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LAMPIRAN 4
STATISTIK

OUTPUT DATA SPSS
Descriptives

Descriptive Statistics

N Minimum = Maximum Mean Std. Deviation
Usia 16 38.00 81.00 62.0000 12.33423
Onset 16 1.00 31.00 13.8750 9.17878
Valid N (listwise) 16

Frequency Table

Jenis kelamin

Cumulative
Frequency Percent Valid Percent Percent
Valid  Laki-laki 8 50.0 50.0 50.0
Perempuan 8 50.0 50.0 100.0
Total 16 100.0 100.0
Usia
Cumulative
Frequency Percent Valid Percent Percent
Valid <45 tahun 1 6.3 6.3 6.3
45-54 Tahun 3 18.8 18.8 25.0
55-64 Tahun 4 25.0 25.0 50.0
65-74 Tahun 6 37.5 37.5 87.5
75-85 Tahun 2 12.5 12.5 100.0
Total 16 100.0 100.0
Onset
Cumulative
Frequency Percent Valid Percent Percent
Valid  1-3 hari 3 18.8 18.8 18.8
4-7 hari 1 6.3 6.3 25.0
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8-14 hari 7 43.8 43.8 68.8
15-28 hari 3 18.8 18.8 87.5
29-42 hari 2 12.5 12.5 100.0
Total 16 100.0 100.0
Kontrol Sp.M
Cumulative
Frequency Percent Valid Percent Percent

Valid Tidak 1 6.3 6.3 6.3
Ya 15 93.8 93.8 100.0
Total 16 100.0 100.0

Diabetes Mellitus

Cumulative
Frequency Percent Valid Percent Percent
Valid Tidak 1 68.8 68.8 68.8
Ya 5 31.3 31.3 100.0
Total 16 100.0 100.0
Injeksi
Cumulative
Frequency Percent Valid Percent Percent
Valid Tidak 3 18.8 18.8 18.8
Konjungtiva 3 18.8 18.8 37.5
Siliar 1 6.3 6.3 43.8
Mixed 9 56.3 56.3 100.0
Total 16 100.0 100.0
Kemosis konjungtiva
Cumulative
Frequency Percent Valid Percent Percent
Valid Tidak 10 62.5 62.5 62.5
Ya 6 37.5 37.5 100.0
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Total 16 100.0

100.0

Edema kornea

Cumulative
Frequency Percent Valid Percent Percent
Valid Tidak 6 375 37.5 37.5
Ya 10 62.5 62.5 100.0
Total 16 100.0 100.0
Funduskopi
Cumulative
Frequency Percent Valid Percent Percent
Valid Vitreus hazy grade 1 1 6.3 6.3 6.3
Vitreus hazy grade 2 1 6.3 6.3 12.5
Vitreus hazy grade 3 3 18.8 18.8 31.3
Vitreus hazy grade 4 11 68.8 68.8 100.0
Total 16 100.0 100.0
UsSG
Cumulative
Frequency Percent Valid Percent Percent
Valid tidak dilakukan 2 12.5 12.5 12.5
Point like lesion 1 6.3 6.3 18.8
Membran like lesion 8 50.0 50.0 68.8
hiperechoic debris cavum 2 12.5 12.5 81.3
vitreus
T -Sign , pachychoroid 2 12.5 12.5 93.8
V-shape , after movement 1 6.3 6.3 100.0
)
Total 16 100.0 100.0
Komplikasi
Cumulative
Frequency Percent Valid Percent Percent
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Valid tidak ada 13 81.3 81.3 81.3

Panoftalmitis 2 12.5 12.5 93.8

Retinal detachment 1 6.3 6.3 100.0

Total 16 100.0 100.0

Status lensa
Cumulative
Frequency Percent Valid Percent Percent

Valid  Afakia 2 12.5 12.5 12.5

Pseudofakia 14 87.5 87.5 100.0

Total 16 100.0 100.0

Terapi
Valid Cumulative
Frequency Percent Percent Percent

Valid VPP + Vitreous tap + wash out 14 87.5 87.5 87.5

BMD + injeksi AB Intravitreal

VPP + Vitreous tap + injeksi AB 6.3 6.3 93.8

Intravitreal

VPP + Sinekiolisis + Vitreous tap + 6.3 6.3 100.0

wash out BMD + injeksi AB

Intravitreal

Total 16 100.0 100.0

Visus Masuk
Cumulative
Frequency Percent Valid Percent Percent

Valid 1/2 /60 counting finger 2 12.5 12.5 12.5

1/300 hand wave 8 50.0 50.0 62.5

Light perception 5 31.3 31.3 93.8

No light perception 1 6.3 6.3 100.0

Total 16 100.0 100.0

Visus Keluar
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Cumulative

Frequency Percent Valid Percent Percent
Valid  >20/160 snellen chart 4 25.0 25.0 25.0
20/160 snellen chart 2 12.5 12.5 37.5
20/200 snellen chart 1 6.3 6.3 43.8
1/60 sampai 6/60 1 6.3 6.3 50.0
counting finger
1/300 hand wave 4 25.0 25.0 75.0
Light perception 4 25.0 25.0 100.0
Total 16 100.0 100.0
Status refraksi
Cumulative
Frequency Percent Valid Percent Percent
Valid Tetap 6 37.5 37.5 37.5
Membaik 10 62.5 62.5 100.0
Total 16 100.0 100.0
PCR bakteri
Cumulative
Frequency Percent Valid Percent Percent
Valid  Unidentified 1 6.3 6.3 6.3
Psudomonas auruginosa 7 43.8 43.8 50.0
Zavarzinia sp 4 25.0 25.0 75.0
Brevundimonas 1 6.3 6.3 81.3
vesicularis
Bacillus subtilis 2 12.5 12.5 93.8
Novosphingobium sp 1 6.3 6.3 100.0
Total 16 100.0 100.0
Gram bakteri
Cumulative
Frequency Percent Valid Percent Percent
Valid Tidak teridentifikasi 1 6.3 6.3 6.3
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Negatif 13 81.3 81.3 87.5
Positif 2 12.5 12.5 100.0
Total 16 100.0 100.0
Crosstabs
Visus Masuk * Onset
Crosstab
Onset
1-3 4-7 8-14 15-28  29-42
hari hari hari hari hari Total
Visus 1/2 /60 counting Count 1 0 0 1 0 2
Masuk finger
% within Visus 50.0% 0.0% 0.0% 50.0% 0.0% 100.0
Masuk %
1/300 hand Count 2 0 2 2 2 8
wave
% within Visus 250% 0.0% 25.0% 25.0% 25.0% 100.0
Masuk %
Light perception Count 0 1 4 0 0 5
% within Visus 0.0% 20.0% 80.0% 0.0% 0.0% 100.0
Masuk %
No light Count 0 0 1 0 0 1
perception
% within Visus 0.0% 0.0% 100.0 0.0% 0.0% 100.0
Masuk % %
Total Count 3 1 7 3 2 16
% within Visus 18.8% 6.3% 43.8% 188% 12.5% 100.0
Masuk %
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 12.610° .398
Likelihood Ratio 15.567 .212
Linear-by-Linear .000 1.000

Association
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N of Valid Cases

16

a. 20 cells (100.0%) have expected count less than 5. The

minimum expected count is .06.

Visus Keluar * Onset

Crosstab
Onset
1-3 4-7 8-14 15-28  29-42
hari hari hari hari hari Total
Visus >20/160 snellen Count 2 0 0 2 0 4
Keluar chart
% within Visus  50.0% 0.0% 0.0% 50.0% 0.0% 100.0
Keluar %
20/160 snellen Count 0 0 1 0 1 2
chart
% within Visus 0.0% 0.0% 50.0% 0.0% 50.0% 100.0
Keluar %
20/200 snellen Count 1 0 0 0 0 1
chart
% within Visus 1000 0.0% 0.0% 0.0% 0.0% 100.0
Keluar % %
1/60 sampai 6/60 Count 0 0 0 1 0 1
counting finger
% within Visus 0.0% 0.0% 0.0% 100.0% 0.0% 100.0
Keluar %
1/300 hand wave Count 0 1 2 0 1 4
% within Visus 0.0% 25.0% 50.0% 0.0% 25.0% 100.0
Keluar %
Light perception Count 0 0 4 0 0 4
% within Visus 0.0% 0.0% 100.0 0.0% 0.0% 100.0
Keluar % %
Total Count 3 1 7 3 2 16
% within Visus  18.8% 6.3% 43.8% 18.8% 12.5% 100.0
Keluar %
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 27.9052 112
Likelihood Ratio 28.889 .090
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Linear-by-Linear 233 1 .629
Association
N of Valid Cases 16
a. 30 cells (100.0%) have expected count less than 5. The
minimum expected count is .06.
Status refraksi * Onset
Crosstab
Onset
8-14 15-28 29-42
1-3 hari 4-7 hari  hari hari hari Total

Status Tetap Count 0 0 5 0 1 6
refraksi

% within Status 0.0% 0.0% 83.3% 0.0% 16.7% 100.0%

refraksi

Membai Count 3 1 2 3 1 10
k

% within Status 30.0% 10.0% 20.0% 30.0% 10.0% 100.0%

refraksi
Total Count 3 1 7 3 2 16

% within Status 18.8% 6.3% 43.8% 18.8% 12.5% 100.0%

refraksi

Chi-Square Tests

Asymptotic
Significance
Value df (2-sided)

Pearson Chi-Square 7.771° 4 .100
Likelihood Ratio 10.022 4 .040
Linear-by-Linear .667 1 414
Association
N of Valid Cases 16

a. 10 cells (100.0%) have expected count less than 5. The
minimum expected count is .38.

Asal * PCR bakteri Crosstabulation

61



PCR bakteri

Psudomo Brevundi
nas monas Novosphi
Unidenti aurugino Zavarzini vesiculari Bacillus = ngobium
fied sa asp S subtilis sp Total
Asa Makass Count 0 1 1 0 1 1 4
I ar
% within 0.0% 25.0% 25.0% 0.0% 25.0% 25.0% 100.0
Asal %
Bone Count 1 6 1 0 1 0 9
% within 11.1% 66.7% 11.1% 0.0% 11.1% 0.0% 100.0
Asal %
Bantaen Count 0 0 1 0 0 0 1
J % within 0.0% 0.0% 100.0% 0.0% 0.0% 0.0% 100.0
Asal %
Buluku  Count 0 0 1 0 0 0 1
mba
% within 0.0% 0.0% 100.0% 0.0% 0.0% 0.0% 100.0
Asal %
Luwu Count 0 0 0 1 0 0 1
Timur
% within 0.0% 0.0% 0.0% 100.0% 0.0% 0.0% 100.0
Asal %
Total Count 1 7 4 1 2 1 16
% within 6.3% 43.8% 25.0% 6.3% 12.5% 6.3% 100.0
Asal %
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 27.8252 20 114
Likelihood Ratio 18.478 20 .556
Linear-by-Linear .022 1 .881
Association
N of Valid Cases 16

a. 30 cells (100.0%) have expected count less than 5. The
minimum expected count is .06.

Crosstabs

Asal * Gram bakteri
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Crosstab

Gram bakteri

Tidak
teridentifikasi ~ Negatif Positif Total
Asal  Makassar Count 0 3 1 4
% within Asal 0.0% 75.0% 25.0%  100.0%
Bone Count 1 7 1 9
% within Asal 11.1% 77.8% 11.1%  100.0%
Bantaeng Count 0 1 0 1
% within Asal 0.0%  100.0% 0.0%  100.0%
Bulukumba  Count 0 1 0 1
% within Asal 0.0%  100.0% 0.0%  100.0%
Luwu Timur  Count 0 1 0 1
% within Asal 0.0%  100.0% 0.0%  100.0%
Total Count 1 13 2 16
% within Asal 6.3% 81.3% 12.5%  100.0%
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 1.829°2 8 .986
Likelihood Ratio 2.456 8 .964
Linear-by-Linear .364 1 .546
Association
N of Valid Cases 16
a. 14 cells (93.3%) have expected count less than 5. The
minimum expected count is .06.
Asal * Pseudomonas
Crosstab
Pseudomonas Total
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Tidak Ya
Asal  Makassar Count 3 1 4
% within Asal 75.0% 25.0%  100.0%
Bone Count 3 6 9
% within Asal 33.3% 66.7%  100.0%
Bantaeng Count 1 0 1
% within Asal 100.0% 0.0%  100.0%
Bulukumba  Count 1 0 1
% within Asal 100.0% 0.0% 100.0%
Luwu Timur  Count 1 0 1
% within Asal 100.0% 0.0%  100.0%
Total Count 9 7 16
% within Asal 56.3% 43.8%  100.0%
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 4.825°2 4 .306
Likelihood Ratio 5.974 4 .201
Linear-by-Linear 755 1 .385
Association
N of Valid Cases 16
a. 9 cells (90.0%) have expected count less than 5. The minimum
expected count is .44.
Crosstabs
Visus Masuk * PCR bakteri
Crosstab
PCR bakteri

Total
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Brevun

Psudo dimona
monas S Novosp
Uniden aurugin Zavarzi vesicula Bacillus hingobi
tified osa nia sp ris subtilis = um sp
Visus  1/2 /60 Count 0 1 1 0 0 0 2
Masuk counting
finger % within Visus 0.0% 50.0% 50.0% 0.0% 0.0% 0.0% 100.
Masuk 0%
1/300 hand  Count 1 1 2 1 2 1 8
wave
% within Visus 12.5% 12.5% 25.0% 12.5% 25.0% 12.5% 100.
Masuk 0%
Light Count 0 4 1 0 0 0 5
perception —
% within Visus 0.0% 80.0% 20.0% 0.0% 0.0% 0.0% 100.
Masuk 0%
No light Count 0 1 0 0 0 0 1
perception
% within Visus 0.0% 100.0% 0.0% 0.0% 0.0% 0.0% 100.
Masuk 0%
Total Count 1 7 4 1 2 1 16
% within Visus 6.3% 43.8% 25.0% 6.3% 12.5% 6.3% 100.
Masuk 0%
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 9.829°2 15 .830
Likelihood Ratio 12.115 15 .670
Linear-by-Linear 1.207 1 272
Association
N of Valid Cases 16
a. 24 cells (100.0%) have expected count less than 5. The
minimum expected count is .06.
Visus Masuk * Gram bakteri
Crosstab
Gram bakteri Total
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Tidak
teridentifikasi Negatif = Positif

Visus 1/2 /60 counting Count 0 2 0 2
Masuk finger
% within Visus 0.0% 100.0% 0.0% 100.0%
Masuk
1/300 hand wave Count 1 5 2 8
% within Visus 125% 625% 25.0% 100.0%
Masuk
Light perception Count 0 5 0 5
% within Visus 0.0% 100.0% 0.0% 100.0%
Masuk
No light perception Count 0 1 0 1
% within Visus 0.0% 100.0% 0.0% 100.0%
Masuk
Total Count 1 13 2 16
% within Visus 6.3% 81.3% 12.5% 100.0%
Masuk

Chi-Square Tests

Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 3.692° 6 .718
Likelihood Ratio 4.857 6 .562
Linear-by-Linear .053 1 .818
Association
N of Valid Cases 16

a. 11 cells (91.7%) have expected count less than 5. The
minimum expected count is .06.

Visus Masuk * Pseudomonas
Pseudomonas

Tidak Ya Total

Visus Masuk 1/2 /60 counting finger Count 1 1 2
% within Visus Masuk 50.0% 50.0% 100.0%

1/300 hand wave Count 7 1 8



% within Visus Masuk 87.5% 12.5%  100.0%
Light perception Count 1 4 5
% within Visus Masuk 20.0% 80.0%  100.0%
No light perception Count 0 1 1
% within Visus Masuk 0.0% 100.0%  100.0%
Total Count 9 7 16
% within Visus Masuk 56.3% 43.8% 100.0%
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 7.162° 3 .067
Likelihood Ratio 8.125 3 .043
Linear-by-Linear 3.193 1 .074
Association
N of Valid Cases 16
a. 8 cells (100.0%) have expected count less than 5. The
minimum expected count is .44.
Status refraksi * PCR bakteri PCR bakteri
Psudom Brevund
onas imonas Novosp
Uniden aurugino Zavarzi vesicula Bacillus hingobiu
tified sa nia sp ris subtilis m sp Total
Status Tetap Count 0 5 1 0 0 0 6
refraksi
% within 0.0% 83.3% 16.7% 0.0% 0.0% 0.0% 100.0
Status refraksi %
Mem Count 1 2 3 1 2 1 10
baik
% within 10.0% 20.0% 30.0% 10.0%  20.0% 10.0% 100.0
Status refraksi %
Total Count 1 7 4 1 2 1 16
% within 6.3%  43.8% 25.0% 6.3% 12.5% 6.3% 100.0

Status refraksi

%

Chi-Square Tests
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Asymptotic

Significance
Value df (2-sided)
Pearson Chi-Square 6.7052 5 .244
Likelihood Ratio 8.296 5 1141
Linear-by-Linear 2.957 1 .086
Association
N of Valid Cases 16

a. 12 cells (100.0%) have expected count less than 5. The
minimum expected count is .38.

Status refraksi * Gram bakteri

Gram bakteri

Tidak
teridentifikasi  Negatif Positif Total

Status refraksi Tetap Count 0 6 0 6
% within Status 0.0% 100.0% 0.0% 100.0%

refraksi
Membaik Count 1 7 2 10
% within Status 10.0% 70.0% 20.0% 100.0%

refraksi
Total Count 1 13 2 16
% within Status 6.3% 81.3% 12.5%  100.0%

refraksi

Chi-Square Tests

Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 2.215°2 2 .330
Likelihood Ratio 3.225 2 .199
Linear-by-Linear 191 1 .662
Association
N of Valid Cases 16

a. 5 cells (83.3%) have expected count less than 5. The minimum
expected count is .38.



Infeksi jamur * Status refraksi

Crosstab

Status refraksi

Tetap Membaik Total
Infeksi jamur Tidak Count 3 5 8
% within Infeksi jamur 37.5% 62.5%  100.0%
Ya Count 3 5 8
% within Infeksi jamur 37.5% 62.5% 100.0%
Total Count 6 10 16
% within Infeksi jamur 37.5% 62.5% 100.0%
Chi-Square Tests
Asymptotic
Significance  Exact Sig. (2- Exact Sig. (1-
Value df (2-sided) sided) sided)
Pearson Chi-Square .0002 1.000
Continuity Correction® .000 1.000
Likelihood Ratio .000 1.000
Fisher's Exact Test 1.000 .696
Linear-by-Linear .000 1.000
Association
N of Valid Cases 16

a. 2 cells (50.0%) have expected count less than 5. The minimum expected count is 3.00.

b. Computed only for a 2x2 table

Lesi * Pseudomona

Crosstab
Pseudomonas
Tidak Ya Total
Lesi  tidak dilakukan Count 0 2 2
% within Lesi 0.0% 100.0%  100.0%
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Point like lesion Count 1 0 1
% within Lesi 100.0% 0.0%  100.0%
Membran like lesion Count 7 1 8
% within Lesi 87.5% 12.5%  100.0%
hiperechoic debris cavum Count 1 1 2
vitreus
% within Lesi 50.0% 50.0%  100.0%
T -Sign , pachychoroid Count 0 2 2
% within Lesi 0.0% 100.0% 100.0%
V-shape , after movement Count 0 1 1
()
% within Lesi 0.0% 100.0% 100.0%
Total Count 9 7 16
% within Lesi 56.3% 43.8%  100.0%
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 10.4132 5 .064
Likelihood Ratio 13.129 5 .022
Linear-by-Linear 714 1 .398
Association
N of Valid Cases 16
a. 12 cells (100.0%) have expected count less than 5. The
minimum expected count is .44.
Onset * PCR bakter
Crosstab
PCR bakteri
Psudomo Brevundi
nas monas Novosphi
Unidenti aurugino Zavarzini vesiculari Bacillus = ngobium
fied sa asp s subtilis sp Total
Count 0 1 1 0 0 1 3
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Ons 1-3 Y% within 0.0% 33.3% 33.3% 0.0% 0.0% 33.3% 100.0
et hari Onset %
4-7 Count 0 0 1 0 0 0 1
hari
% within 0.0% 0.0% 100.0% 0.0% 0.0% 0.0% 100.0
Onset %
8-14 Count 0 6 0 0 1 0 7
hari
% within 0.0% 85.7% 0.0% 0.0% 14.3% 0.0% 100.0
Onset %
15-28 Count 0 0 1 1 1 0 3
hari
Y% within 0.0% 0.0% 33.3% 33.3% 33.3% 0.0% 100.0
Onset %
29-42 Count 1 0 1 0 0 0 2
hari
% within 50.0% 0.0% 50.0% 0.0% 0.0% 0.0% 100.0
Onset %
Total Count 1 7 4 1 2 1 16
% within 6.3% 43.8% 25.0% 6.3% 12.5% 6.3% 100.0
Onset %
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 27.660° 20 118
Likelihood Ratio 25.920 20 .168
Linear-by-Linear 540 1 462
Association
N of Valid Cases 16
a. 30 cells (100.0%) have expected count less than 5. The
minimum expected count is .06.
Onset * Gram bakteri
Crosstab
Gram bakteri
Tidak
teridentifikasi ~ Negatif Positif Total
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Onset  1-3 hari Count 0 3 0 3
% within Onset 0.0%  100.0% 0.0%  100.0%
4-7 hari Count 0 1 0 1
% within Onset 0.0%  100.0% 0.0%  100.0%
8-14 hari  Count 0 6 1 7
% within Onset 0.0% 85.7% 14.3%  100.0%
15-28 hari  Count 0 2 1 3
% within Onset 0.0% 66.7% 33.3%  100.0%
29-42 hari  Count 1 1 0 2
% within Onset 50.0% 50.0% 0.0%  100.0%
Total Count 1 13 2 16
% within Onset 6.3% 81.3% 12.5%  100.0%
Chi-Square Tests
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 9.3192 8 .316
Likelihood Ratio 6.928 8 544
Linear-by-Linear 213 1 .645
Association
N of Valid Cases 16
a. 14 cells (93.3%) have expected count less than 5. The
minimum expected count is .06.
crosstab
Pseudomonas
Tidak Ya Total
Onset 1-3 hari Count 2 1 3
% within Onset 66.7% 33.3%  100.0%
4-7 hari Count 1 0 1
% within Onset 100.0% 0.0%  100.0%
8-14 hari  Count 1 6 7
% within Onset 14.3% 85.7%  100.0%
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15-28 hari  Count 3 0 3
% within Onset 100.0% 0.0%  100.0%
29-42 hari Count 2 0 2
% within Onset 100.0% 0.0%  100.0%
Total Count 9 7 16
% within Onset 56.3% 43.8% 100.0%
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 9.8082 4 .044
Likelihood Ratio 12.369 4 .015
Linear-by-Linear .635 1 426
Association
N of Valid Cases 16
a. 10 cells (100.0%) have expected count less than 5. The
minimum expected count is .44.
Lesi
hiperech
oic V-shape
tidak Point  Membra debris T-Sign, |, after
dilakuka like n like cavum  pachych moveme
n lesion lesion vitreus oroid nt (-) Total
Infeksi  Tid Count 1 0 5 2 0 0 8
jamur  ak —
% within 12.5% 0.0% 62.5% 25.0% 0.0% 0.0% 100.0
Infeksi jamur %
Ya Count 1 1 3 0 2 1 8
Y% within 12.5% 12.5% 37.5% 0.0% 25.0% 12.5% 100.0
Infeksi jamur %
Total Count 2 1 8 2 2 1 16
% within 12.5% 6.3% 50.0% 12.5% 12.5% 6.3% 100.0
Infeksi jamur %
Asymptotic
Significance
Value df (2-sided)
Pearson Chi-Square 6.5002 5 .261
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Likelihood Ratio 8.823 5 116

Linear-by-Linear .556 1 456
Association
N of Valid Cases 16

a. 12 cells (100.0%) have expected count less than 5. The
minimum expected count is .50.

IDENTIFIKASI BAKTERI 16sRNA
1. SAMPEL NO. 1

Pseudomonas aeruginosa strain SAM10 16S ribosomal RNA gene, partial sequence
Sequence ID: ON563466.1Length: 1478Number of Matches: 1
Range 1: 46 to 1281GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand

2178 bits(1179) 0.0 1217/1236(98%) 5/1236(0%) Plus/Plus

Query 10 GCNTGCT-
CTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTG 68

R P
Sbjct 46
GCTTGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTG 105

Query 69

GGGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGG 128
TR

Sbjct 106

GGGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGG 165

Query 129

ATCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAA 188
U

Sbjct 166 ATCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAA

225

Sbict 1126
TGACAAACCGGAGGAAGGTGGGGATGACGTCAAGTCATCATGGCCCTTACGGCCAGGGCT 1185

Query 1147 ACCACGTGCTACATGGTCGGTACAAA-
GGTTGCCAACCGCCAGGTGGAACTAATCCCNTA 1205

TR
Sbjct 1186
ACCACGTGCTACATGGTCGGTACAAAGGGTTGCCAACCGCGAGGTGGAACTAATCCCTAA 1245

Query 1206 AACCCATCTTATTCGGATCC-ATCTGCACTCCACTG 1240

LR R T
Sbjct 1246 AACCGATCGTGTCCGGATCCAATCTGCAATCCACTG 1281
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https://www.ncbi.nlm.nih.gov/nucleotide/ON563466.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0YZX94B016
https://www.ncbi.nlm.nih.gov/nucleotide/ON563466.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0YZX94B016&from=46&to=1281
https://www.ncbi.nlm.nih.gov/nuccore/ON563466.1?report=graph&rid=B0YZX94B016%255bON563466.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1342&appname=ncbiblast&link_loc=fromHSP

2. SAMPEL NO. 2

Pseudomonas aeruginosa strain PSH42 16S ribosomal RNA gene, partial sequence
Sequence ID: ON563234.1Length: 1396Number of Matches: 1
Range 1: 48 to 1340GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand

2187 bits(1184) 0.0 1260/1294(97%) 17/1294(1%) Plus/Plus

Query 12 CTTGCT-

CTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGG 70
R R

Sbict 48

CTTGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGG 107

Query 71

GGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGGA 130
(OO

Sbjct 108

GGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGGA 167

Query 131

TCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAG 190
TSR

Sbjct 168 TCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAG

227

Query 191

GCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGA 250
SR RTAY

Sbjct 228

GCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGA 287

Query 251

GACACGGTCCAAACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGC 310
AT

Sbjct 288

GACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGC 347

Query 311

CTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTG 370
TSR

Sbjct 348 CTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTG

407

3. SAMPEL NO.3

Pseudomonas aeruginosa strain Y12 16S ribosomal RNA gene, partial sequence
Sequence ID: MH997635.1Length: 1470Number of Matches: 1
Range 1: 37 to 1276GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1
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https://www.ncbi.nlm.nih.gov/nucleotide/ON563234.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0ZAY6N1013
https://www.ncbi.nlm.nih.gov/nucleotide/ON563234.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0ZAY6N1013&from=48&to=1340
https://www.ncbi.nlm.nih.gov/nuccore/ON563234.1?report=graph&rid=B0ZAY6N1013%255bON563234.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1404&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/MH997635.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0ZG6GK1013
https://www.ncbi.nlm.nih.gov/nucleotide/MH997635.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0ZG6GK1013&from=37&to=1276
https://www.ncbi.nlm.nih.gov/nuccore/MH997635.1?report=graph&rid=B0ZG6GK1013%255bMH997635.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1337&appname=ncbiblast&link_loc=fromHSP

Score Expect Identities Gaps Strand

2163 bits(1171) 0.0 1218/1240(98%) 10/1240(0%) Plus/Plus

Query 8

AAGGGNACTNGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTG 67
T TR TREOTEOERn

Sbjct 37

AAGGGAGCTTGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTG 96

Query 68

GTAGTGGGGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAG 127
SRR

Sbjct 97

GTAGTGGGGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAG 156

Query 128

TGGGGGATCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGG 187
U

Sbjct 157

TGGGGGATCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGG 216

Query 668

CTGGACTGATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCT 727
AT

Sbjct 697

CTGGACTGATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCT 756

Query 728

GGTAGTCCACGCCGTAAACGATGTCGACTAGCCGTTGGGATCCTTGAGATCTTAGTGGCG 787
TR

Sbjct 757

GGTAGTCCACGCCGTAAACGATGTCGACTAGCCGTTGGGATCCTTGAGATCTTAGTGGCG 816

Query 788

CAGCTAACGCGATAAGTCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAAACTCAAATGA 847
U

Sbjct 817

CAGCTAACGCGATAAGTCGACCGCCTGGGGAGTACGGCCGCAAGGTTAAAACTCAAATGA 876

Query 848

ATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGAAGCAACGCGAAGAA 907
AT AT

Sbjct 877

ATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGAAGCAACGCGAAGAA 936

Query 908
CCTTACCTGGCCTTGACATGCTGAGAACTTTCCAGAGATGGATTGGTGCCTTCGGGAACT 967

4. SAMPEL NO 4

Zavarzinia sp. strain K1W42B-24 16S ribosomal RNA gene, partial sequence
Sequence ID: MK592783.1Length: 1359Number of Matches: 1
Range 1: 21 to 760GenBankGraphicsNext MatchPrevious Match
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https://www.ncbi.nlm.nih.gov/nucleotide/MK592783.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0ZMSPHP016
https://www.ncbi.nlm.nih.gov/nucleotide/MK592783.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B0ZMSPHP016&from=21&to=760
https://www.ncbi.nlm.nih.gov/nuccore/MK592783.1?report=graph&rid=B0ZMSPHP016%255bMK592783.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:796&appname=ncbiblast&link_loc=fromHSP

Alignment statistics for match #1
Score Expect Identities Gaps Strand

686 bits(371) 0.0 624/747(84%) 14/747(1%) Plus/Plus
Query 5 TTCGG--AGG-GTGGCGGACGGGTGAGTAACACGTGGGATTCTGCCCTTAGGTGCGGGAT
61

R A AT AT
Sbjct 21
TTCGGACAGGCGTGGCGGACGGGTGAGTAACACGTGGGAACCTGCCCCGAGGTACGGGAT 80

Query 62 AACCCGGGGAAACTTGGGATAATACCGCATG-ATCTCTGAAGATCAAAGATTGATCCCCT
120

T T L CERTIA
Sbjct 81 AACCCAGGGAAACTTGGGACAATACCGTATGTGAC-CTGAGGGTGAAAGATTCATCGCCT
139

Sbict 380
CCAAAGAAGAAGCCCCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAG 439

Query 421 CTCTGTTCGGAATGACTGGGCGTAAAGGGCG-GTGCGGCGGTTGATCAAATTTACTCTGA
479

O L
Sbjct 440 CGTTGTTCGGAATGACTGGGCGTAAAGGGCGCGT-
AGGCGGTTGATCAAGTTGGGGGTGA 498

Query 480

AAGCCCGGGGCTTAACCTCGGAATTGCCTTCGATACTGGTCCCCTTGGCTGTGGAAGAGG 539
T D VT

Sbjct 499

AAGCCCGGGGCTTAACCTCGGAATTGCCTTCAAGACTGGTCAGCTTGAGTGTGGAAGAGG 558

Query 540 ACTGTGGAATTCCCAGTGTAAAGGTAAAATTCTAAAATATTGCGAAAAACACCATGTGCC
599

INESPRNNERCEE PO T F OO0 R
Sbjct 559 GTCGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCA-GTGGC
617

Query 600 -AATGCGACGACCTGATATCATTACTGAACCTCAATGCGCGAAAGCGTGCGGGACCAGAC
658

L1111 TN M
Sbjct 618 GAAGGCGACGACCTGGTC-CATTACTGACGCTGAG-GCGCGACAGCGTG-GGGAGCAAAC
674

Query 659 TGGATTAAATACCCTGGTAGTCCACGCCGGAAACGAAGAAGACTAGATATTCGGCGGTTT
718

AT WY
Sbjct 675 AGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGAGTGCTGGATGTTGGGCGGTTG

734

Query 719 TCCGCT-GTTGTCGATGATAACTCGAT 744
I T

Sbjct 735 -CCGCTCAGTGTCGAAGTTAACGCGAT 760

5. SAMPEL NO. 5

77



Zavarzinia sp. strain K1W22B-18 16S ribosomal RNA gene, partial sequence
Sequence ID: MK592784.1Length: 1361Number of Matches: 1
Range 1: 34 to 722GenBankGraphicsNext MatchPrevious Match
Alignment statistics for match #1
Score Expect Identities Gaps Strand
712 bits(385) 0.0 591/692(85%) 7/692(1%) Plus/Plus
Query 20 GGCGG-
CGGGTGAGTAACACGTGGGATCCTGCCCTTAGGTGCGGGATAACCCGGGGAAAC 78
TR R
Sbjct 34
GGCGGACGGGTGAGTAACACGTGGGAACCTGCCCCGAGGTACGGGATAACCCAGGGAAAC 93

Query 79 TTGGGATAATACCGCATG-ATCTCTTAAGATCAAAGATTCATCCCCTTTGGATGGGCCCG
137

TR 0 EEE AT T
Sbjct 94 TTGGGACAATACCGTATGTGAC-CTGAGGGTGAAAGATTCATCGCCTTGGGATGGGCCCG
152

Query 138

CTTCGGAATACGTACTTGGGGAGGTATTGGCTCACCGGTCCTACGATCCCTAGGTGGTCT 197
O T T RO

Sbjct 153 CGTCGGATTAGGTAGTTGGTAGGGTAAAGGCCTACCAAGCCTACGATCCGTAGCTGGTCT

212

Query 198

GAGAGGATTATCATCCACACTGGGACTGACACACCGCCCATACTCCTACGGGAGGCCTCA 257
R TR )

Sbjct 213

GAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCA 272

6. SAMPEL NO. 6

Pseudomonas aeruginosa strain Huaian_204_1 16S ribosomal RNA gene, partial sequence
Sequence ID: MN314687.1Length: 995Number of Matches: 1

Range 1: 23 to 223GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
355 bits(192) 3e-93 199/202(99%) 1/202(0%) Plus/Plus
Query 9

GCTTGGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGT 68
R TTHTTT

Sbjct 23 GCTT-GCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGT

81

Query 69

GGGGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGG 128
AT

Sbjct 82

GGGGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGG 141

Query 129
GATCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAC 188
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https://www.ncbi.nlm.nih.gov/nucleotide/MK592784.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B0ZTHXYF013
https://www.ncbi.nlm.nih.gov/nucleotide/MK592784.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B0ZTHXYF013&from=34&to=722
https://www.ncbi.nlm.nih.gov/nuccore/MK592784.1?report=graph&rid=B0ZTHXYF013%255bMK592784.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:756&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/MN314687.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B125BPM8016
https://www.ncbi.nlm.nih.gov/nucleotide/MN314687.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B125BPM8016&from=23&to=223
https://www.ncbi.nlm.nih.gov/nuccore/MN314687.1?report=graph&rid=B125BPM8016%255bMN314687.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=13:233&appname=ncbiblast&link_loc=fromHSP

TR
Sbjct 142 GATCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAA

201

Query 189 CGGCCTACCAAGGCGACCATCC 210

T
Sbjct 202 CGGCCTACCAAGGCGACGATCC 223

7. SAMPEL NO.7

Pseudomonas aeruginosa strain XB3 16S ribosomal RNA gene, partial sequence
Sequence ID: ON795990.1Length: 1268Number of Matches: 1

Range 1: 1 to 1261GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
2200 bits(1191) 0.0 1245/1270(98%) 14/1270(1%) Plus/PI
Query 23

GATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGGGGGATAACGT 82
T

Sbjct 1 GATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGGGGGATAACGT

60

Query 83

CCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGGATCTTCGGACC 142
TSR

Sbjct 61

CCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGGATCTTCGGACC 120

Query 143
TCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAGGCCTACCAAG 202

8. SAMPEL NO. 8

Zavarzinia sp. strain K1W22B-18 16S ribosomal RNA gene, partial sequence
Sequence ID: MK592784.1Length: 1361Number of Matches: 1

Range 1: 32 to 711GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
490 bits(265) 5e-133 552/694(80%) 19/694(2%) Plus/Plus
Query 14

GTGGCGGACGGGTGAGTAATAACGTGTGAATTCCTGCCCTTAGGTNNGGGATAACCCGGG 73
T T T VTR

Sbjct 32 GTGGCGGACGGGTGAGTAA-CACGTGGGAA--CCTGCCCCGAGGTACGGGATAACCCAGG

88

Query 74 GAAACTTCGGGCTAATACCGCATGATCTCTTGA-GATCAAAGATTGATCCCCCTTGGATG
132

RN e R T T
Sbjct 89 GAAACTTGGGAC-AATACCGTATG-TGACCTGAGGGTGAAAGATTCATCGCCTTGGGATG
146
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https://www.ncbi.nlm.nih.gov/nucleotide/ON795990.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B128M81E016
https://www.ncbi.nlm.nih.gov/nucleotide/ON795990.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B128M81E016&from=1&to=1261
https://www.ncbi.nlm.nih.gov/nuccore/ON795990.1?report=graph&rid=B128M81E016%255bON795990.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1324&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/MK592784.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12D35PE013
https://www.ncbi.nlm.nih.gov/nucleotide/MK592784.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12D35PE013&from=32&to=711
https://www.ncbi.nlm.nih.gov/nuccore/MK592784.1?report=graph&rid=B12D35PE013%255bMK592784.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:744&appname=ncbiblast&link_loc=fromHSP

Query 133 GGCCCGCTTCGGATTACCTATTTGGGGTTGTNNTGG-CTCTCAGGTCCTACCATCCCTAG
191

LTI i T LTI
Sbjct 147 GGCCCGCGTCGGATTAGGTAGTTGGTAGGGTAAAGGCCTACCAAG-CCTACGATCCGTAG
205

Query 192

GTGGTCTGACAGGATTATCCTCCNNANTGGGACTGACACACCGCCCATACTCCTACGGGA 251
T R T TR TR

Sbjct 206

CTGGTCTGAGAGGATGATCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGA 265

Query 252

GGCCTCCTTGGGGAATATTGGACGATGGGCATAAGCCTGATCCCGCAATGCCGCGTGAGT 311
I TR

Sbjct 266

GGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTGAGT 325

Query 312 GATGAAGGCCTT-GTGAT-TAAAGACCTCTTTCTGCGGGGAACATTATGACGGTACCaaa
369

LT L
Sbjct 326 GATGAAGGCCTTAGGGTTGTAAAG-C-TCTTTCGTTGGGGACGATGATGACGGTACCCAA
383

Query 370 aaaaTATGCCCCGGATAACTTCGTGCCACCGTCCGCGCTAATACAAAGGGGGCTAGCTCT
429

(AT E T FOOEEEE DO AT DR |
Sbict 384
AGAAGAAGCCCCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTT 443

Query 430 GTTCGGAATGACTGGGCATAAAGGACGCGTAGGCGGTTTATCAAATTTACTGGTGAATGC
489

T T 1T
Sbjct 444 GTTCGGAATGACTGGGCGTAAAGGGCGCGTAGGCGGTTGATCAAGTTGGG-
GGTGAAAGC 502

Query 490 ACCGGGGCTCAACTGCGGAATTGCCTTTGATACTGGATCC-
CTTGACTGTGGAAGAGGGC 548

L T T AR
Sbjct 503 -CCGGGGCTTAACCTCGGAATTGCCTTCAAGACTGG-TCAGCTTGAGTGTGGAAGAGGGT
560

9. SAMPEL NO. 9

Pseudomonas aeruginosa strain PSH7 16S ribosomal RNA gene, partial sequence
Sequence ID: ON563192.1Length: 1422Number of Matches: 1
Range 1: 50 to 1367GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand

2006 bits(1086) 0.0 1243/1322(94%) 12/1322(0%) Plus/Plus

Query 8 CTTGCT-CTGGATTC-GCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGG
65
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https://www.ncbi.nlm.nih.gov/nucleotide/ON563192.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12FX2XR013
https://www.ncbi.nlm.nih.gov/nucleotide/ON563192.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12FX2XR013&from=50&to=1367
https://www.ncbi.nlm.nih.gov/nuccore/ON563192.1?report=graph&rid=B12FX2XR013%255bON563192.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1432&appname=ncbiblast&link_loc=fromHSP

Sbjct 50
CTTGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGG 109

Query 66

GGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGGA 125
AT AT

Sbjct 110

GGGATAACGTCCGGAAACGGGCGCTAATACCGCATACGTCCTGAGGGAGAAAGTGGGGGA 169

Query 126
TCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAG 185

Sbjct 170 TCTTCGGACCTCACGCTATCAGATGAGCCTAGGTCGGATTAGCTAGTTGGTGGGGTAAAG

229

Query 186

GCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGA 245
U

Sbjct 230

GCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGA 289

(OO T RO
Sbict 530

GGGCGTAAAGCGCGCGTAGGTGGTTCAGCAAGTTGGATGTGAAATCCCCGGGCTCAACCT 589

Query 546

GGGAACTGCATCCAAAACTACTGAGCTAGAGTACGGAAAACGGTGGTGGAATTTCCTGTG 605
T R TR

Sbjct 590

GGGAACTGCATCCAAAACTACTGAGCTAGAGTACGGTAGAGGGTGGTGGAATTTCCTGTG 649

Query 606

TACCGGTGAAATGCTTACATATAGGAAGGAACACCAGTGGCGAAGGCGACCACCTGGACT 665
R R TR

Sbjct 650

TAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACCACCTGGACT 709

Query 666

GATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGATTATATACCCTGGTAGTC 725
T TSR

Sbjct 710

GATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTC 769

10. SAMPEL NO. 10

Zavarzinia sp. strain K1W22B-18 16S ribosomal RNA gene, partial sequence
Sequence ID: MK592784.1Length: 1361Number of Matches: 1
Range 1: 35 to 702GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand

586 bits(317) 3e-162 554/670(83%) 10/670(1%) Plus/Plus
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https://www.ncbi.nlm.nih.gov/nucleotide/MK592784.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12KU5HF016
https://www.ncbi.nlm.nih.gov/nucleotide/MK592784.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12KU5HF016&from=35&to=702
https://www.ncbi.nlm.nih.gov/nuccore/MK592784.1?report=graph&rid=B12KU5HF016%255bMK592784.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=2:735&appname=ncbiblast&link_loc=fromHSP

Query 17 GCGGAC-GGTGAGT-ACACGT-GGATTCTGCCCTTAGGTGCGGGATAACCCGGGGAAACT
73

(0T FEROEE TORE DO FEROED DD FOUEEE T
Sbict 35
GCGGACGGGTGAGTAACACGTGGGAACCTGCCCCGAGGTACGGGATAACCCAGGGAAACT 94

Query 74 TGGGATAATACCGTATGAGCTCTGGGGATGAAAGATTCATCCCCCTTGGATGGGCCCGCT
133

N TFPRIENNE QO TTTRDRE DT
Sbjct 95 TGGGACAATACCGTATGTGACCTGAGGGTGAAAGATTCATCGCCTTGGGATGGGCCCGCG
154

Query 134
TCGGAATACCTACTTGGGGAGGTATTGGCTCACCGGTCCTGCGATCCCTAGGTGGTCTGA 193

11T 4 T NETTIT
Sbjct 155 TCGGATTAGGTAGTTGGTAGGGTAAAGGCCTACCAAGCCTACGATCCGTAGCTGGTCTGA
214

Query 194
GAGGATTATCCTCCACGCTGGGACTGACACACCGCCCATACTCCTACGGGAGGACTCCTT 253

11. SAMPEL NO. 11

Bacillus sp. NFN149 partial 16S rRNA gene, strain NFN149

Sequence ID: LK936596.1Length: 626Number of Matches: 1

Range 1: 446 to 622GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
128 bits(69) 4e-24 141/177(80%) 0/177(0%) Plus/Plus
Query 416 ACCTTGCCAAAAAACCGGGGCTAACTACCGGCCAGCACCCTCGGTAATACTTATGTGGCA
475

I TT0 I T DT DT 00T
Sbjct 446 ACCTAACCAGAAAGCCACGGCTAACTACGTGCCACCAGCCGCGGTAATACGTAGGTGGCA
505

Query 476 ACCGTTTGCCCGAATTATTGGGTGTATTGGACTCTCAAGCGCTTTCTTAAATCTGAGGTG
535

LT TN 000 T TP A
Sbjct 506 AGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAAGCGGTTTCTTAAGTCTGATGTG
565

Query 536 AGCGCCCCCTGCTCTGTCGCGGAAGTTCATTGGAAACTGGGGAACTTCAGTGCGGAA
592

AT T T
Sbjct 566 AAAGCCCCCGGCTCAACCGGGGAGGGTCATTGGAAACTGGGGAACTTCAGTGCGGAA
622

12. SAMPEL NO. 12
Novosphingobium sp. Y3-5 16S ribosomal RNA gene, partial sequence

Sequence ID: KT452772.1Length: 1349Number of Matches: 1
Range 1: 19 to 739GenBankGraphicsNext MatchPrevious Match
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https://www.ncbi.nlm.nih.gov/nucleotide/LK936596.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12P8U46013
https://www.ncbi.nlm.nih.gov/nucleotide/LK936596.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12P8U46013&from=446&to=622
https://www.ncbi.nlm.nih.gov/nuccore/LK936596.1?report=graph&rid=B12P8U46013%255bLK936596.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=438:630&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/KT452772.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12UFJX6016
https://www.ncbi.nlm.nih.gov/nucleotide/KT452772.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12UFJX6016&from=19&to=739
https://www.ncbi.nlm.nih.gov/nuccore/KT452772.1?report=graph&rid=B12UFJX6016%255bKT452772.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:775&appname=ncbiblast&link_loc=fromHSP

Alignment statistics for match #1
Score Expect Identities Gaps Strand

771 bits(417) 0.0 630/733(86%) 13/733(1%) Plus/Plus
Query 1 GGG-CTAGTGGCGGCACGGGTGAGTAACACGTGGGAATTCTGCCCTTATGTACGGGATAA
59

IR T AL
Sbict 19 GGGTCTAGTGGC-GCACGGGTGCGTAACGCGTGGGAA-TCTGCCCTTGGGTTCGGAATAA
76

Query 60 CCCGGGAGAAACTTCGGGGCTAATACCGCATGATCTCTTCAGATCAAAGATTTAGCCCCC
119

R TR T T
Sbjct 77 C-AGTGAGAAA-TT-GCTGCTAATACCGGATGATGTCTTCGGACCAAAGATTTATCGCCC 133

Query 120 TTGGATGAGCCCGCTTCGGATTACCTATTTGGTGGGGTATTGGCTTACCAGTGCTACGAT
179

TR
Sbjct 134 AGGGATGAGCCCGCGTAGGATTAGCTAGTTGGTGGGGTAATGGCCTACCAAGGCGACGAT
193

Query 180
CCTTAGCTGGTCTGAGAGGATGATCCTCCACGCTGGGACTGACACACGGCCCATACTCCT 239

13. SAMPEL NO. 13

Brevundimonas vesicularis strain TK026 16S ribosomal RNA gene, partial sequence
Sequence ID: MK045801.1Length: 1323Number of Matches: 1
Range 1: 21 to 1248GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
2117 bits(1146) 0.0 1203/1228(98%) 15/1228(1%) Plus/Plus
Query 11

AGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCTTTAGGTTCGGAATAACTCAGGGA 70
(OO

Sbict 21

AGTGGCGGACGGGTGAGTAACACGTGGGAACGTGCCTTTAGGTTCGGAATAACTCAGGGA 80

Query 71 AACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCTTTAGAGCGGCC
130

TR
Sbjct 81 AACTTGAGCTAATACCGGATGTGCCCTTCGGGGGAAAGATTTATCGCCTTTAGAGCGGCC
140

Query 131

CGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGT 190
SR RTAY

Sbjct 141

CGCGTCTGATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGT 200

Query 191
CTGAGAGGATGATCAGCCACATTGGGACTGAGACACGGCCCAAACTCCTACGGGAGGCAG 250
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https://www.ncbi.nlm.nih.gov/nucleotide/MK045801.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12X1ZJ8013
https://www.ncbi.nlm.nih.gov/nucleotide/MK045801.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B12X1ZJ8013&from=21&to=1248
https://www.ncbi.nlm.nih.gov/nuccore/MK045801.1?report=graph&rid=B12X1ZJ8013%255bMK045801.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1309&appname=ncbiblast&link_loc=fromHSP

14. SAMPEL NO. 15

Bacillus subitilis strain 2014-3557 plasmid pGMrib, complete sequence

Sequence ID: CP045673.1Length: 38647Number of Matches: 1

Range 1: 31941 to 32406GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
551 bits(298) 9e-153 411/466(88%) 5/466(1%) Plus/Plus
Query 133 GTGTGAAATTGTTATCCGCTCACAATTCCTCACAGCATTC-ATCCGGAAGCATAAATTGT
191

O A T
Sbjct 31941

GTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTGT 32000

Query 192

AAAGCCTGGGGTGCCTAATGAGTGAGGTACGTCACATTAATTGCTTTGCTCTCACAGGCC 251
(EHTRTPUREEREE T CHPREE PO T

Sbjct 32001

AAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCC 32060

Query 252 GCTTTCC-GTCGGGAAACCTGTCggggggggTGGATTAATGAATCGGCCAATTGGCTGGT
310

A R
Sbjct 32061
GCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGG 32120

Query 311 ATATGCGGTTTGCGTGTTGGGTGCTCTTCCGGTTCCTC-
CTCACTTACTCGCTGCGCTCG 369

15. SAMPEL NO. 16

Pseudomonas aeruginosa strain E11 16S ribosomal RNA gene, partial sequence
Sequence ID: MN733280.1Length: 1379Number of Matches: 1
Range 1: 16 to 1298GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand

2226 bits(1205) 0.0 1259/1284(98%) 16/1284(1%) Plus/Plus

Query 13 CTTGCT-
CTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGG 71

R TR AR
Sbjct 16
CTTGCTCCTGGATTCAGCGGCGGACGGGTGAGTAATGCCTAGGAATCTGCCTGGTAGTGG 75

(TP E OO
Sbjct 196

GCCTACCAAGGCGACGATCCGTAACTGGTCTGAGAGGATGATCAGTCACACTGGAACTGA 255

Query 252
GACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGC 311
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https://www.ncbi.nlm.nih.gov/nucleotide/CP045673.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B139JE18013
https://www.ncbi.nlm.nih.gov/nucleotide/CP045673.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B139JE18013&from=31941&to=32406
https://www.ncbi.nlm.nih.gov/nuccore/CP045673.1?report=graph&rid=B139JE18013%255bCP045673.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=31918:32429&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/MN733280.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B13DDS7N013
https://www.ncbi.nlm.nih.gov/nucleotide/MN733280.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B13DDS7N013&from=16&to=1298
https://www.ncbi.nlm.nih.gov/nuccore/MN733280.1?report=graph&rid=B13DDS7N013%255bMN733280.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:1362&appname=ncbiblast&link_loc=fromHSP

(TP E OO
Sbjct 256

GACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGC 315

Query 312

CTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTG 371
TR

Sbjct 316 CTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTG

375

IDENTIFIKASI GEN (JAMUR)

1. SAMPEL NO. 1
Not Identified

2. SAMPEL NO. 2

Microsporum canis strain No NCCPF 200011 small subunit ribosomal RNA gene, partial sequence;
internal transcribed spacer 1 and 5.8S ribosomal RNA gene, complete sequence; and internal
transcribed spacer 2, partial sequence

Sequence ID: KY801942.1Length: 705Number of Matches: 1

Range 1: 5 to 53GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand

62.6 bits(68) 8e-09 43/49(88%) 0/49(0%) Plus/Minus
Query 622 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACACTTTTTACTT 670

T DT LRI
Sbjct 53 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGCTTTTTACTT 5

Arthroderma multifidum genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and
complete sequence, isolate: 206 MOK589NPORAM

Sequence ID: AB861853.1Length: 629Number of Matches: 1

Range 1: 3 to 51GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
58.1 bits(63) 4e-07 42/49(86%) 0/49(0%) Plus/Minus
Query 622 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACACTTTTTACTT 670

W TR
Sbjct 51 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGATTTTTACTT 3

3. SAMPEL NO.3

Arthroderma multifidum genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and

complete sequence, isolate: 117MOK395SPKJAM

Sequence ID: AB861765.1Length: 629Number of Matches: 1

Range 1: 4 to 51GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
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https://www.ncbi.nlm.nih.gov/nucleotide/KY801942.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B352Z7C5013
https://www.ncbi.nlm.nih.gov/nucleotide/KY801942.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B352Z7C5013&from=5&to=53
https://www.ncbi.nlm.nih.gov/nuccore/KY801942.1?report=graph&rid=B352Z7C5013%255bKY801942.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=3:55&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/AB861853.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B352Z7C5013
https://www.ncbi.nlm.nih.gov/nucleotide/AB861853.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B352Z7C5013&from=3&to=51
https://www.ncbi.nlm.nih.gov/nuccore/AB861853.1?report=graph&rid=B352Z7C5013%255bAB861853.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=1:53&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/AB861765.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B35FC98U016
https://www.ncbi.nlm.nih.gov/nucleotide/AB861765.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B35FC98U016&from=4&to=51
https://www.ncbi.nlm.nih.gov/nuccore/AB861765.1?report=graph&rid=B35FC98U016%255bAB861765.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=2:53&appname=ncbiblast&link_loc=fromHSP

65.3 bits(71) 3e-09 43/48(90%) 0/48(0%) Plus/Minus
Query 673 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACAACTTTTACT 720

T THTDET RO D
Sbjct 51 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACAACTTTTACT 4

Trichophyton tonsurans isolate 1645 small subunit ribosomal RNA gene, partial sequence;

internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2,

complete sequence; and large subunit ribosomal RNA gene, partial sequence

Sequence ID: MN295945.1Length: 1461Number of Matches: 1

Range 1: 162 to 209GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
62.6 bits(68) 9e-09 42/48(88%) 0/48(0%) Plus/Minus
Query 673 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACAACTTTTACT 720

T TN TR T
Sbjct 209 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACRACTTTTACT 162

Nannizzia gypsea isolate J2402 small subunit ribosomal RNA gene, partial sequence; internal

transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete

sequence; and large subunit ribosomal RNA gene, partial sequence

Sequence ID: PP980712.1Length: 691Number of Matches: 1

Range 1: 5 to 52GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
60.8 bits(66) 3e-08 42/48(88%) 0/48(0%) Plus/Minus
Query 673 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACAACTTTTACT 720

T TR T
Sbjct 52 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTACT 5

4. SAMPEL NO 4
Not identified
5. SAMPEL NO. 6

Microsporum canis strain No NCCPF 200012 small subunit ribosomal RNA gene, partial sequence;

internal transcribed spacer 1 and 5.8S ribosomal RNA gene, complete sequence; and internal

transcribed spacer 2, partial sequence

Sequence ID: KY801943.1Length: 705Number of Matches: 1

Range 1: 2 to 52GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
70.7 bits(77) 6e-11 46/51(90%) 0/51(0%) Plus/Minus
Query 679 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACGACTTTTTACTTA 729

LT
Sbjct 52 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTTACTTA 2

Trichophyton interdigitale isolate NCCPF:800055 small subunit ribosomal RNA gene, partial
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed
spacer 2, complete sequence; and large subunit ribosomal RNA gene, partial sequence
Sequence ID: MH517558.1Length: 709Number of Matches: 1
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https://www.ncbi.nlm.nih.gov/nucleotide/MN295945.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B35FC98U016
https://www.ncbi.nlm.nih.gov/nucleotide/MN295945.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B35FC98U016&from=162&to=209
https://www.ncbi.nlm.nih.gov/nuccore/MN295945.1?report=graph&rid=B35FC98U016%255bMN295945.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=160:211&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/PP980712.1?report=genbank&log$=nuclalign&blast_rank=3&RID=B35FC98U016
https://www.ncbi.nlm.nih.gov/nucleotide/PP980712.1?report=genbank&log$=nuclalign&blast_rank=3&RID=B35FC98U016&from=5&to=52
https://www.ncbi.nlm.nih.gov/nuccore/PP980712.1?report=graph&rid=B35FC98U016%255bPP980712.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=3:54&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/KY801943.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B364XKFZ016
https://www.ncbi.nlm.nih.gov/nucleotide/KY801943.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B364XKFZ016&from=2&to=52
https://www.ncbi.nlm.nih.gov/nuccore/KY801943.1?report=graph&rid=B364XKFZ016%255bKY801943.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=0:54&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/MH517558.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B364XKFZ016

Range 1: 4 to 53GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
68.9 bits(75) 2e-10 45/50(90%) 0/50(0%) Plus/Minus
Query 679 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACGACTTTTTACTT 728

T DD AT AR
Sbjct 53 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTTACTT 4

6. SAMPELNO.7

Trichophyton rubrum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene,

ITS2, 28S rRNA gene

Sequence ID: OW988659.1Length: 717Number of Matches: 1

Range 1: 3 to 52GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
68.9 bits(75) 2e-10 45/50(90%) 0/50(0%) Plus/Minus
Query 678 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACGACTTTTACTTA 727

LT ALY
Sbjct 52 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTACTTA 3

7. SAMPEL NO. 8
Not identified
8. SAMPEL NO. 9

Trichophyton tonsurans strain CEMM-01-3-090 small subunit ribosomal RNA gene, partial

sequence; internal transcribed spacer 1 and 5.8S ribosomal RNA gene, complete sequence; and

internal transcribed spacer 2, partial sequence

Sequence ID: MN704386.1Length: 670Number of Matches: 1

Range 1: 4 to 54GenBankGraphicsNext MatchPrevious Match

Alignment statistics for match #1

Score Expect Identities Gaps Strand
61.7 bits(67) 3e-08 44/51(86%) 0/51(0%) Plus/Minus
Query 677 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACGAACTTTTTACTT 727

L TN D AT
Sbjct 54 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTTTACTT 4

9. SAMPEL NO. 10

Not identified

10. SAMPEL NO. 14

Not Identified

11. SAMPEL NO. 11 NOT IDENTIFIED

12. SAMPEL NO. 12 NOT IDENTIIFE
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https://www.ncbi.nlm.nih.gov/nucleotide/MH517558.1?report=genbank&log$=nuclalign&blast_rank=2&RID=B364XKFZ016&from=4&to=53
https://www.ncbi.nlm.nih.gov/nuccore/MH517558.1?report=graph&rid=B364XKFZ016%255bMH517558.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=2:55&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/OW988659.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B36ADFHE016
https://www.ncbi.nlm.nih.gov/nucleotide/OW988659.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B36ADFHE016&from=3&to=52
https://www.ncbi.nlm.nih.gov/nuccore/OW988659.1?report=graph&rid=B36ADFHE016%255bOW988659.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=1:54&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/nucleotide/MN704386.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B36HK50Y016
https://www.ncbi.nlm.nih.gov/nucleotide/MN704386.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B36HK50Y016&from=4&to=54
https://www.ncbi.nlm.nih.gov/nuccore/MN704386.1?report=graph&rid=B36HK50Y016%255bMN704386.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=2:56&appname=ncbiblast&link_loc=fromHSP

13. SAMPEL NO. 13 NOT IDENTIFIED
14. SAMPEL NOT IDENTIFIED

15. NO. 15 NOT IDENTIFIED

16. SAMPEL NO. 16

Trichophyton rubrum genomic DNA sequence contains 18S rRNA gene, ITS1, 5.8S rRNA gene,
ITS2, 28S rRNA gene
Sequence ID: OW988659.1Length: 717Number of Matches: 1
Range 1: 3 to 52GenBankGraphicsNext MatchPrevious Match
Alignment statistics for match #1
Score Expect Identities Gaps Strand
68.9 bits(75) 2e-10 45/50(90%) 0/50(0%) Plus/Minus
Query 676 TGATCCAGCCGCAGGTTCCCCTACGGCTACCTTGTTACGACTTTTACTTA 725

I T T AT
Sbjct 52 TGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTACTTA 3
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https://www.ncbi.nlm.nih.gov/nucleotide/OW988659.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B37VFF2V013
https://www.ncbi.nlm.nih.gov/nucleotide/OW988659.1?report=genbank&log$=nuclalign&blast_rank=1&RID=B37VFF2V013&from=3&to=52
https://www.ncbi.nlm.nih.gov/nuccore/OW988659.1?report=graph&rid=B37VFF2V013%255bOW988659.1%255d&tracks=%255bkey:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true%255d%255bkey:gene_model_track,CDSProductFeats:false%255d%255bkey:alignment_track,name:other%2520alignments,annots:NG%2520Alignments%7CRefseq%2520Alignments%7CGnomon%2520Alignments%7CUnnamed,shown:false%255d&v=1:54&appname=ncbiblast&link_loc=fromHSP

