT

OLTGARGTCAACGGLGTOGARACT GGG

GLLCALGAAGLCO TGO TELO0G TGLGLACCAAGL CCGGT

ACCGAGGT TC
II|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIII|IIII|IIII|IH
T

A OALGEA T TG0 CGIRA TCOLTDGL QAGLLCOOTOOCAAL TOOLL A TCAAL

TGl
II|IIIIIIIIIIIIIIIIIIIIIIIIIIIléllIIIII|IIII|IIII|IIII|IH [

AL OANGLATC TEORACGLGATCOOC G GAGLCC RO TEOCAAL TOGOToA TCARAL

ALTHGLAALGDG

T
II|IIIIIIIIII

al GAGLCLAACGLL

ATTALG ACCT
I [1] II|IIII|IIII|IIII|
ALG Lot

C C
[1I1111]
LAGEGLA

T T I

SOl eAAGARTAGATCOLCGTTGLL

T
tithmaouim

GAGGTGACCCGAC TGCGTCAAG GGG

GTT C
CLETECELETE T LRI ET et
Gl C

GAGGTEACCCGAL TOLGTCAAGGT THGLG

CTGGLLGGTATG LA GAGL

TGCTGLACGAGE
CEPETPETETETEL et
CTGGCCGGTATGTGET GLACGAGCGGET

M8

GOGCGCTGA  1BEY

OLOLGLTOA 1129179

=1

1128158

124

11283218

134

1128378

£44

1128338

3ed

11:ig39e

3ed

11:ig458

428

1128516

484

1128578

544

1128638

bed

1128696

bed

11:ig/ae

F2d

1128818

fad

1128878

44

1128938

Sed

11:ig99e

ol

1189858

1eig

1129116

1288

11289176

56



B. Hasil BLAST Sampel C2

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.5 Length: 44115632 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expeact Tdlentitias Gaps Srand
2012 bits(1089) 0.0 108%/1085(100%) 0,/1089(0%) Flus/Flus
Query 1 ATGTTGUGECTGaTAGTCGGTECEl TeC TGl TGGTGT TGG0GT TLOLCOGTGRCTATGEG &4
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGOGLCTGETAGTCGGTOCGC TG TGLTGGTATTGRCET TCRlCaGTRACTATGLG 1128154
Query 81 GTCOCCECATACAMAALGGT GACGT TEACCG TCGACGGRAACC GLGATGOGLATGACCACG 128
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128151 GTCGCCGCATGCAMAACGGTGACGT TRACCGTCGACGLAACCGLGATALGOGTGACCACG 1128214
Query 121 ATGAAATCRCGOGTGATCGACATCG TCGAMGAGAACGEGT TCTCAGTCGACGACCGOGAL 188
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L
Shjct 1128211  ATGAAATCGCGGEGTGATCGACATOGTCGAMG 1128278
Query 181 GACCTGTATCCCOOGGLCGALGTOlAGG TCCATGAL CATCGTGLTGLGGLGT 248
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOUGGLCGGCATGLAGGTOCATGAL CATCGTGCTRLGRLGT 1128334
Query 241 AGCCGTCOACTGCAGATC TCGL TRGATGE TCACGACGL TAMGCAGGTGTGGACGACCGEG 388
CECPEET R e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128331 AGCCGTCOGCTGLAGATCTCGCTOGATAGTCACGACGL TAMGCAGGTATGOACGACCGLG 1128394
Query 381 TCRACGE TEGALGAGGLGC T GECCCAAL TOGCGATGAC COACACGGLALCGGLCGLGGET 368
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128391  TOGACGOTOGACGAGGLGLTRGCCCAAL TOGLGATGAL COGCOGLRACT 1128454
Query 361 ToTCe o CAGLCOCGTCLCal TaTCCGoGA TOGRCGL TACCGGT CaTCAGLGD 428
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128451 TCTCGLOCCAGLOGCGTCOCGCTOTCCGOGATGOLGET ACCGGT COT CAGLGLCAAGAL 1118514
Query 421 GTGCAGC TCAACGACGEOGGLT TG TGO ACGGTGCAC T TGLCORCCCCARTOTOGLG 486
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1128511 GTGCAGC TCAACGACGGLGGLT TRAQTGLOCACGOTACACT TALCGRLCCCCAATATOGEG 1128578
Query 44l GOGLTOC TaAG T eal OGO TRl LI TOT TOCAAAGT AT CACGTOOTOLCCGLCGLO e
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIII_III_IIIIIIIIIIIIIIIIII .
Sbjct 1128571 GRGCTGCTG GTECCGCTAT TACAAAGLGACACGTOOTEOLCGLCGLG 1128638
Query 541 COATCOTCOAAGGCATGLAGATOLAGGTGAC CCGCARTCOGATCAMGAAGGTC &8
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128631 ACGGOCCCGATCGTCGAAGGCATGCAGATCCAGGTGACCCGEANTCGEATCAAGAAGGTC 1128694
Query &1 ACCEAGLGECTGCCGL TRCCGLCEAAGOGIGTCOTAT COAGGALCCOLAGAT GAACATG 6B
CECTEET TR e e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128691 ACCGAGOGGCTGOCGCTGCCGCGAACGLGLGTCOTATCOAGGACCCOLAGATGAACATG 1128754
Query 861 AGCCOGEAGGTCOTCOAAGACCCOGHGAT TCCAGOGAC CCAGRA GTTOGCGGTA T2
. . IIIIIIIIIIIIIIIIIIIIIII_IIIIIIII_IIIIIIII_I_IIIIIIIIII_IIIIII_IIII .
Sbjct 1128751 GTCRAAGACCCOGGGGT TCCGOGRACCCAGGATGTOALGTTOGLGGTA 1128818
Query ¥21 TCAMCGECGTCGAGACCGGLCGT T TGCCCGTCaCCAMCGTCOTRGTGACCICG TR
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 TGAGE TCAACGECAT CERAGACCGECCGT T TGLCCaTCOCCAACGTLATRGTGACCCCG 1128878
Query 781 CLACGAAGCCOTEETEOGEG THEECALCAAGCCOGGTACCGAGGTGLCOCCGATGA BB
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GOCCACGAAGCCGTGGTGLGGGTOGECACCAAGLCLGOTACCGAGGTALCCCCOGTEATC 1128934
Query 841 GACGGAAGEAT CTGRGACGLGATCGLCGEL TATGAGGLCGGT GRCAAC TGOGLGATCAAL 988
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTGOGACGCGATCGCCGOLTGTGAGECCOGT BGLAMC TGOGELGATC 11289948
Query 981 ACCGGCAACGAATAT TACGATGATGTGLAGT TTGACCAGGGLACC TGRRAGGLCAACGEL 968
sojet 112u00n  AMSMULLELAHALBM AL HHAMAARAE AL LA MBE MY 1120050
Query 961 T ECGETA - . . - GEGAA A - ¢ 1998
ottt otassmmnainnilg
5bjct 1129851 GOGCTGCGGTATGLACCCOGUGCTRACC TOGUCACCCGLGAAGAGLAGATCGECGTTGEE 1129118
Query 1821 GAGETEACCCGAC TELGTOAAGET TOGOCOCL TROLCGaTATG Tl Tl ACGAGLHGh 18848
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1129111 GTaACCOGAC TACGTCAAGGT TeRaelGCC TROLCGn TATO T TR lACGAGLG0 1129178
Query 1881 GLGCGCTGA  1BE9
Sbjct 1129171 JJM&H;L 1129179
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C. Hasil BLAST Sampel C3

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.5 Length: 44115632 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expeact Tdlentitias Gaps Srand
2012 bits(1089) 0.0 108%/1085(100%) 0,/1089(0%) Flus/Flus
Query 1 ATGTTGUGECTGaTAGTCGGTECEl TeC TGl TGGTGT TGG0GT TLOLCOGTGRCTATGEG &4
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGOGLCTGETAGTCGGTOCGC TG TGLTGGTATTGRCET TCRlCaGTRACTATGLG 1128154
Query 81 GTCOCCECATACAMAALGGT GACGT TEACCG TCGACGGRAACC GLGATGOGLATGACCACG 128
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128151 GTCGCCGCATGCAMAACGGTGACGT TRACCGTCGACGLAACCGLGATALGOGTGACCACG 1128214
Query 121 ATGAAATCRCGOGTGATCGACATCG TCGAMGAGAACGEGT TCTCAGTCGACGACCGOGAL 188
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L
Shjct 1128211  ATGAAATCGCGGEGTGATCGACATOGTCGAMG 1128278
Query 181 GACCTGTATCCCOOGGLCGALGTOlAGG TCCATGAL CATCGTGLTGLGGLGT 248
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOUGGLCGGCATGLAGGTOCATGAL CATCGTGCTRLGRLGT 1128334
Query 241 AGCCGTCOACTGCAGATC TCGL TRGATGE TCACGACGL TAMGCAGGTGTGGACGACCGEG 388
CECPEET R e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128331 AGCCGTCOGCTGLAGATCTCGCTOGATAGTCACGACGL TAMGCAGGTATGOACGACCGLG 1128394
Query 381 TCRACGE TEGALGAGGLGC T GECCCAAL TOGCGATGAC COACACGGLALCGGLCGLGGET 368
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128391  TOGACGOTOGACGAGGLGLTRGCCCAAL TOGLGATGAL COGCOGLRACT 1128454
Query 361 ToTCe o CAGLCOCGTCLCal TaTCCGoGA TOGRCGL TACCGGT CaTCAGLGD 428
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128451 TCTCGLOCCAGLOGCGTCOCGCTOTCCGOGATGOLGET ACCGGT COT CAGLGLCAAGAL 1118514
Query 421 GTGCAGC TCAACGACGEOGGLT TG TGO ACGGTGCAC T TGLCORCCCCARTOTOGLG 486
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1128511 GTGCAGC TCAACGACGGLGGLT TRAQTGLOCACGOTACACT TALCGRLCCCCAATATOGEG 1128578
Query 44l GOGLTOC TaAG T eal OGO TRl LI TOT TOCAAAGT AT CACGTOOTOLCCGLCGLO e
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIII_III_IIIIIIIIIIIIIIIIII .
Sbjct 1128571 GRGCTGCTG GTECCGCTAT TACAAAGLGACACGTOOTEOLCGLCGLG 1128638
Query 541 COATCOTCOAAGGCATGLAGATOLAGGTGAC CCGCARTCOGATCAMGAAGGTC &8
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128631 ACGGOCCCGATCGTCGAAGGCATGCAGATCCAGGTGACCCGEANTCGEATCAAGAAGGTC 1128694
Query &1 ACCEAGLGECTGCCGL TRCCGLCEAAGOGIGTCOTAT COAGGALCCOLAGAT GAACATG 6B
CECTEET TR e e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128691 ACCGAGOGGCTGOCGCTGCCGCGAACGLGLGTCOTATCOAGGACCCOLAGATGAACATG 1128754
Query 861 AGCCOGEAGGTCOTCOAAGACCCOGHGAT TCCAGOGAC CCAGRA GTTOGCGGTA T2
. . IIIIIIIIIIIIIIIIIIIIIII_IIIIIIII_IIIIIIII_I_IIIIIIIIII_IIIIII_IIII .
Sbjct 1128751 GTCRAAGACCCOGGGGT TCCGOGRACCCAGGATGTOALGTTOGLGGTA 1128818
Query ¥21 TCAMCGECGTCGAGACCGGLCGT T TGCCCGTCaCCAMCGTCOTRGTGACCICG TR
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 TGAGE TCAACGECAT CERAGACCGECCGT T TGLCCaTCOCCAACGTLATRGTGACCCCG 1128878
Query 781 CLACGAAGCCOTEETEOGEG THEECALCAAGCCOGGTACCGAGGTGLCOCCGATGA BB
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GOCCACGAAGCCGTGGTGLGGGTOGECACCAAGLCLGOTACCGAGGTALCCCCOGTEATC 1128934
Query 841 GACGGAAGEAT CTGRGACGLGATCGLCGEL TATGAGGLCGGT GRCAAC TGOGLGATCAAL 988
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTGOGACGCGATCGCCGOLTGTGAGECCOGT BGLAMC TGOGELGATC 11289948
Query 981 ACCGGCAACGAATAT TACGATGATGTGLAGT TTGACCAGGGLACC TGRRAGGLCAACGEL 968
sojet 112u00n  AMSMULLELAHALBM AL HHAMAARAE AL LA MBE MY 1120050
Query 961 T ECGETA - . . - GEGAA A - ¢ 1998
ottt otassmmnainnilg
5bjct 1129851 GOGCTGCGGTATGLACCCOGUGCTRACC TOGUCACCCGLGAAGAGLAGATCGECGTTGEE 1129118
Query 1821 GAGETEACCCGAC TELGTOAAGET TOGOCOCL TROLCGaTATG Tl Tl ACGAGLHGh 18848
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1129111 GTaACCOGAC TACGTCAAGGT TeRaelGCC TROLCGn TATO T TR lACGAGLG0 1129178
Query 1881 GLGCGCTGA  1BE9
Sbjct 1129171 JJM&H;L 1129179
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D. Hasil BLAST Sampel C4

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.5 Length: 44115632 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expeact Tdlentitias Gaps Srand
2012 bits(1089) 0.0 108%/1085(100%) 0,/1089(0%) Flus/Flus
Query 1 ATGTTGUGECTGaTAGTCGGTECEl TeC TGl TGGTGT TGG0GT TLOLCOGTGRCTATGEG &4
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGOGLCTGETAGTCGGTOCGC TG TGLTGGTATTGRCET TCRlCaGTRACTATGLG 1128154
Query 81 GTCOCCECATACAMAALGGT GACGT TEACCG TCGACGGRAACC GLGATGOGLATGACCACG 128
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128151 GTCGCCGCATGCAMAACGGTGACGT TRACCGTCGACGLAACCGLGATALGOGTGACCACG 1128214
Query 121 ATGAAATCRCGOGTGATCGACATCG TCGAMGAGAACGEGT TCTCAGTCGACGACCGOGAL 188
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L
Shjct 1128211  ATGAAATCGCGGEGTGATCGACATOGTCGAMG 1128278
Query 181 GACCTGTATCCCOOGGLCGALGTOlAGG TCCATGAL CATCGTGLTGLGGLGT 248
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOUGGLCGGCATGLAGGTOCATGAL CATCGTGCTRLGRLGT 1128334
Query 241 AGCCGTCOACTGCAGATC TCGL TRGATGE TCACGACGL TAMGCAGGTGTGGACGACCGEG 388
CECPEET R e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128331 AGCCGTCOGCTGLAGATCTCGCTOGATAGTCACGACGL TAMGCAGGTATGOACGACCGLG 1128394
Query 381 TCRACGE TEGALGAGGLGC T GECCCAAL TOGCGATGAC COACACGGLALCGGLCGLGGET 368
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128391  TOGACGOTOGACGAGGLGLTRGCCCAAL TOGLGATGAL COGCOGLRACT 1128454
Query 361 ToTCe o CAGLCOCGTCLCal TaTCCGoGA TOGRCGL TACCGGT CaTCAGLGD 428
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128451 TCTCGLOCCAGLOGCGTCOCGCTOTCCGOGATGOLGET ACCGGT COT CAGLGLCAAGAL 1118514
Query 421 GTGCAGC TCAACGACGEOGGLT TG TGO ACGGTGCAC T TGLCORCCCCARTOTOGLG 486
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1128511 GTGCAGC TCAACGACGGLGGLT TRAQTGLOCACGOTACACT TALCGRLCCCCAATATOGEG 1128578
Query 44l GOGLTOC TaAG T eal OGO TRl LI TOT TOCAAAGT AT CACGTOOTOLCCGLCGLO e
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIII_III_IIIIIIIIIIIIIIIIII .
Sbjct 1128571 GRGCTGCTG GTECCGCTAT TACAAAGLGACACGTOOTEOLCGLCGLG 1128638
Query 541 COATCOTCOAAGGCATGLAGATOLAGGTGAC CCGCARTCOGATCAMGAAGGTC &8
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128631 ACGGOCCCGATCGTCGAAGGCATGCAGATCCAGGTGACCCGEANTCGEATCAAGAAGGTC 1128694
Query &1 ACCEAGLGECTGCCGL TRCCGLCEAAGOGIGTCOTAT COAGGALCCOLAGAT GAACATG 6B
CECTEET TR e e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128691 ACCGAGOGGCTGOCGCTGCCGCGAACGLGLGTCOTATCOAGGACCCOLAGATGAACATG 1128754
Query 861 AGCCOGEAGGTCOTCOAAGACCCOGHGAT TCCAGOGAC CCAGRA GTTOGCGGTA T2
. . IIIIIIIIIIIIIIIIIIIIIII_IIIIIIII_IIIIIIII_I_IIIIIIIIII_IIIIII_IIII .
Sbjct 1128751 GTCRAAGACCCOGGGGT TCCGOGRACCCAGGATGTOALGTTOGLGGTA 1128818
Query ¥21 TCAMCGECGTCGAGACCGGLCGT T TGCCCGTCaCCAMCGTCOTRGTGACCICG TR
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 TGAGE TCAACGECAT CERAGACCGECCGT T TGLCCaTCOCCAACGTLATRGTGACCCCG 1128878
Query 781 CLACGAAGCCOTEETEOGEG THEECALCAAGCCOGGTACCGAGGTGLCOCCGATGA BB
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GOCCACGAAGCCGTGGTGLGGGTOGECACCAAGLCLGOTACCGAGGTALCCCCOGTEATC 1128934
Query 841 GACGGAAGEAT CTGRGACGLGATCGLCGEL TATGAGGLCGGT GRCAAC TGOGLGATCAAL 988
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTGOGACGCGATCGCCGOLTGTGAGECCOGT BGLAMC TGOGELGATC 11289948
Query 981 ACCGGCAACGAATAT TACGATGATGTGLAGT TTGACCAGGGLACC TGRRAGGLCAACGEL 968
sojet 112u00n  AMSMULLELAHALBM AL HHAMAARAE AL LA MBE MY 1120050
Query 961 T ECGETA - . . - GEGAA A - ¢ 1998
ottt otassmmnainnilg
5bjct 1129851 GOGCTGCGGTATGLACCCOGUGCTRACC TOGUCACCCGLGAAGAGLAGATCGECGTTGEE 1129118
Query 1821 GAGETEACCCGAC TELGTOAAGET TOGOCOCL TROLCGaTATG Tl Tl ACGAGLHGh 18848
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1129111 GTaACCOGAC TACGTCAAGGT TeRaelGCC TROLCGn TATO T TR lACGAGLG0 1129178
Query 1881 GLGCGCTGA  1BE9
Sbjct 1129171 JJM&H;L 1129179
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E. Hasil BLAST Sampel C5

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.5 Length: 44115632 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expeact Tdlentitias Gaps Srand
2012 bits(1089) 0.0 108%/1085(100%) 0,/1089(0%) Flus/Flus
Query 1 ATGTTGUGECTGaTAGTCGGTECEl TeC TGl TGGTGT TGG0GT TLOLCOGTGRCTATGEG &4
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGOGLCTGETAGTCGGTOCGC TG TGLTGGTATTGRCET TCRlCaGTRACTATGLG 1128154
Query 81 GTCOCCECATACAMAALGGT GACGT TEACCG TCGACGGRAACC GLGATGOGLATGACCACG 128
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128151 GTCGCCGCATGCAMAACGGTGACGT TRACCGTCGACGLAACCGLGATALGOGTGACCACG 1128214
Query 121 ATGAAATCRCGOGTGATCGACATCG TCGAMGAGAACGEGT TCTCAGTCGACGACCGOGAL 188
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L
Shjct 1128211  ATGAAATCGCGGEGTGATCGACATOGTCGAMG 1128278
Query 181 GACCTGTATCCCOOGGLCGALGTOlAGG TCCATGAL CATCGTGLTGLGGLGT 248
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOUGGLCGGCATGLAGGTOCATGAL CATCGTGCTRLGRLGT 1128334
Query 241 AGCCGTCOACTGCAGATC TCGL TRGATGE TCACGACGL TAMGCAGGTGTGGACGACCGEG 388
CECPEET R e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128331 AGCCGTCOGCTGLAGATCTCGCTOGATAGTCACGACGL TAMGCAGGTATGOACGACCGLG 1128394
Query 381 TCRACGE TEGALGAGGLGC T GECCCAAL TOGCGATGAC COACACGGLALCGGLCGLGGET 368
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128391  TOGACGOTOGACGAGGLGLTRGCCCAAL TOGLGATGAL COGCOGLRACT 1128454
Query 361 ToTCe o CAGLCOCGTCLCal TaTCCGoGA TOGRCGL TACCGGT CaTCAGLGD 428
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128451 TCTCGLOCCAGLOGCGTCOCGCTOTCCGOGATGOLGET ACCGGT COT CAGLGLCAAGAL 1118514
Query 421 GTGCAGC TCAACGACGEOGGLT TG TGO ACGGTGCAC T TGLCORCCCCARTOTOGLG 486
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1128511 GTGCAGC TCAACGACGGLGGLT TRAQTGLOCACGOTACACT TALCGRLCCCCAATATOGEG 1128578
Query 44l GOGLTOC TaAG T eal OGO TRl LI TOT TOCAAAGT AT CACGTOOTOLCCGLCGLO e
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIII_III_IIIIIIIIIIIIIIIIII .
Sbjct 1128571 GRGCTGCTG GTECCGCTAT TACAAAGLGACACGTOOTEOLCGLCGLG 1128638
Query 541 COATCOTCOAAGGCATGLAGATOLAGGTGAC CCGCARTCOGATCAMGAAGGTC &8
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128631 ACGGOCCCGATCGTCGAAGGCATGCAGATCCAGGTGACCCGEANTCGEATCAAGAAGGTC 1128694
Query &1 ACCEAGLGECTGCCGL TRCCGLCEAAGOGIGTCOTAT COAGGALCCOLAGAT GAACATG 6B
CECTEET TR e e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128691 ACCGAGOGGCTGOCGCTGCCGCGAACGLGLGTCOTATCOAGGACCCOLAGATGAACATG 1128754
Query 861 AGCCOGEAGGTCOTCOAAGACCCOGHGAT TCCAGOGAC CCAGRA GTTOGCGGTA T2
. . IIIIIIIIIIIIIIIIIIIIIII_IIIIIIII_IIIIIIII_I_IIIIIIIIII_IIIIII_IIII .
Sbjct 1128751 GTCRAAGACCCOGGGGT TCCGOGRACCCAGGATGTOALGTTOGLGGTA 1128818
Query ¥21 TCAMCGECGTCGAGACCGGLCGT T TGCCCGTCaCCAMCGTCOTRGTGACCICG TR
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 TGAGE TCAACGECAT CERAGACCGECCGT T TGLCCaTCOCCAACGTLATRGTGACCCCG 1128878
Query 781 CLACGAAGCCOTEETEOGEG THEECALCAAGCCOGGTACCGAGGTGLCOCCGATGA BB
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GOCCACGAAGCCGTGGTGLGGGTOGECACCAAGLCLGOTACCGAGGTALCCCCOGTEATC 1128934
Query 841 GACGGAAGEAT CTGRGACGLGATCGLCGEL TATGAGGLCGGT GRCAAC TGOGLGATCAAL 988
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTGOGACGCGATCGCCGOLTGTGAGECCOGT BGLAMC TGOGELGATC 11289948
Query 981 ACCGGCAACGAATAT TACGATGATGTGLAGT TTGACCAGGGLACC TGRRAGGLCAACGEL 968
sojet 112u00n  AMSMULLELAHALBM AL HHAMAARAE AL LA MBE MY 1120050
Query 961 T ECGETA - . . - GEGAA A - ¢ 1998
ottt otassmmnainnilg
5bjct 1129851 GOGCTGCGGTATGLACCCOGUGCTRACC TOGUCACCCGLGAAGAGLAGATCGECGTTGEE 1129118
Query 1821 GAGETEACCCGAC TELGTOAAGET TOGOCOCL TROLCGaTATG Tl Tl ACGAGLHGh 18848
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1129111 GTaACCOGAC TACGTCAAGGT TeRaelGCC TROLCGn TATO T TR lACGAGLG0 1129178
Query 1881 GLGCGCTGA  1BE9
Sbjct 1129171 JJM&H;L 1129179
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F. Hasil BLAST Sampel C6

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.5 Length: 44115632 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expeact Tdlentitias Gaps Srand
2012 bits(1089) 0.0 108%/1085(100%) 0,/1089(0%) Flus/Flus
Query 1 ATGTTGUGECTGaTAGTCGGTECEl TeC TGl TGGTGT TGG0GT TLOLCOGTGRCTATGEG &4
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGOGLCTGETAGTCGGTOCGC TG TGLTGGTATTGRCET TCRlCaGTRACTATGLG 1128154
Query 81 GTCOCCECATACAMAALGGT GACGT TEACCG TCGACGGRAACC GLGATGOGLATGACCACG 128
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128151 GTCGCCGCATGCAMAACGGTGACGT TRACCGTCGACGLAACCGLGATALGOGTGACCACG 1128214
Query 121 ATGAAATCRCGOGTGATCGACATCG TCGAMGAGAACGEGT TCTCAGTCGACGACCGOGAL 188
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L
Shjct 1128211  ATGAAATCGCGGEGTGATCGACATOGTCGAMG 1128278
Query 181 GACCTGTATCCCOOGGLCGALGTOlAGG TCCATGAL CATCGTGLTGLGGLGT 248
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOUGGLCGGCATGLAGGTOCATGAL CATCGTGCTRLGRLGT 1128334
Query 241 AGCCGTCOACTGCAGATC TCGL TRGATGE TCACGACGL TAMGCAGGTGTGGACGACCGEG 388
CECPEET R e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128331 AGCCGTCOGCTGLAGATCTCGCTOGATAGTCACGACGL TAMGCAGGTATGOACGACCGLG 1128394
Query 381 TCRACGE TEGALGAGGLGC T GECCCAAL TOGCGATGAC COACACGGLALCGGLCGLGGET 368
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128391  TOGACGOTOGACGAGGLGLTRGCCCAAL TOGLGATGAL COGCOGLRACT 1128454
Query 361 ToTCe o CAGLCOCGTCLCal TaTCCGoGA TOGRCGL TACCGGT CaTCAGLGD 428
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128451 TCTCGLOCCAGLOGCGTCOCGCTOTCCGOGATGOLGET ACCGGT COT CAGLGLCAAGAL 1118514
Query 421 GTGCAGC TCAACGACGEOGGLT TG TGO ACGGTGCAC T TGLCORCCCCARTOTOGLG 486
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1128511 GTGCAGC TCAACGACGGLGGLT TRAQTGLOCACGOTACACT TALCGRLCCCCAATATOGEG 1128578
Query 44l GOGLTOC TaAG T eal OGO TRl LI TOT TOCAAAGT AT CACGTOOTOLCCGLCGLO e
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIII_III_IIIIIIIIIIIIIIIIII .
Sbjct 1128571 GRGCTGCTG GTECCGCTAT TACAAAGLGACACGTOOTEOLCGLCGLG 1128638
Query 541 COATCOTCOAAGGCATGLAGATOLAGGTGAC CCGCARTCOGATCAMGAAGGTC &8
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128631 ACGGOCCCGATCGTCGAAGGCATGCAGATCCAGGTGACCCGEANTCGEATCAAGAAGGTC 1128694
Query &1 ACCEAGLGECTGCCGL TRCCGLCEAAGOGIGTCOTAT COAGGALCCOLAGAT GAACATG 6B
CECTEET TR e e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128691 ACCGAGOGGCTGOCGCTGCCGCGAACGLGLGTCOTATCOAGGACCCOLAGATGAACATG 1128754
Query 861 AGCCOGEAGGTCOTCOAAGACCCOGHGAT TCCAGOGAC CCAGRA GTTOGCGGTA T2
. . IIIIIIIIIIIIIIIIIIIIIII_IIIIIIII_IIIIIIII_I_IIIIIIIIII_IIIIII_IIII .
Sbjct 1128751 GTCRAAGACCCOGGGGT TCCGOGRACCCAGGATGTOALGTTOGLGGTA 1128818
Query ¥21 TCAMCGECGTCGAGACCGGLCGT T TGCCCGTCaCCAMCGTCOTRGTGACCICG TR
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 TGAGE TCAACGECAT CERAGACCGECCGT T TGLCCaTCOCCAACGTLATRGTGACCCCG 1128878
Query 781 CLACGAAGCCOTEETEOGEG THEECALCAAGCCOGGTACCGAGGTGLCOCCGATGA BB
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GOCCACGAAGCCGTGGTGLGGGTOGECACCAAGLCLGOTACCGAGGTALCCCCOGTEATC 1128934
Query 841 GACGGAAGEAT CTGRGACGLGATCGLCGEL TATGAGGLCGGT GRCAAC TGOGLGATCAAL 988
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTGOGACGCGATCGCCGOLTGTGAGECCOGT BGLAMC TGOGELGATC 11289948
Query 981 ACCGGCAACGAATAT TACGATGATGTGLAGT TTGACCAGGGLACC TGRRAGGLCAACGEL 968
sojet 112u00n  AMSMULLELAHALBM AL HHAMAARAE AL LA MBE MY 1120050
Query 961 T ECGETA - . . - GEGAA A - ¢ 1998
ottt otassmmnainnilg
5bjct 1129851 GOGCTGCGGTATGLACCCOGUGCTRACC TOGUCACCCGLGAAGAGLAGATCGECGTTGEE 1129118
Query 1821 GAGETEACCCGAC TELGTOAAGET TOGOCOCL TROLCGaTATG Tl Tl ACGAGLHGh 18848
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1129111 GTaACCOGAC TACGTCAAGGT TeRaelGCC TROLCGn TATO T TR lACGAGLG0 1129178
Query 1881 GLGCGCTGA  1BE9
Sbjct 1129171 JJM&H;L 1129179
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G. Hasil BLAST Sampel C7

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 MNumber of Matches: 1

Range 1: 1138091 to 1129179 GenBank Graphics
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H. Hasil BLAST Sampel C8

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.5 Length: 44115632 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expeact Tdlentitias Gaps Srand
2012 bits(1089) 0.0 108%/1085(100%) 0,/1089(0%) Flus/Flus
Query 1 ATGTTGUGECTGaTAGTCGGTECEl TeC TGl TGGTGT TGG0GT TLOLCOGTGRCTATGEG &4
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGOGLCTGETAGTCGGTOCGC TG TGLTGGTATTGRCET TCRlCaGTRACTATGLG 1128154
Query 81 GTCOCCECATACAMAALGGT GACGT TEACCG TCGACGGRAACC GLGATGOGLATGACCACG 128
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128151 GTCGCCGCATGCAMAACGGTGACGT TRACCGTCGACGLAACCGLGATALGOGTGACCACG 1128214
Query 121 ATGAAATCRCGOGTGATCGACATCG TCGAMGAGAACGEGT TCTCAGTCGACGACCGOGAL 188
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L
Shjct 1128211  ATGAAATCGCGGEGTGATCGACATOGTCGAMG 1128278
Query 181 GACCTGTATCCCOOGGLCGALGTOlAGG TCCATGAL CATCGTGLTGLGGLGT 248
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOUGGLCGGCATGLAGGTOCATGAL CATCGTGCTRLGRLGT 1128334
Query 241 AGCCGTCOACTGCAGATC TCGL TRGATGE TCACGACGL TAMGCAGGTGTGGACGACCGEG 388
CECPEET R e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128331 AGCCGTCOGCTGLAGATCTCGCTOGATAGTCACGACGL TAMGCAGGTATGOACGACCGLG 1128394
Query 381 TCRACGE TEGALGAGGLGC T GECCCAAL TOGCGATGAC COACACGGLALCGGLCGLGGET 368
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128391  TOGACGOTOGACGAGGLGLTRGCCCAAL TOGLGATGAL COGCOGLRACT 1128454
Query 361 ToTCe o CAGLCOCGTCLCal TaTCCGoGA TOGRCGL TACCGGT CaTCAGLGD 428
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128451 TCTCGLOCCAGLOGCGTCOCGCTOTCCGOGATGOLGET ACCGGT COT CAGLGLCAAGAL 1118514
Query 421 GTGCAGC TCAACGACGEOGGLT TG TGO ACGGTGCAC T TGLCORCCCCARTOTOGLG 486
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1128511 GTGCAGC TCAACGACGGLGGLT TRAQTGLOCACGOTACACT TALCGRLCCCCAATATOGEG 1128578
Query 44l GOGLTOC TaAG T eal OGO TRl LI TOT TOCAAAGT AT CACGTOOTOLCCGLCGLO e
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIII_III_IIIIIIIIIIIIIIIIII .
Sbjct 1128571 GRGCTGCTG GTECCGCTAT TACAAAGLGACACGTOOTEOLCGLCGLG 1128638
Query 541 COATCOTCOAAGGCATGLAGATOLAGGTGAC CCGCARTCOGATCAMGAAGGTC &8
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128631 ACGGOCCCGATCGTCGAAGGCATGCAGATCCAGGTGACCCGEANTCGEATCAAGAAGGTC 1128694
Query &1 ACCEAGLGECTGCCGL TRCCGLCEAAGOGIGTCOTAT COAGGALCCOLAGAT GAACATG 6B
CECTEET TR e e e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128691 ACCGAGOGGCTGOCGCTGCCGCGAACGLGLGTCOTATCOAGGACCCOLAGATGAACATG 1128754
Query 861 AGCCOGEAGGTCOTCOAAGACCCOGHGAT TCCAGOGAC CCAGRA GTTOGCGGTA T2
. . IIIIIIIIIIIIIIIIIIIIIII_IIIIIIII_IIIIIIII_I_IIIIIIIIII_IIIIII_IIII .
Sbjct 1128751 GTCRAAGACCCOGGGGT TCCGOGRACCCAGGATGTOALGTTOGLGGTA 1128818
Query ¥21 TCAMCGECGTCGAGACCGGLCGT T TGCCCGTCaCCAMCGTCOTRGTGACCICG TR
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 TGAGE TCAACGECAT CERAGACCGECCGT T TGLCCaTCOCCAACGTLATRGTGACCCCG 1128878
Query 781 CLACGAAGCCOTEETEOGEG THEECALCAAGCCOGGTACCGAGGTGLCOCCGATGA BB
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GOCCACGAAGCCGTGGTGLGGGTOGECACCAAGLCLGOTACCGAGGTALCCCCOGTEATC 1128934
Query 841 GACGGAAGEAT CTGRGACGLGATCGLCGEL TATGAGGLCGGT GRCAAC TGOGLGATCAAL 988
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTGOGACGCGATCGCCGOLTGTGAGECCOGT BGLAMC TGOGELGATC 11289948
Query 981 ACCGGCAACGAATAT TACGATGATGTGLAGT TTGACCAGGGLACC TGRRAGGLCAACGEL 968
sojet 112u00n  AMSMULLELAHALBM AL HHAMAARAE AL LA MBE MY 1120050
Query 961 T ECGETA - . . - GEGAA A - ¢ 1998
ottt otassmmnainnilg
5bjct 1129851 GOGCTGCGGTATGLACCCOGUGCTRACC TOGUCACCCGLGAAGAGLAGATCGECGTTGEE 1129118
Query 1821 GAGETEACCCGAC TELGTOAAGET TOGOCOCL TROLCGaTATG Tl Tl ACGAGLHGh 18848
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
5bjct 1129111 GTaACCOGAC TACGTCAAGGT TeRaelGCC TROLCGn TATO T TR lACGAGLG0 1129178
Query 1881 GLGCGCTGA  1BE9
Sbjct 1129171 JJM&H;L 1129179
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I. Hasil BLAST Sampel C9

Mycobacterium tuberculosis H37Rv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 Number of Matches: 1

Range 1: 1128091 to 1129179 GenBank Graphics

Soore

2006 bits(1086)

Expect [daritities Gaps Sarand
0.0 1085/1085(95%) 0/108%(0%) Flus/Plus
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J. Hasil BLAST Sampel C10

Mycobacterium tuberculosis H3TRv, complete genome

Sequence ID: NC_000962.3 Length: 4411532 Mumber of Matches: 1

Range 1: 1128091 to 1129179 GenBank  Graphics

Soare Expect [o=ntities Gaps Strand

2006 bit={1086) 0.0 1088/1089(59%) 0/1089{ %) Flus/Plus
Query 1 68

| bt s nannatnatighi
Sbjct  112de91 ATGTTRCGCCTGLTAGTCOGTECGCTGLTRCTGATAT THRlaT TCRlCaaTGRCTATGEG 1128158
Query 6l GTCGLCGLATGLALAACGLTGALGT TOACLGT COACOAALCOLGAT GRG0 TRACCAD 128

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128151 GTOGCCGCATGLAAAACGOTGACGT TGACCGTCGACGGAACCOIGATGLDGG TRALCAL 1128214
Query 121 ATEARATCOCGLEGTOATCGACATOO TCGAAGAGAACGGOT TCTCAGTCGACGACLGLGAL 134

. . RNy AR AR n RN -
Sbjct 11283211 ATGAAATCOCGGETGATCOACATOOTCOAMGARAACEGLT TCTCADT CoAlGACCOOGAL 1128278
Query 181 QALCTGTATCLCoLGoIoolGTOLAGGTCCA GLOLGT 248

, IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128271 GACCTGTATCCCOOGLOCOLCGTGLAGGTCCATRACGLCGACACCATCATOE TRLORCGT 1128334
Query 241 AOLCOTOLOL TOLAGA TCTOGL TGRA TG T LACGA LGl TAMGLAGG TG TO0AL A LLGT 3eg

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128331 AGCCOGTCCGLTOGCAGATCTCGCTGGATOOTCACGALGE TARGCAGGTGTRAACGALCGT 1125394
Query 38l TG T oA AL UG TORLCCAAL TCGL AT GALCRALALGOLGLOGOLCGLoGIT 368
Sojct 1128301 RO AT, szaese
Query 361 428

| ihmaninsiinmmiustmpiinnmn
Sbjct 1128451 TCTOGOGLCAGLCGLGTCCCGLTATCOGGMAT GGCGEE TACCGGTEGT CABCGLCAAGMD 1128518
Query 421 AL TCAL GLOCALGOTELACT TQUIGOLCCCCAATGTOGIG 4838

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128511 AL TCAL GLOCALGOTELACT TEQLIGOLICOCAATGTOGIE 112850
Query 431 GEGCTECTEAG TeLGROCoRCGTGLCOITAT TelaAAGL e CACGTGRTGLCCGLOGIE 544

. . IIIIIIIIIIIIIIIIII_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII _
Sbjct 1128571 QLT (R Ra GTGLLLGL 11286348
Query 541 G GAAGLCATGLAGA TCLARD GOATCAAGRADGTC B8

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128831 ACGGCOCCEATCOTCGAAGGCATGCAGATCCAGGTGACCCGEAATCOGATCAARRAGGTE 1128658
Query 681 ACCGARIGLE TOCIGC TOLCGCCGAAlGLRlG TGO To T CaAGhAT COGmAGA TRAACA B8

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128691 ACCGAGOGOC TGLCGC TOCCGCCGAACGLOIGTOOTG T COAGLACCCGHAGA TRAACA 1128754
Query 6&l AOCCOEGALGTCOTCGAAGACCLGOLGOT TCLOGOOALCCAGOATOTGACGT TCOLRGTA /28
sojee 112a7ss AGMALMALHAHEAMAR ALRASH L EBRMAR AL HERUEL 1100810
fuery 721 . cocG 788

. priplbmostinmsstilsninimmisifini
Sbjct 1128811 mmrmLuﬁLuerx.mhu.m ITelLleTCel A OTLaTGhTRACCle 112885
Query Y81 CCCAGAAG CoTOo TOLoGh TGO IACCAAGL LG TACLOAGOTGLOLLCOGTGATC 348

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 CCCAGAARL CoTOa TOloeGh T lACCAAGILCOTACLOAGOTGLOLLCOGTRATC 1128938
Query 841 ICTOOERACGLGATIGLIGOL TG TRAGRT IMeGCAAl TGO mATCAN ]

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 1128931 GACGORAAGCATCTGOGACGLGATOGCOGLL TGTRAGGLCOGTOLAAL TOGOLGATCAAL 1128998
Query 4S8l ACCGOCAACGOOTAT TAC GTGLAGTT TGACCAGDGLALT ]

. _ II_IIIIIII_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII _
Sbjct 1128991 ACCGGLAACGGOTATTAC T TG 112058
Query 498l GOl TGO TATECACCOLOLOL TEACC TOOLCALCLOLoAAGAGLAGATCGLCGTTGLC  18dE

_ AR anmm
Sbjct 1129851 GOOCTGOGOTATGLACCCCOOOCTGACC TOGLCACCCGLGAAGAGLAGATOGLCGTTGIC 11291148
Query 18d1 QARGT GACCCOAC TOOGT CAGGT TRGGOLGLC TGOL Lo TATGTOL TRCALGAG 18k

_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1129111 GAGGTGACCCGACTGOGTCAMGGT TOGGLCGCC TGRCCOGTATGTEL TRLAL 112491708
Query 1eE1 GQUELOCTOA  18ED
Sbjct 1139171 &é&l&i |"L'-|l 112104
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K. Hasil BLAST Sampel C11

Mycobacterium tuberculosis H37TRv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 Mumber of Matches: 1
Range 1: 1128091 to 1129179 GenBank Graphics
Soore Expect Identities Gaps Strand
2006 hits{1086) 0.0 1088/1089{99%:) 0/ 108%{0%) Plus/Flus
Query 1 ATaT TG ToOTAGT CoGTOLGL TG TGL TGOTGT TGl T TCOLLoGToGLTATOLG &8
_ CLLELTTEELE T Lt e e Ce e ek e e iy
Sbjct 1128891 ATGTTRCGCCTOOTAGTCOGTRCACTGCTGETGATAT TRGLaTTCRCCoaTOGITATGLG 1128158
Query &l ATCGLCGCATGLAAAAL GO TRACG T TRACLGTLGALGOANC CGUGA T GLGG0 TOAC AL 1:i@
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128151 GTCGCCGCATGCAAAACGGTGACGTTGACCATOGACGEAM COLEAT GLGHG TGACCAL 1128218
Query 121 ATOARATCOOGOGTOAT CoACATLOTLGAMGAGAALGOGT TCTCAGT CoACOALCRL AL 186
sojer 112so11 AGUARALEARALHAAAELFARAMAALUAL A R ELAREME AL LA 110000
fuery 181 - GTATCCCGE - ) ) ) 248
il tsisiammoanbiaisl
Sbjct 1128271 GACCTGTATOCCGLOGCCOGCGTACAGGTOCATGACGCCGACACCATCGTEL TGLGACGT 1128338
Query 241 AECCOTCCOTOLAGAT CTOGL TOLAT GO TCALGALGL TAAGCAGG T GTGRACGALLGL 186
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128331 AGCCGTCCGCTOLAGATCTCGCTOEATGRTCACGACGC TAMGCAGGTGTGRACGACCGLG 1128396
Query 381 TCGACLG ToGACGALR. GC TGOCCCAAC TCOUGATRACCGACATGOIGCIGOICOLG0CT 266
sojer 112ss01  HAMALHAIAML R LR LM AL LELE ALY 110ma0
Query 361 TCTCGCGLCAGCCGCaT COCG TaTCC 42
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128451 TCTCGLGLCAGLCGLGTCCOGCTATOCOOGATGOCRE TACCOGTCOT CAGLOLCAAGACG 1128518
Query 421 ATGLARC TCAACGALGGLOGGT TGO TOLelACGOTRLAL TTRLCGOICCOCAATOTCOLG 486
_ CILELLLEEEE T et e e e e en e ek e e e iy
Sbjct 1128511 GTGCAGCTCAACGACGGCGGGT TRGTGLRCACGGTRLALT TROCOGCCCOCAATATIGOLG 1128578
Query 481 GROL T TeAG TOLOl CoGla TOLCGL TOT TOLAAAGLGALCALGTGOTGLOCOLCOLG 48
. . IIII_IIIIIIIIIIIIII_III_IIII_III_IIIIII_IIIIIIII_III_IIIIIIIIIIIIIII _
Sbjct 1128571 GQOGCTOCTEAG TG00l CoGla TOCLGL TG T TGCAAMGLGAL CALE T G TELCC GLG 1128638
Query 541 ACGOLCCCOATCOTCAARGTATGLAGA T CAGG TRACCOGL GATCAAGAAGLTC S8R
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128631 ACGGLCCCGATCOOTCRAAGGCATACAGATCOCAGG TRACCOGT GEATCAMGAAGD 1128648
Query 681 ACCGARCERITOLIOC TRLCGLCaAALGLGLGTLGTOTOGARGALCCGOAGATOAALATG  BEB
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128691 ACCGARCOGCTGLCOCTECCGCCRAACGLGEGTCOTATOGAGGACCCOOAGATAGAACATG 1128758
Query 661 OLLO0GARGT COT CoAARALCLGL0GHT TCCGOOoACCCARGATRTGACGT TCGOGOTA Fig
Sojct 1128751 T Ty T -
Query 721 TEG
. ittty
Sbjct 1128811 CTOARGTCAALGOLGT CoAGAlCoOlCoT TTOLCCOTOOUCAACOTCOTGaTRACCICG  1128Ee
Query 7Bl COCALGAAGLLOTOL T OLGGh TEERCACCAAGICCGOTACCOAGGTGLCCCOGOTGATC B4R
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 CACGAAGLLGTOOT GLGG0 ALCAAGILCGOTACCGADGTOLCCCOGRTGATL 1128938
Query 841 QACOEARGLATC TEOoACGLOA TGOl TG TQARGLLGG TOOLAAL TGOOIOATCAAL  D8E
CELELETEEE T EET P e e e e e e e e e e e e ee e e e e ey
Sbjct 1128931 GACGGAAGCATCTGOGACGCGATCGLCGRCTGTAAGGCCGGTGOCAACTGOOCGATCAAL 11289598
Query 4981 ACCORCAACGEOTATTACGGTOGTGTGLAGT T TOALCARGGLALC TORGAGET 268
. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII _
Sbjct 1128991 GTATTA GLAGT T TaAC ARGLLAL 1129458
Query 961 GLOCTEACOIGLCACCL GLLGTTocl 1828
_ IIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1129851 GLOoTATGLALC OGOl TEACCTOGLCALCOGOGAAGADCAGATCGLCGT TRLD 1129118
Query 1821 QAGOTEACCCGAC TOLG TCAALGT TRGLLIGLI TRl COGTATGTOL TeLALGAGL G ladEe
_ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1129111 GAGGTGACCCGACTOCGTCAMGGT TRGGRIGCCTRRCHGTATAE TR TRAL GAGL 1129178
Query 1881 (lJl'Tl.'l:rfl_[liTlr[l'lT 1agy
Sbjct 1129171 GUGLGCTGA 1129179
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L. Hasil BLAST Sampel C12

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 Mumber of Matches: 1

Range 1: 1128091 to 1129179 GenBank Graphics

Score

2012 hits(1089)

Exped Tdentities Gaps Strand
0.0 108%/1085(100%) 0/1085(0%) Plus/Flus
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. Hasil BLAST Sampel C13

Mycobacterium tuberculosis H37Rv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 Humber of Matches: 1

Range 1: 1128091 to 1129179 GenBank Graphics

Sore Expeact Tdentitsas zaps Stramd
2006 bits{ L0BE) 0.0 1088/108%(55%) 0/108%(0%:) Plus/Plus
Query 1 ATGTTOCELCTOaTAGTCOOTGLGL TOCTGL TOGTaT TeGlal TCOLLGaToal TATRIG &4
. N RN
Sbjct 1128891 ATGTTGCRCCTOGTAGTCGGTGLGETGCTALTGGTAT TAGCaT TCACoaGTaRC TATGEG 1128158
Query &l GTOOCCGCATOLAAAACGOTGACGT TRACCO TCGACGOAM COCLATOIOGOTGACCALD 128
CELEEEERT TR e e e e e e e e e e e e e e e e e e e e e e
Shjct 1128151 GTOGCCGCATGCAAAACGGTGACGT TGACCOTCGACGOAACCOCOATOCGGOTGACCACG 1128219
Query 121 ATGAAATCOLOOGTEATCGACATOO T GAAGAGAACGOLT TCTCAGTOGACGALCGLRAC 188
; . IIIIIIIIII_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_IIIIIIIIIIIIIIII .
Sbjct 1128211 ATGRAATCGOLGGOTEATCGACA TGO TCRAAGAGANCHGET TCTCAGTCGAL 1128278
Query 151 GACCTOTATCCCRl ool COLGCGTGLAGOTCCAT AT ATCGTGLTOLGLREGT 248
) IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Lhjct 1128271 GACCTGTATCCCGCOGLCGGLGTGLAGGTCCATGACGECGACACCATOGTGCTGLGOCGT 1124330
Query 241 AOCCaTCCOCTOCAGATC TCRC TOhAT oG TCALGACGE TAAGL ARG TOTROACGALCOCD  J08
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128331 AGCCGTCCGCTOCAGATCTCGCTGRATGOTCACGACGE TAARCAGGTOTGRACGACCGEG 1128399
Query 341 TCQACGOTOOACGAGGC Ol TG CCAACTCOOGA TGACCQACACGGLOL OGO Lol Gl 366
. _ II_IIIIIIIIIIIIIII_IIIIIIIIIII_II_IIIIIIIIIIIIIIIIIIIIIIIIIIIIII _
Sbhjct 1128391 TCQACGLTODACGADLGLOCTRGUCCAMCTCOGAT 1128458
Query 3561 T AL CGECET OO A CAAGAT 428
hinmsinnidnatmniainsnmn
Sbjct 1128451 TCTCGCGLCAGCICGCGTCOCCGCTATCCGOGATGRCEC TACCOATCAGTCAGCGLCAAGALG 1128518
Query 421 AGCTCAA GACGOCGLGT TGO TOCCACGGTOLAC T TRl CoGLCCClAATaT Ol 486
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128511 GTGCAGCTCAACGACGGUGGHT TGO TGCOCACGGTRCAC TTRCCGGLOCCCAATAGTIGEG 1128578
Query 451 GG TOCTGAGT oGl CGaCG TGO TGT TOCARAGLGACCACGTOG TGOl 548
soct 112ms71 GALHHLMHM LRSS AR AL LU AL LR 1120630
Query 541 CLCGATLGT CoAAGGLATOGLAGATCCAGL T GACCCGLAATCOGA T AAG [
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128631 ACGOCCCCGATCGTCOAAGGCATGLAGATCCAGE TRACCCGLAAT COGA TCAAGAN 1128365949
Query 641 ACCOAGCEGC TGOl TeOC el CaAAlGLGLGT COTaT CoARGACCCOGAGATGAACATD &6
FLEEEEERT e e e e e e e e e e e e e e e e e e e e
Sbjct 1128891 ACCGAGCGGLTGCCGLTOLCRCCQRACGLGLETOGTATCRABGACCCOGAGATGAACATG 1128758
Query 661 AOCCoO0AGHTCOT CadAGAC CCGh00GT TCLOGoACCCARGATGTGACGT TCRLGnTA V26
; . IIII_IIIIIIII_III_IIIIIIII_IIIIIIII_IIIIIII_I_IIIIIIIIIIIIIII_IIIIII _
Sbjct 1128751 AGLCOGLAGHTCGTCOAAGACCCGLHOGLT TCOORGLACCCADGATGTOACGTTCRLGRTA 11285818
Query Fi1 GLTOAGET CANGGL GAGACCORICOT T TOCCCaT ColCAACGTOGTGOTOACCCCO  VEE
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128811 GCTOAGGTCAACGGCGTCGARACCOGCCGT TTGOCCATOGCCAACGTOGTOATGACCCCG 1128878
Query 7Bl GLOCACGAAGCCOT oG T OG0 TEhel ACCAMG L CoO TACCOQARG TOGLCCCCOGTGATC 248
. CULELLEEERTE e e e et e et e e et
Sbjct 1128871 GLOCACGAAGCCGTOGTOCGRGTGOGCACCAMGCCCOGTACCOAGGTGLCCCCGATEATE 1128938
Query 241 GACOEAAGCATC TODGACGL A TOOCC G0 TOT ALGC OGO TOOCAA TROGOLGAT CAAL S0
) FELEEEEEEET R e e e e e e e e e e e e e e e e
Shjct 1128931 GACGGAAGCATCTGOGACGLGATOGLCGLCTATGAGRECGATAOCAACTOGOCGATCAAL 11244994
Query 9491 OOl AACGOGTATTACGO TGO TG TGCAGT T T mACCAGGGLACC TOOGAGLLCAACGG Se
; . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII _
Sbjct 1128991 AACGOGTATTACGO TGO TG TGLAGT TT Al 11294958
o ey TN VT TV TN, ™
Sbjct 1129851 GOGCTGCOGTATGCACCCOGLGL TGACCTCGLCACCLG CoCCalTelC 1129118
Query 1821 GAGOTRACCCOAC TOLGTCAAGOT ToO0a ol TOoLCaGTATGTOC TOCACRAGIGRGT 1988
. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1129111 GAGHTGACCCGACTECGTCAAGHTTOGLGCECC TGRCCAGTATGTGL TGCACRAGCGRG 1129178

Query 1881 GLGLoCToA  1BEY

Sbhjct 1129171 éé&&{& 11291749
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N. Hasil BLAST Sampel C14

Mycobacterium tuberculosis H3TRv, complete genome
Sequence |D: NC_000362.3 Length: 4411532 Number of Matches: 1
Range 1: 1138001 te 11230179 GenBank Graphics
Scone Expect ldentities Gaps Strand
2006 bits{1086] 0.0 1088/1085(99%) 0/1085(0%) Plus/Plus
Query 1 ATGTTELGLCTGETAGTCOGT GLGL TGL TRC TOGTGT GT TCOCCGETGGL BE

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128891 ATGTTGCGLCTGGTAGTCGGTGOGCTGL TRLTOaTAT TGACGT TCRC CaaTaGE 1128158
Query &1 GTOGLCGCATGCAAANC GO TGACG T TRACCGT COALGRAACCGLGATGLGAATGACCALG 128

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128151 GTCGCCGCATGLAAAACGETGACGT TGACCGTCRACGGAACCGLGATGLGGOTRACCACG 1128218
Query 121 ATGAAATOGCGEETGATCRACATCGTOGAAGAGAN GRAT TCTCAG 188

. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII .
Shjct 1128211 ATGAAATCOGCGGOTGATCGACATCGTO TTCTCAG 1128278
Query 181 248

_ imbdinunimiiananoabbim
Shjct 1128271 GACCTGTATCCOGLOGICOGLGTOCAGGTCCATRALGCOGACACCATCATALTOLGROGT 1128338
Query 241 AGCCGTOCGCTOLAGATCTCGL TGOA TGO TCACGATGL TAARCAGE TG TORAC QAL LG bl )

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128331 AGCCGTCOGCTGCAGATCTOOCTOGATGOTCACGALGL TAARCAGLT GTGRACGALCCGE 1128396
Query 38l IGO0 TOEACGARGLOL TOC LA TOGLOATOALCEALAL ORI GLIGOLIOLoGlT  S08
sojer 112man HAMALHAMBAEA LM LM AL AL LB LR 3 1sas
Query 351 428

_ it inamin
Shjct 1128451 COCECCARCCOLETCCCGE TATCCGOGATOOGC TALCOGT LT CAGLOCCAAGALG 1128518
Query 421 GTGEAGL TCAACGACGGLGGGT TEETGLACACGATGCAC T TROCGRC CCCCAATGTOGEG 488

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128511 TCAACGACGECGGEET TGOTGLGCACGGTGCAC T TRCCOGLECCCCAATATOGG 1128578
Query 481 GGCTGCTEAGTGLOGLCOGLGTECCGETAT TACAMAGCGACCACGTGATACCOGECGEG S48
sbict 1128571 SRS RIS soznese
Query 541 ACGGLCCOGATCGTORAAGGEATGCAGATCCAGGTRACCCGLAATCGGATCAMGRAGGTL  BEE

. RN
Shjct 1128531 ACGGLCCCGATOOTCGAAGGCATGCAGATCCAGGTGACCCGLAATCGGATCANGAAGGTC 1128698
Query &8l ACCGALLGGL TGOl TCCOClGAALGLEIG TCOT T CoARGACC OAGATOAACATG  BEE

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
tbhjct 1128691 ACCGAGLGGETGLCGCTOLOACOGAACGLGIGTCATATOGAGGACCCGGAGATGAALCA 11287568
Query &6l GCCGO0AGGTCGTCRAARN COG00GG T TLLGoGOACCCAGGA TG TGACGTTOGCGTA  F28

. . IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII .
Sbjct 1128751 GoEOALCLARGA TR T EALGTTO 1128818
Query 72l GoCCOT T TOCLLGT Lol CANLGT COTOhTRALL fde

. III IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128811 GCTGAGGTCAACGECGTC COTTTOOCCATOGLCAMGTCOTAETGACCCCG 1128878
Query 781 CCCACGAAGLCG TOGTGLGEGTEEOCALCAAGCCLGATACCGAGG TGCCCCOGATRATE a4

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1128871 GLCCACGAAGLOGTOATGOGGGTGEGCACCAMCCCGATACCGARGTGLOCCCGATEATE 1128938
Query 841 GACGRAAGCATCTGRGALGUGATCGOOGHL TG TRAGGLOGETGECANC THRELGATT L

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Shjct 1128931 GACGGAAGCATCTEOGACGLGATCGUOGEL TG TRAGGCCGGTGECAML TGRGCEATT 112899
Query 991 COGGCAACGLATAT TACGGT GATGTGLAGT T TGAL CAGGGLACC TGOGAGGLCAAC B
sbict 1128091 T TV
Query 951 1628

_ ittt
Shjct 1129851 GOGCTGCGATATGCACCCOGLGCTEACC TOGLCACCCGGRANGAGCAGATCGCCGTTGEC 1129118
Query 1821 QARG TEACCCEAL TeDG TCAALGT TR GECTOOCCEL TATG Tel TRlACGAGC GG 16834

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
tbhjct 1129111 GAGGTGACCCGALTROGTCAAGGT TRGGLGLGECTOELCGATATATRE TROACGAGERGGT 1129178
Query 1881 GLEOGETGEA 1889
tbjct 1129171 'M&%“&L 1129179
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O. Hasil BLAST Sampel C15

Mycobacterium tuberculosis H3TRv, complete genome
Sequence ID: NC_000962.3 Length: 4411532 Mumber of Matches: 1

Range 1: 1128091 to 1129179 GenBank Graphics

Score

2012 hits(1089)

Exped Tdentities Gaps Strand
0.0 108%/1085(100%) 0/1085(0%) Plus/Flus
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Lampiran 4. Komposisi Bahan

A. Komposisi Reagen Ekstraksi DNA
Sampel Isolat : 200pl

Enzim Proteinase K : 20ul

GSB buffer : 200pl
Etanol absolut : 200pl
W1 buffer : 400ul
Wash buffer : 600ul
Elusion buffer - 100ul

B. Komposisi Larutan Stok Primer
a. Primer Forward
Massa primer kering : 18,4 nmol
Volume ddH;0O 184 ul
Konsentrasi stok 100 pl (184 pl)

Pengenceran larutan stok:

ViN1 = V2N
V1-100 =100 pl - 10
V1 =10 ul —» Volume ddH20 =90 pl

b. Primer Reverse
Massa primer kering : 20,6 nmol
Volume ddH20 : 206 pl

Konsentrasi stok 100 pl (206 pl)
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Pengenceran larutan stok:
ViN1 = V2N
V1100 =100 pl - 10

V1 =10 ul - Volume ddH20 =90 pl

D. Komposisi PCR Mix

Enzim mytaq red 25l

Primer forward 21l
Primer reverse 21l
ddH20 ;13 ul
Sampel DNA ;10 pl
Volume Total 250 ul

E. Komposisi Gel Agarosa
Berat agarosa . 2 gram

Volume TBE buffer : 100 ml



Lampiran 5. Posisi Primer Rpf-B pada Genom Mycobacterium tuberculosis
H37Rv

(4,352,999 .. 4,353,020} esxA-R-Rw2875-Davila
(4,352,913 .. 4,352,927) ESAT-6Fwd-ShyEdit
(4,252,609 .. 4,252,629) ESAT-6Rev-ShyEdit
(4,352,076 .. 4,352,096) esxA-F-Rv3875-Davila

(4,266,758 .. 4,266,777) AgB5ARev-Rv3B04c /

pepA-F (151,045 .. 151,066)
pepA-Cl (151,403 ., 151,424)
pepA-CZ (151,688 .. 151,708)
pepA-R (152,288 ., 152,309}
AgB5CRev-Ru01Z5c-edit (156,339 .. 156,355)
AgBSCRev-ShyEdit (156,425 ., 156,446)

_ Ag85CFuwd-ShyEdit (1575
_— Ag3SCFwd-RvD129¢ |

(4,265,611 .. 4,265,630 AgESAFwd-Rv3804c \

15..157,834)

_— RvD287F-Okkels (343,614 .. 343,633)
——— EscGH-F-Sukkhu (351,293 .. 351,309)
—— EsxH-F-Davils (351,437 ..
—__ Rv0288R-Okkels
 EsxH-R-Davila (352, )
EscGH-R-Sukkhy (352,226 . 352,242)

PPE18-R (1,240,621 . 1,340,644)

PPE18-C1 (1,533,432 ., 1,533,453)

) rpfD_rv
(2,683,164 . 2,683,182) rpfD_fw
(2,626,607 .. 2,626,625) Rv1196RPref [

626,534 .. 2.626,557) DPELE-R Ag85BFwd-Rv0129¢c (2,134,749 .. 2,134,7

fbpB-F-Davila 134,743 .. 2,134,769
Ag85BRev-ShyEdit (2,134,862 ., 2,134,885)
AgBS5BFwd-ShyEdit (2,135,840 .. 2,135,867)
(2,126,009 . 2,136,032) fbpB-R-Davila Ag85BRev-Rw0129¢c (2,135,961 ., 2,135,280)
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Lampiran 6. Dokumentasi Penelitian

A. Ekstraksi DNA
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C. Elektroforesis

75



