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LAMPIRAN

LAMPIRAN |. KUISIONER

KUISIONER

Petunjuk Pengisian

1. Isilah titik-titik di bawah ini dan berilah tanda checklist (\) pada salah satu tanda
O sesuai dengan jawaban yang menurut Anda benar

2. Bila ada yang kurang dimengerti oleh Bapak/ Ibu, boleh dipertanyakan pada
peneliti.

A. DATA UMUM (diisi oleh peneliti)

Kode

Tanggal Pengambilan
sampel
No Rekam Medik

Pewawancara

Tempat Wawancara
(Khusus  kontak)  Kode
pasien/ Kontak sebagai

B. DATA DEMOGRAFI RESPONDEN

Nama Pasien

Jenis Kelamin 0 Laki-laki o Perempuan
Umur | tahun

Alamat
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Telepon

Status perkawinan o Belum kawin o Kawin
o Janda g Duda
Pekerjaan |
o SD o SMP o SMA/ SMK
Pendidikan Terakhir o S1 o S2 oS3
o Tidak sekolah
Berat Badan | ... kg
Tinggi Badan | ... cm
o Bugis 0 Makassar 0 Mandar
Suku Bangsa 0 Toraja O Jawa o Tionghoa
O Lain-lain @ ..o

Kondisi Rumah

a. Ventilasi rumah
0 Ada o Tidak ada
b. Sinar matahari yang masuk ke rumah
0 Cukup (saat siang hari, tidak perlu menyalakan
lampu)
o Tidak cukup

Cc. Lvasrumah: ......................

Keluarga

a. Jenis Keluarga

0 Keluarga inti (hanya orang tua dan anak)

0 Keluarga extenden (orang tua, anak dan lainnya)
b. Jumlah anggota keluarga serumah

O <2 orang

O 3 orang

O 4 orang

O 5 orang

0> 5 orang

e. Jumlah anggota keluarga sekamar
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O <2 orang
O 2 orang

O > 2 orang

C. RIWAYAT PENYAKIT SAAT INI

a. Gejalautama: .....cccooeviiiic
b. Gejala lain :

o Batuk

0 Batuk darah
Gejala-gejala yang Anda 0 Nyeri dada
rasakan saat ini O Sesak
0 Demam

o Nafsu makan menurun

o Berat badan menurun

D. RIWAYAT KONTAK

a. Apakah sebelumnya Anda pernah ada kontak
dengan penderita TB/batuk lama?
OYa o Tidak 0 Tidak tahu

Jika ya, dengan siapa?

O Orang satu rumah: hubungan
Riwayat kontak dengan keluarga:.................
penderita TBC o0 Teman kerja

o Tetangga

0 Teman

0 Pasien rumah sakit
b. Jika orang serumah, berapa lama Anda telah tinggal

bersama?
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0O <6 bulan

O 6 bulan atau lebih

b. Jika orang serumah, apakah Anda sekamar ?
OYa
o Tidak

E. FAKTOR-FAKTOR RESIKO

Riwayat merokok

a. Apakah Anda merokok?

0 Ya, hingga saat ini
o Pernah , saat ini berhenti

o Tidak pernah

. Jumlah rokok sehari:

Riwayat minum
alkohol

. Apakah Anda mengkonsumsi alkohol?

OYa
o Tidak pernah

Riwayat penggunaan

narkoba

. Apakah  Anda pernah  menggunakan narkoba

sebelumnya?
O Ya
o Tidak

. Jika Ya, apa nama obatnya?

Riwayat Diabetes
Mellitus

. Apakah Anda pernah menderita Diabetes Mellitus

(penyakit gula)?
oYa o Tidak o Tidak tahu

. Jika Ya, Kadar gula terakhir?
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C.

Obat DM yang diminum®? ........c.ccccevvvereninneenesee e

Riwayat penggunaan
obat-obat
imunosupresi, steroid

a.

Apakah Anda pernah atau sedang menggunakan obat-
obatan jenis imunosupresi atau steroid??

oYa o Tidak 0 Tidak tahu

Jika Ya, lanjutkan menjawab pertanyaan ini

o Namaobat @ ...

o AlaSan MINUM e

Riwayat HIV

Apakah Anda pernah menderita HIVV?
oYa o Tidak o Tidak tahu
Jika ya, lanjutkan menjawab pertanyaan ini
o Kapan didiagnosSiS? ........ccoveeieienenenenese e
e Pernahkah minum obat anti HIV
oYa o Tidak
Jika ya, apa nama obatnya?
Apakah obat tersebut dibeli?
oYa o Tidak

F. RIWAYAT PENYAKIT LAINNYA

Riwayat penyakit lainnya

G. HASIL PEMERIKSAAN YANG SUDAH ADA (diisi oleh peneliti)

Hasil foto X-Ray thorax (Khusus

pasien)
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Sputum 1:

) ) ~ | Sputum 2:
Hasil sputum BTA di tempat ini
(Khusus pasien)
P Sputum 3:
WBC : ...
Neutrofil: .......... %
Hasil pemeriksaan darah rutin Limfosit:  ......... %
Monosit:  ......... %
Hb .. g/dL
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LAMPIRAN 2. DATA SAMPEL

NO 1D RM UMUR JENIS KELAMIN (kode |bb(kg) th (cm) BMI STATUS GIZI RIWAYAT KONTAK HUBUNGAN DENGAN|HUBUNGAN KELUARGA YANG
jenis (KG/Mm2) KELUARGA YANG|MENDERITA YANG KONTAK
kelami MENDERITA TB yang jadi
n sampel (KONTAK SEBAGAI...)

- Al alei

1 D1 73372 41|Perempuan 2 40 155| 16.64932(KURANG ADA 1BU

'2 D2 75528 34|Perempuan 2 33 148| 15.06574|KURANG TIDAK ADA

'3 D3 75456 46|Perempuan 2 43 150( 21.33333|NORMAL TIDAK ADA

:I D4 70015 38|Perempuan 2 44 152| 19.04432|NORMAL TIDAK ADA

'5 D35 75486 47|Laki-Laki 1 39 161| 15.04572|KURANG TIDAK ADA

r

6 D6 75525 23(Laki-Laki 1 57 167| 20.43817|NORMAL ADA SEPUPU

'?' D7 75313 33|Laki-Laki 1 40 168 14.17234|KURANG TIDAK ADA

'S D8 73547 33|Perempuan 2 35 155| 14.56816|KURANG ADA BAPAK

'9 DS 75558 26|Perempuan 2 52 165| 15.10009|NORMAL TIDAK ADA

r

10 1D 10 753500 54|Perempuan 2 47 150| 20.88883|NORMAL ADA MERTUA

'11 D11 59047 55|Laki-Laki 1 50 162| 159.05197|NORMAL ADA ISTRI

'12 D12 73546 60|Laki-Laki 1 65 165| 23.87511|OVERWEIGHT |TIDAK ADA

'13 1013 75585 64|Perempuan 2 44 155 18.31426|KURANG TIDAK ADA

'14 1D 14 75616 39|Laki-Laki 1 45 165 16.52893|KURANG TIDAK ADA

'15 1D 15 75614 57|Laki-Laki 1 43 160 18.75|NORMAL ADA ANAK

'16 1D 16 73379 24|Laki-Laki 1 32 155 13.31946|KURANG TIDAK ADA

'1? 1D 17 75631 30(|Laki-Laki 1 52 165| 15.100059|NORMAL TIDAK ADA

'18 1D 18 75662 23|Perempuan 2 28.5 147| 13.18895|KURANG

'19 1D 19 75651 35|Perempuan 2 40 150| 17.77778|KURANG

'20 1D 20 75639 18|Perempuan 2 34 148| 15.52228|KURANG TIDAK ADA

'21 1D 21 75655 30|Laki-Laki 1 39 160| 15.2343B|KURANG ADA KAKAK

2 1D 22 75647 36|Perempuan 2 43.5 143| 19.85939|NORMAL ADA Orang Satu Rumah (Saudara)

'23 1D 23 75689 A0|Laki-Laki 1 49 165| 17.99816|KURANG TIDAK ADA [HANYA

'24 1D 24 75664 18|Perempuan 2 45 150| 21.77778|NORMAL ADA BAPAK

:25 1D 25 75728 61|Perempuan 2 45 150 20|NORMAL TIDAK ADA

26 1D 26 73710 44|Perempuan 2 41.6 155 17.3153|KURANG TIDAK ADA
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NO D HUBUNGAN DENGAN|HUBUNGAN KELUARGAYANG |BTA (tertinggi) |LAMA TINGGAL DENGAN |SEKAMAR/TIDAK  |KODE JUMLAH ORANG PERKIRAANLUAS  |SINAR MATAHARI YANG MASUK
KELUARGA YANG|MENDERITA YANG KONTAK kasus indeks |PENDERITA YANG KONTAK | DENGAN PENDERITA [SEKAMAR (1) |YANG TINGGAL RUMAH (M2) DLM RUMAH [CUKUP/TIDAK
MENDERITA TB yang jadi 1=+1,2=+2,  |TERSEBUT (<6 TERSEBUT TIDAK SERUMAH (1/2/3/4/ CUKUP/TIDAK TAHU)
sampel (KONTAK SEBAGAI...) 3=13 BULAN/>=GBULAN) (YA/TIDAK)) SEKAMAR (2) [>=5 ORANG)
L D1 1BU >=6 BULAN TIDAK 4 18 CUKUP
h D2 4 80 CUKUP
@ D3 5 b1 CUKUP
/ D4 4 40 TIDAK CUKUP
E D5 >4 ORANG 15 CUKUP
6 D6 SEPUPU >=6 BULAN YA >4 ORANG 35 CUKUP
] D7 6 2 CUKUP
] D8 BAPAK >=6 BULAN TIDAK >4 70 CUKUP
:9 D9 12 100 TIDAK CUKUP
10 D10 MERTUA >=6 BULAN TIDAK 6 80 CUKUP
(! D11 ISTRI >=6 BULAN YA 6 35 CUKUP
(" D12 8 7 CUKUP
(B D13 >4 36 TIDAK CUKUP
14 D14 7 6X10 CUKUP
fis D15 ANAK >=6 BULAN TIDAK 3 102 CUKUP
M6 D16 4 2 TIDAK CUKUP
M7 D17 B 3x4 TIDAK CUKUP
fs D18 CUKUP
Mg D19
ho D20
1 D21 KAKAK >6BLN TIDAK B 132 TIDAK CUKUP
2 D22 Orang Satu Rumah (Saudara) »6BLN TIDAK 4 6xd CUKUP
M3 D23 7 60 CUKUP
Pa D24 BAPAK >6 BULAN TIDAK 4 45%24 CUKUP
:25 D25 7 64 TIDAK CUKUP
2% ID26 3 43 TIDAK CUKUP
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NO 1D MEROKOK (TIDAK PERNAH / YA, RIWAYAT MEROKOK|  RIWAYAT MINUM |ALKOHOL (YA, SERING/ YA, RIWAYAT NAPZA  |BATUK (1:|HEMOPT (SESAK (1: [NYERI DEMAM (NAFSU |BB
SAAT INI BERHENTI / YA, HINGGA | (1:PEROKOK; 2= BUKAN| ALKOHOL (1:PERNAH|KADANG-KADANG/ TIDAK iya, OE (1: iya, |iya, DADA (1: |(L:IYA, |MAKAN |MENURU
SAAT INI / TIDAK PERNAH ) PEROKOK)| HINGGA SAAT INI, 2:|PERNAH 2:tidak) |Z:tidak) |2:tidak) |IYA, 2 2TIDAK) |BERKURA |N (1:iya,
PERNAH, SAAT INI :TIDAK) NG (1: 2:tidak)
r DCOUCATI 2- TINAK TS
1 D1 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1
VZ ID2 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
'3 D3 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 1 1 2 1 2 1 1
:1 ID4 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 1 1 2 2
75 ID5 YA, SAAT INIBERHENTI 1 1|YA, SERING TIDAK PERNAH 1 1 1 1 2 1 1
F
6 ID6 YA, SAAT INIBERHENTI 1 2|YA, KADANG TIDAK PERNAH 1 2 2 1 2 2 2
f ID7 YA, SAAT INI BERHENTI 1 2|YA, KADANG-KADANG TIDAK PERNAH 1 1 1 1 1 2 1
& ID& TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
:9 ID9 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
10 1D 10 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 1 1 1
El ID11 TIDAK PERNAH 0 2|YA, KADANG TIDAK PERNAH 1 1 1 1 1 1 1
'12 D12 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
'13 ID 13 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1
34 ID 14 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1
M5 ID 15 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 2 2 1
fis 1D 16 YA, SAAT INI BERHENTI 1 1|YA SERING TIDAK PERNAH 1 2 1 2 2 2 2
M7 1D 17 PERNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 2 2 2
fs 1D 18 PERNAH SAAT INI BERHENTI 1 2|YA, KADANG-KADANG pernah, saat ini berhl1 2 2 2 2 2 1
M9 ID 19 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 2 2 2
"o 1D 20 0 3 1 2 2 2 2 2 2
b1 1D 21 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 1 2 2 2
) 1D 22 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 2 2 2 2
¢ 1D 23 TIDAK 0 3|TIDAK PERNAH TIDAK PERNAH 1 1 2 1 1 1 1
¢ 1D 24 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 1 2 2 1
:25 1D 25 TIDAK 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 2 2 2
'26 ID 26 TIDAK 0 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
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NO 1D SPUTUM |SPUTUM |SPUTUM |[HASIL MGIT LEUKOSIT SNEU SoLIM %MON |NEUTROFIL  (LIMFOSIT MONOSIT Hb IGRA IGRATB2- |INTERPRETASI |KELOMPOK KODE
o p 5(2) SPURTUM |CONC TBI-NIL |NIL IGRA (KHUSUS KELOM
TERTINGG KONTAK) POK
I

r

1 ID1 1+ 1+ 1 pos 8280 69.4% 20.4% 7.6% 5750 1690 630 11.3 TB 1
'2 D2 1+ I+ 3+ 3 pos 11340 43.0% 22.8% 7.1% 4330 25380 200 121 TB 1
'3 D3 2+ 2+ 2 pos  |5470 54.3% 31.3% 11.0% |2970 1710 600 10.3 TB 1
:1 D4 1+ 1+ 1+ 1 pos 9530 81.6% 13.4% 2.5% 7780 1280 240 12.7 TB 1
E ID5 2+ 2+ 2 pos 9300 88.7% 6.7% 4.3% 8250 620 400 7.7 TB 1
[ 4

6 1D 6 1+ 1+ 1 pos 13880 78.0% 14.4% 5.8% 10820 2000 200 13.6 TB 1
i D7 1+ 2+ 2+ 2 pos 15860 84.9% 10.0% 7% 13460 1530 430 10.7 TB 1
(] D8 - 2+ 2+ 2 pos 10830 69.6% 24.3% 4.2% 7540 2630 450 118 TB 1
'9 D9 1+ 2+ 2+ 2 pos 8490 83.2% 11.3% 4.6% 7060 960 390 8.9 TB 1
[ 4

10 1D 10 - 1+ 1+ 1 pos 10450 71.1% 22.6% 3.9% 7430 2360 410 12.4 TB 1
'11 ID11 - 1+ 1+ 1 pos 9500 69.6% 20.5% 5.4% 6330 2030 330 14.7 TB 1
'12 1D 12 - 1+ 1+ 1 pos 14500 57.4% 35.4% 6.4% 8320 5130 930 12.8 TB 1
'13 1D 13 2+ 2+ 2+ 2 pos 15460 81.0% 12.5% 4.4% 12530 1930 630 113 TB 1
'14 1D 14 2+ 2+ 2+ 2 pos 13650 51.9% 43.8% 2.3% 7090 5980 320 11.9 TB 1
s 1D 15 2+ 2+ 2+ 2 pos 6530 78.9% 13.7% 5.5% 5200 900 360 113 TB 1
(0 ID 16 2+ 2+ 2+ 2 pos 12200 81.4% 12.6% A.7% 9930 1540 570 11 TB 1
N7 1D 17 1+ 1+ 1+ 1 pos 9890 78.1% 12.7% 7.7% 7720 1260 760 12.4 TB 1
M8 1D 13 2+ 2+ 2+ 2 pos 18350 91.1% 5.1% 3.5% 16720 930 650 8.8 TB 1
fa 1D 19 I+ I+ 3+ 3 pos 10560 78.7% 13.0% 7.7% 8310 1370 810 12.8 TB 1
B0 1D 20 1+ 2+ 2+ 2 pos 11600 73.0% 9.7% 15.6% |8470 1120 1810 111 TB 1
¢ D21 3+ I+ 3+ 3 pos 7060 64.6% 23.2% 9.8% 4560 1640 690 12.7 TB 1
D2 1D 22 - 1+ 1+ 1 pos 9840 70.5% 13.2% 7.3% 6940 1300 720 115 TB 1
D3 1D 23 1+ 2+ 2+ 2 pos 9760 76.4% 15.7% 6.5% 7460 1530 630 11 TB 1
Pa 1D 24 1+ 1+ 1+ 1 pos 7540 73.3% 21.5% 2.5% 5530 1620 190 118 TB 1
D5 1D 25 - 1+ 1+ 1 pos 12170 56.9% 24.8% 3.9% 6930 3020 480 111 TB 1
26 1D 26 - 1+ 1+ 1 pos 6280 63.9% 28.5% 5.6% 4010 1750 350 9.9 TB 1]
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NO D FOTO THORAX 0=TANPA |1=ADA |1-ADA VDR VDR VDR VDR VDR FOK1 |VDRBSM1-2|VDRAPA1 |VDRTAQ1 (MIF-173 |MIF-173 |VDR MIF
ATELEKTASI |EFUSI KAVITAS |rs2228570 |rs1544410 (rs7975232 rs731236 |CODE CODE CODE (L:TT, |CODE (1:TT,|rs755622 |CODE EXPRESSION |EXPRESSION
s PLEURA |0=TIDAK (1:CC, (L1:GG, 2:GT, 3:GG) |2:TC, 3:CC) (1:GG,
1=ATELEKTA |0=-TANPA |ADA 2TC, 3:TT) |Z:GA, 3:A4) 2TC, 3:.CC)
r cic CCliIgt ¥ AVITAC
1 D1 TB PARU AKTIF LESI LUAS 0 0| 07T GG GG i 3 1 3 1|GG 1 0.00237 0.04522
'2 ID2 TB PARU AKTIF LESI LUAS 0 0 0TC GA GT T 2 2 2 1|GG 1 0.00041 0.93264
'5 ID3 TB PARU AKTIF LESI LUAS 0 0 0|TC GG GG L 2 1 3 1|GG 1 0.26646 0.34191
:1 D4 TB PARU AKTIF LESI LUAS 0 0 0Tc GA GT T 2 2] 2 1|GC 2 1.20200 4.92648
E ID5 TB PARU LAMA AKTIF LESI LUAS 0 0] 07T GG GG L 3 1 3 1|GG 1 0.27095 0.63136
4
6 D6 TB PARU AKTIF LESI LUAS 0 0] 0|TC GG GT L 2 1 2 1|GG 1 0.0987% 0.42604
5 ID7 TB PARU LAMA AKTIF LESI LUAS 0 0 0/cc GA GT T 1 2 2 1|GG 1 1.12827 0.26978
5 D8 TB PARU AKTIF LESI LUAS 0 0 0|TC GG GT T 2 1 2 1|GG 1 0.11901 11.20827
:9 ID9 Tidak Difoto karena hamil T GG GT T 3 1 2 1|GC 2 3.79971 1.21695]
0.25182
10 D 10 TB PARU AKTIF LESI LUAS 0 0 0|TC GG GG T 2 1 3 1|GG 1 1.05721
'11 D11 TB PARU LAMA AKTIF 0 0 0TC GG GT T 2 1 2 1|GG 1 0.00927 1.06031
'12 D12 TB PARU AKTIF LESI LUAS 0 0 n|cc GA GT T 1 2] 2 1|GC 2 0.00218 0.02159
'13 D13 TB PARU LAMA AKTIF LUAS, PLEURAL REACTION DEXTRA 0 1 0/cc AR GG T 1 3 3 1|GG 1 1.04459 0.06673
'14 D 14 TB PARU AKTIF 0 0 n|cc GG GG T 1 1] 3 1|GG 1 0.29758 1.02519
15 ID 15 TB PARU AKTIF LESI LUAS 0 0 0Tc GG GT TC 2 1 2 2|GG 1 0.00305 62.31722
16 ID 16 TB PARU AKTIF LESI LUAS 0 0 07T GG T T 3 1 1 1|GG 1 248874 133991
7 D17 TB PARU DUPLEX AKTIF LUAS, EFUSI PLEURA SINISTRA 0 1 n/cc GG GT T 1 1 2 1|GG 1 0.00983 7.02379
1s D18 TB PARU AKTIF LESI LUAS 0 0 0TC GA GG T 2 2 3 1|GC 2 84.33926 0.08501
o D19 TB PARU AKTIF LESI LUAS, EFUSI PLEURA DEXTRA 0 1 0/cc GG GT TC 1 1 2 2|GC 2 0.00723 0.02971
%0 D 20 TB PARU AKTIF LESI LUAS 0 0 01T GG GG T 3 1 3 1|GG 1 0.00605 0.15791
¢ D21 TB PARU AKTIF LESI LUAS 0 0 01T GG GT T 3 1 2 1|GC 2 0.00948 2.19753
i D22 TB PARU AKTIF LESI LUAS 0 0 0/cc GA GT T 1 2 2 1|GG 1 0.00833 14.3164
% D23 TB PARU AKTIF LESI LUAS 0 0 n|cc GG T TC 1 1 1 2|GC 2 0.00943 8.65749
54 D24 TB PARU AKTIF DENGAN KAVITAS 0 0 1TC GG GT T 2 1 2 1|GG 1 0.00007 7.70384
:25 ID 25 TB PARU AKTIF LESI LUAS 0 0 0|cc GG GG T 1 1 3 1|GG 1 0.00030 0.3094
GG 0.00369
26 ID 26 TB PARU AKTIF 0 0 0|TC GA T TC 2 2 1 2 1 0.97911
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NO D RM UMUR JENIS KELAMIN |kode |bb(kg) tb (cm) BMI STATUS GIZI RIWAYAT KONTAK HUBUNGAN DENGAN|HUBUNGAN KELUARGA YANG BTA (tertinggi)
jenis (KG/M2) KELUARGA YANG|MENDERITA YANG KONTAK kasus indeks
kelami MENDERITA TB yang jadi 1=+1, 2=42,

n sampel (KONTAK SEBAGAIL...) 3=+3
Aelaki

'2? D 27 75720 35|Laki-Laki 1 47 160| 18.35938|KURANG TIDAK ADA

'28 1D 28 75832 16|Perempuan 2 40 158| 16.02307|KURANG TIDAK ADA

'29 1D 29 75831 58|Laki-Laki 1 35 160| 13.67188|KURANG TIDAK ADA

'30 1D 30 75923 62 |Laki-Laki 1 58 167 20.79673[NORMAL TIDAK ADA

'31 1D 31 38|Perempuan 2 65 160| 25.39063|0OBESE CLASS| |ADA ANAK 1BU 1

'32 1D 32 70|Perempuan 2 60 145| 28.53746|0BESE CLASS | |ADA ISTRI SUAMI 1

'33 1D 33 24| Laki-Laki 1 70 160| 27.34375|0BESE CLASS | |ADA SUAMI ISTRI 2

:34 1D 34 18|Perempuan 2 50 160| 19.53125|NORMAL ADA ANAK BAPAK 1

35 1D 35 76116 61|Laki-Laki 1 61 165| 22.40588|NORMAL TIDAK ADA

6 D 36 76108 24|Perempuan 2 52 156 21.36752|NORMAL TIDAK ADA

'3? 1D 37 76208 30| Laki-Laki 1 45 162| 17.14678|KURANG TIDAK ADA

s D 38 76308 55|Laki-Laki 1 48 165 17.63085|KURANG TIDAK ADA

'39 1D 39 76426 18|Perempuan 2 48 157| 19.47341|NORMAL ADA IPAR

510 1D 40 76443 S3|Perempuan 2 41 135| 17.06556|KURANG TIDAK ADA

:11 D41 76436 56|Perempuan 2 50 155 20.81165|NORMAL TIDAK ADA

512 1D 42 58|Laki-Laki 1 72 170| 24.91349|0OVERWEIGHT |ADA SUAMI ISTRI 2

:13 1D 43 23|Perempuan 2 55 155 22.89282|NORMAL ADA SAUDARA KANDUNG ADIK, SUAMI 1

5!4 1D 44 26|Laki-Laki 1 90 170| 31.14187|OBESE CLAS Il |ADA ANAK IBU 2

515 1D 45 54|Perempuan 2 40 150 17.77778|KURANG ADA 1BU ANAK 1

:16 1D 46 39|Perempuan 2 85 154| 35.84078|OBESE CLAS Il |ADA ISTRI SUAMI 1

:1? D47 76621 23|Laki-Laki 1 45 167| 16.13539|KURANG TIDAK ADA

:'IS 1D 48 76625 44| Laki-Laki 1 76 166| 27.5802(0OBESE CLASS| |TIDAK ADA

:19 1D 49 22|Laki-Laki 2 51 164| 18.96193|NORMAL ADA SUAMI ISTRI DAN IPAR 1

'50 1D 50 44(Perempuan 2 55 149 24.77366|OVERWEIGHT [ADA SAUDARA KANDUNG SAUDARA, TETANGGA 1

'51 ID 51 69|Perempuan 2 45 15 2000|0OBESE CLAS Il |ADA ISTRI ISTRI 1

'52 ID 52 33|Perempuan 2 65 157| 26.37024|0OBESE CLASS | |ADA ISTRI ISTRI 2

%53 1D 53 24| Laki-Laki 1 53 168| 18.77834|NORMAL ADA ANAK 1BU 1

'54 1D 54 33|Perempuan 2 82 153| 35.02926|0BESE CLAS Il |ADA SAUDARA KANDUNG SAUDARA 1

%55 1D 55 25|Perempuan 2 63 160| 24.60938|OVERWEIGHT |ADA SAUDARA KANDUNG SAUDARA 1

'56 1D 56 76714 45|Perempuan 2 45 152| 19.47715|NORMAL TIDAK ADA
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D HUBUNGAN DENGAN|HUBUNGAN KELUARGAYANG | BTA (tertinggi) | LAMA TINGGALDENGAN |SEKAMAR/TIDAK  |KODE JUMLAH ORANG | PERKIRAANLUAS  |SINAR MATAHARI YANG MASUK
KELUARGA YANG | MENDERITA YANG KONTAK kasusindeks |PENDERITA YANG KONTAK [DENGAN PENDERITA |SEKAMAR (1) |YANG TINGGAL RUMAH (M2} DLM RUMAH (CUKUP/TIDAK
MENDERITATB yang jadi 1=41,2=42,  |TERSEBUT (<6 TERSEBUT TIDAK SERUMAH (1/2/3/4] CUKUP/TIDAK TAHU)
sampel (KONTAK SEBAGA... 3=13 BULAN/>=6BULAN) (YA/TIDAK\] SEKAMAR (2) |»=5 ORANG)

b7 D27 § 3 TIDAK CUKUP
Fs D28 5 1248 CUKUP

B D29 3 87 TIDAK CUKUP
B0 D30 5 200 CUKUP

a D3l |ANAK 18U 156 BULAN TIDAK 2 3 5X15 CUKUP

& D32 |ISTRI SUAMI 1/>6 BULAN VA 1 3 TIDAK TAHU TIDAK CUKUP
%3 D232 |SUAMI ISTRI 2[>6 BULAN VA 1 5 50 CUKUP

B D34 |ANAK BAPAK 1/>6 BULAN TIDAK 2 3 6%7 CuKUP

F

35 D35 § 24 TIDAK CUKUP
Bs D36 § 50 CUKUP

& D37 > 7 CuKuP

& D38 5 40 TIDAK CUKUP
% D29 IPAR 10 50 CUKUP

ho D40 4 7 CukuP

7 D41 4 233 cukup

T D42 |SUAMI ISTRI 2[>6BULAN VA 1 4 28 cukup

/B D42 |SAUDARA KANDUNG ADIK, SUAMI 1/>6 BULAN VA 1 10 50 CUKUP

n DM |ANAK 18U 2[>6 BULAN TIDAK 2 4 7 CUKUP

his D45 |1BU ANAK 1/>6 BULAN TIDAK 2 5 35 TIDAK CUKUP
b D46 |ISTRI SUAMI 1/>6BULAN VA 1 7 50 TIDAK CUKUP
7 D47 5 35 TIDAK CUKUP
Tis D48 5 50 TIDAK CUKUP
h9 D49 |SUAMI ISTRI DAN IPAR 1 VA 1 5 2 TIDAK CUKUP
ko D50 |SAUDARA KANDUNG SAUDARA, TETANGGA 1[>6BULAN TIDAK 2 4 4.5%24 CUKUP

kL D51 |ISTRI ISTRI 1/>6 BULAN VA 1 5 200 CuKUP

k2 D52 |ISTRI ISTRI 2[>6 BULAN VA 1 5 6X10 CUKUP

ks D52 |ANAK 18U 1/>6BULAN TIDAK 2 2 20 TIDAK CUKUP
ks D54 |SAUDARA KANDUNG SAUDARA 1/>6 BULAN TIDAK 2 5= 7 CukuP

ks D55 |SAUDARA KANDUNG SAUDARA 1/>6 BULAN TIDAK 2 >=5 7 CUKUP

Es D56 4 9 TIDAK CUKUP
f D57 |ANAK BAPAK 2[>6 BULAN TIDAK 2 7 6X10 CUKUP
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NO D MEROKOK (TIDAK PERNAH/ YA, RIWAYAT MEROKOK|  RIWAYAT MINUM|ALKOHOL (YA, SERING/ YA, RIWAYAT NAPZA  |BATUK (1:HEMOPT |SESAK (1: NYERI DEMAM (NAFSU BB ]
SAAT INI BERHENTI / YA, HINGGA | (1:PEROKOK; 2= BUKAN| ALKOHOL (1:PERNAH|KADANG-KADANG/ TIDAK iya, OE (1: iya, |iya, DADA (L: |(1:1YA, |MAKAN |MENURU |
SAAT INI / TIDAK PERNAH ) PEROKOK)| HINGGA SAAT INI, 2:| PERNAH Xtidak) |2:tidak) (2:tidak) |IYA, 2 2:TIDAK) |BERKURA |N (1:iya,

PERNAH, SAAT INI ‘TIDAK) NG (1: 2:tidak)

¥ DCDOUCRITI 2- TINAL HYEY

27 ID 27 YA, SAAT INI BERHENTI 1 3| TIDAK PERNAH 1 2 1 1 2 2 2

Ps ID 28 0 3 1 1 1 2 2 2 1

¢ ID 23 PERNAH, HINGGA SAAT INI 1 2|YA, KADANG-KADANG TIDAK PERNAH 1 2 2 2 2 1 1

"o ID 30 YA, SAAT INI BERHENTI 1 3| TIDAK PERNAH TIDAK PERNAH 1 1 1 1 2 1 1

B1 ID 31 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

3! ID 32 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

s ID 33 YA, HINGGA SAAT INI 1 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

Ba ID 34 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

F

35 ID 35 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 2 1 2 2

"6 ID 36 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1

k7 ID 37 YA, SAAT INI BERHENTI 1 2|YA, KADANG TIDAK PERNAH 1 1 1 1 1 1 1

Ts ID 38 YA, SAAT INI BERHENTI 1 2|TIDAK PERNAH TIDAK PERNAH 1 1 2 1 1 1 1

(D) ID 39 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 1 1 1 1 2 1 1

20 ID 40 TIDAK PERNAH 0 3| TIDAK PERNAH 1 2 2 2 1 1 1

/i ID 41 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 2 1 1 1

/3 ID 42 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

13 ID 43 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

T ID 44 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

s ID 45 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

:16 ID 46 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

:17 ID 47 YA, SAAT INI BERHENTI 1 3| TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 2

yh ID 48 YA, HINGGA SAAT INI 1 3| TIDAK PERNAH TIDAK PERNAH 1 2 2 2 2 2 2

19 ID 49 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%o ID 50 TIDAK PERNAH 0 3|YA, KADANG-KADANG, SUDAH BERITIDAK PERNAH 2 2 2 2 2 2 2

51 ID 51 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

3] ID 52 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%3 ID 53 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%4 ID 54 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%s ID 55 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

:56 ID 36 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 2 2 1
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NO D SPUTUM |SPUTUM [SPUTUM |HASIL  |MGIT  |LEUKOSIT  |%NEU [%UM  |%MON |NEUTROFIL |UMFOSIT  |MONOSIT  |Hb IGRA IGRA TB2- |INTERPRETAS! |KELOMPOK KODE
s P 5(2) SPURTUM |CONC TBI-NIL |NIL IGRA (KHUSUS KELOM
TERTINGG KONTAK) POK
I
] D27 - 1+ 1+ 1 pos  |9390 66.0% |23.0%  |5.0% |6200 2160 450 14.2 8 1
"8 D28 1+ 1+ 1+ 1 pos  |3030 72.5% |19.5%  |6.8%  |6550 1760 610 11.9 T8 1
B9 1D 29 2+ 2+ 2+ 2 pos  |10800 64.4%  |22.7%  |7.3%  |6960 2450 790 10.4 T8 1
%o D30 1+ 1+ 1+ 1 pos |7780 84.8%  |4.0% 10.2% 6600 310 730 10.1 T8 1
51 D31 -0.14 -0.15|NEGATIF Negative IGRA HC 3
B2 D32 8120 543% [41.20% [2.91% [a409.2 3345.4 236.3 12.3 0.48 0.18|POSITIF Positive IGRA HC 2
"3 1D 33 8930 55.60% |39.80% |2.80% |4965.1 3554,1 250.0 14.4 5.19 4.2|PosITIE Positive IGRA HC 2
:34 D34 8300 66.5%  |25.85%  |3.30% |5918.5 2300.7 293.7 9.3 8.38 6.03|POSITIE Positive IGRA HC 2
35 D35 - 1+ 1+ 1 pos  |10690 73.0%  |12.4%  |6.9% |7800 1330 740 13.4 T8 1
"6 D36 1+ 2+ 2+ 2 pos (8690 7L2%  |17.5%  |8.9%  |6190 1520 770 111 8 1
57 D37 - 1+ 1+ 1 pos  |8970 70.7%  |19.8%  |9.0% |6340 1780 810 12.8 T8 1
"8 D38 - 1+ 1+ 1 pos  |10780 70.0%  |14.6%  |12.0% |7550 1570 1290 12.8 T8 1
"9 1D 39 1+ 1+ 1+ 1 pos  |5640 70.2%  |24.3%  |4.1%  |3960 1370 230 12.4 T8 1
"0 1D 40 - 2+ 2+ 2 pos  |11140 78.8%  |15.6%  |3.5%  |8780 1740 330 116 T8 1
( D41 2+ 2+ 2+ 2 pos  |7790 59.2% |58.9%  |5.1% |a612 4590 400 13.1 T8 1
2 D42 5160 62.9% |29.0%  |3.0% |3245.6 1496.4 154.8 14.6 0.01 0.03|NEGATIF Negative IGRA HC 3
13 D43 8910 58% 36.60% [3.20% |5167.8 32611 285.1 12.7 1.24 0.87|POSITIE Positive IGRA HC 2
(" D44 8290 52.4%  |34.50% |5.50% [4344.0 2860.1 456.0 0.12 0.18|NEGATIF Negative IGRA HC 3
s D45 9290 65.70% |25.40%  |4.40% |6103.53 2359.66 408.76 12 0.02 0.05|NEGATIF Negative IGRA HC 3
"6 D46 10970 50.50% [40.90% [3.40% |5539.85 4486.73 372.98 12.8 0.01 0.02|NEGATIF Negative IGRA HC 3
17 D47 1+ 1+ 1+ 1 pos  [16440 83.7%  |8.9% 5.2% 13760 1470 850 9 T8 1
"8 D48 1+ 1+ 1+ 1 pos (8970 56.7%  |32.0%  [4.5%  |5090 2870 400 14.7 T8 1
719 1D49 10110 58.10% |33.50% |2.10% |5873.91 3386.85 212.31 12.5 6.36 10[pPOSITIE Positive IGRA HC 2
Eo 1D 50 7630 48.10% [41.40% |2.30% |3670.03 3158.82 175.49 11.8 10 6.17|POSITIE Positive IGRA HC 2
51 D51 8760 67.70% |26.20% |4.40% |5930.52 2295.12 385.44 14.1 1.35 1.19|POSITIF Positive IGRA HC 2
52 D52 8470 50.80% [42.20% |1.70% |4302.76 3574.34 143.99 12.6 2.59 4.13|POSITIE Positive IGRA HC 2
%3 ID53 5690 62.40% |29.10% |3.60% |3550.56 1655.79 204.84 14.3 0.69 0.67|POSITIE Positive IGRA HC 2
i D54 10190 5130% [42.90% |2.70% |5227.47 437151 275.13 13.2 0.16 0.17|NEGATIF Negative IGRA HC 3
Es 1D 55 8170 59.20% [34.90% [2.90% |4s36.64 2851.33 236.93 11.9 1.73 1.21|POSITIE Positive IGRA HC 2
%6 D56 1+ 1+ 1+ 1 pos  |10540 7L8%  |204%  |6.%  |7568 2150 643 12,7 8 1
E:r D57 14460 75.4 19.9 3.7 |1090284 287754 53502 15 -0.18 -0.16|NEGATIF Negative IGRA HC 3
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NO [} FOTO THORAX O-TANPA |1-ADA [1-ADA |[VDR  |[VDR  [VDR  |VDR  |VDRFOKI |[VDRESM12|VDRAPA1 |VDRTAQL [MIF-1723 |MIF-173 |VDR MIF

ATELEKTASI [EFUSI  |KAVITAS |rs2228570 |rs1544410 |rs7975232 |rs731236 |CODE  |CODE CODE (L:TT, |CODE (LT, |rs755622 [CODE  |EXPRESSION [EXPRESSION

s PLEURA (0=TIDAK (e, (GG, ZGT, 3:GG) |ZTC, 3:CC) (1:GG,

1=ATELEKTA (0= TANPA [ADA 2TC, 3TT) 2:GA, 3:AA) 2T¢, 3:CC)

arc cone |wawiras
[z ID27 _ |TBPARU AKTIF LESI LUAS 0 0 0jcc GG GG i 1 1 3 1l6c 2] 000548]  5.33132
28 D28 |TBParu Aktif 0 0 ojTT G6 &1 i E 1 2 1|66 1 00035 132812
29 D29 |KP BILATERAL 0 0 olcc a6 GG i 1 1 3 1lac 2l 001219 3.6828
) ID30 _|TB Aktif Pulmo DEXTRA, Dilatasi & Elongatio Aorta 0 0 ojTT GG GG i 3 1 3 1|66 2 001044 16.0012
f1 D31 cc GA a1 TC 1 2 2 2|6c 2| 5140337 7171217171
B2 D32 ™ GA a1 TC 3 2 2 2|66 1) 2455480  200.90766
73 D33 TC GG GT i 2 1 2 1|66 1] 13072220 349.42901
B4 D34 TC GG a1 i 2 1 2 1lsc 2l 0.0029 0.82965
r TB PARU LAMA AKTIF LESI LUAS DENGAN ATELEKTASIS
35 ID35  |LOBUS SUPERIOR PARU DEXTRA 1 0 0jcc G6 GT ™ 1 1 2 1|66 | I 2.27014
36 ID36  |TBPARULAMA AKTIF LESI LUAS 0 0 o|tc GG aT i 2 1 2 1|66 1 001979 9.5671
7 ID37 _ |TBPARULAMA AKTIF LESI LUAS 0 0 ojTT GA a1 TC 3 2 2 2|6c 2l 009182 6.77245
3 D328 |TB PARULAMA AKTIF LESI LUAS 0 0 o|tc GG il i 2 1 1 1|66 1] 000697 276.16881
39 D39  |TBParu Aktif 0 0 oltc GG GG i 2 1 3 1lsc 2l 000719 33150621
0 ID40_ |TB PARU LAMA AKTIF LESI LUAS 0 0 ojTT GA a1 TC 3 2 2 2|66 1 000248  49.38555
n D41 |TBParu Aktif Lesi Luas 0 0 0lcc AA GG i 1 2 3 1lac 2 0.0017g 2.08195
12 D42 TC GA aT i 2 2 2 1|66 1 0.00950 0.00519
3 D43 TC GG i i} 2 1 1 1l6c 2l 001982 6.029
4 D44 TC G6 &1 i 2 1 2 1|66 1 0.0059| 721.52666
a5 D45 cc GG GG i 1 1 3 1lac 2l 2298570 1.03978
s ID 46 TC G6 i) 1 2 1 1 1|6c 2| 007298 0.11221
a7 D47 |TBPARU AKTIF LESI LUAS 0 0 ojTT GG il TC 3 1 1 2/6C 2l 0.00063 0.3035
13 D42 |TBPARU AKTIF LESI LUAS 0 0 o|Tc GA GG i 2 2 3 1|66 1 00109 0.05367
29 D49 cc GA a1 TC 1 2 2 2|66 1 004758 526.43911
5o D50 TC GG i} i 2 1 1 1|66 1 042836 0.13058
51 ID51 T G6 GG i 2 1 3 1lcc 3 0.29316] 6974213
52 ID52 TC GG aT i 2 1 2 1|66 1 000342 280.08605
53 D 53 TC GA a1 i} 2 2 2 1|66 1 035627 8.65455
54 ID54 T G6 GG i 2 1 3 1lac 2] 1391429 0.07834
55 D 55 TC a6 ar TC 2 1 2 2|6c 2l 0.02597 1.92559
56 156 |TBParu Aktif 0 0 o|tc G6 GT il 2 1 2 1l6c 2] 0.02069 1.66557
:57 ID57 TC GA &1 i 2 2 2 1|66 1 2.2poes| '\ 28.64806
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bh{kg)

NO 1D RM UMUR JENIS KELAMIN |kode th (cm) BMI STATUS GlZ1 RIWAYAT KONTAK HUBUNGAN DENGAN (HUBUNGAN KELUARGA YANG
jenis (KG/M2) KELUARGA YANG |MENDERITA YANG KONTAK
kelami MENDERITA TB yang jadi
n sampel (KONTAK SEBAGAL..)

'58 1D 58 76741 59|Laki-Laki e 1 55 165| 20.20202|NORMAL ADA BAPAK

'59 1D 59 38[Perempuan 2 58 155| 24.14152|OVERWEIGHT [ADA ISTRI SUAMI

%60 1D 60 36|Perempuan 2 67.5 165| 24.79335|OVERWEIGHT [ADA ISTRI SUAMI

%61 D 61 55|Perempuan 2 49 150| 21.77778|NORMAL ADA ISTRI SUAMI

'62 1D 62 23|Perempuan & 66 150] 29.33333|OBESE CLASS1 [ADA ISTRI SUAMI

'63 1D 63 45|Laki-Laki 1 65 170] 22.49135|NORMAL ADA SUAMI ISTRI

64 1D 64 43|Perempuan 2 40 154| 16.86625|KURANG ADA anak IBU

(5 1D 65 62|Perempuan 2 49 150 21.77773| NORMAL ADA 1BU ANAK, SUAMI

%66 1D 66 21|Perempuan 2 43.7 165| 16.05142|KURANG ADA KEPONAKAN TANTE

'6? 1D 67 76872 18|Perempuan 2 37 155| 15.40062|KURANG TIDAK ADA

'68 1D 68 29(Perempuan 2 70 148| 31.95763|OBESE CLAS Il [ADA ANAK BAPAK

'69 1D 69 A4|Perempuan 2 54 145| 24.32323|OVERWEIGHT [ADA ANAK ANAK

']r'D 1D 70 76922 50|Laki-Laki 1 40 160 15.625|KURANG TIDAK ADA

'?1 ID71 76919 18|Laki-Laki 1 55 165 20.20202|NORMAL TIDAK ADA

'?'2 1D 72 24|Perempuan 2 54 140| 27.55102|0BESE CLASS1 [ADA ISTRI SUAMI

'?3 1D 73 55|Laki-Laki 1 24 172| 28.39373|OBESE CLASS1 [ADA ISTRI ISTRI

'?4 ID 74 765941 41|Perempuan 2 55 148| 25.10957|OBESE CLASS | |TIDAK ADA

:’5 ID 75 76947 20(Perempuan 2 32 145 15.21998|KURANG TIDAK ADA

76 ID 76 46|Perempuan 2 53.7 148| 24.51607|OVERWEIGHT [ADA ISTRI SUAMI

'?'? 1D 77 55|Perempuan & 41.3 155| 17.19043|KURANG ADA SAUDARA KANDUNG SAUDARA KANDUNG

'?'B ID78 19|Perempuan 2 51 158| 20.42942|NORMAL ADA KEPOMNAKAN TANTE

'?S 1D 79 18(Perempuan 2 50.9 148| 23.23776|0OVERWEIGHT [ADA SAUDARA KANDUNG SAUDARA KANDUNG

'SD 1D 80 A7 |Laki-Laki 2 74.3 170| 25.70934|OBESE CLASS1 [ADA AYAH MERTUA MENANTU

'81 1D 81 62 |Laki-Laki 1 50 153 21.35931|NORMAL ADA SUAMI ISTRI

:32 1D 82 42 |Laki-Laki 1 96 165| 35.26171|OBESE CLAS Il [ADA SUAMI ISTRI

83 1D 83 65(Perempuan 2 46 160 17.96875|KURANG ADA ISTRI SUAMI

'84 1D 84 77050 38|Perempuan 2 60 155| 24.97399|OVERWEIGHT |TIDAK ADA

'85 1D 85 77055 652 |Laki-Laki 1 51 163] 19.1953|NORMAL TIDAK ADA

'86 1D 86 A0|Perempuan 2 55 145| 26.15933|OBESE CLASS1 [ADA ISTRI SUAMI
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NO D HUBUNGAN DENGAN|HUBUNGAN KELUARGA YANG  |BTA (tertinggi) LAMA TINGGAL DENGAN |SEKAMAR/TIDAK  |KODE JUMLAH ORANG PERKIRAAN LUAS  |SINAR MATAHARI YANG MASUK
KELUARGA YANG|MENDERITA YANG KONTAK kasus indeks | PENDERITA YANG KONTAK |DENGAN PENDERITA |SEKAMAR (1) |YANG TINGGAL RUMAH (M2) DLM RUMAH (CUKUP/TIDAK
MENDERITA TB yang jadi 1=+1,2=+2,  |TERSEBUT (<6 TERSEBUT TIDAK SERUMAH (1/2/3/4/ CUKUP/TIDAK TAHU)
sampel (KONTAK SEBAGAI...) 343 BULAN/>=6BULAN) (YA/TIDAK\) SEKAMAR (2) |>=5 ORANG)

[5s D58 BAPAK =6BULAN TIDAK 6 204 cukup

53 ID 59 ISTRI SUAMI 1/>6 BULAN YA 1 3 2,5%7 TIDAK CUKUP
60 ID 60 ISTRI SUAMI 1/>6 BULAN YA 1 6 %9 TIDAK CUKUP
1 ID 61 ISTRI SUAMI 1/>6 BULAN YA 1 5 a0 TIDAK CUKUP
62 ID 62 ISTRI SUAMI 1/>6 BULAN YA 1 5 5%7 TIDAK CUKUP
63 D 63 SUAMI ISTRI 1/>6 BULAN YA 1 4 3%6 CUKUP

6 ID 64 anak 1BU 2(>6 BULAN TIDAK 2 5 36 TIDAK CUKUP
65 D 65 18U ANAK, SUAMI 2(>6 BULAN YA 1 5 70 CUKUP

66 D 66 KEPONAKAN TANTE 1/>6 BULAN TIDAK 2 3 a8 TIDAK CUKUP
67 ID67 5 60 CUKUP

s D68 |ANAK BAPAK 3|>6 BULAN TIDAK 2 4 a8 CUKUP

59 D 69 ANAK ANAK 3|>6 BULAN YA 1 3 150 CUKUP

70 D70 4 a8 CUKUP

n D71 3 150 CUKUP

7 D72 ISTRI SUAMI 3|>6 BULAN YA 1 7 120 CUKUP

73 D73 ISTRI ISTRI 3|>6 BULAN YA 1 4 a8 CUKUP

74 D74 4 a8 CUKUP

:?5 ID75 3 150 CUKUP

76 ID76 ISTRI SUAMI 2|6 BULAN YA 1 7 60 CUKUP

77 D77 SAUDARA KANDUNG SAUDARA KANDUNG 2|6 BULAN TIDAK 2 5 15 CUKUP

78 D78 KEPONAKAN TANTE 1|6 BULAN TIDAK 2 3 150 CUKUP

79 ID79 SAUDARA KANDUNG SAUDARA KANDUNG 3|>6 BULAN TIDAK 2 5 132 TIDAK CUKUP
(o D80 |AYAH MERTUA MENANTU 2|6 BULAN TIDAK 2 12 100 TIDAK CUKUP
k1 ID 81 SUAMI ISTRI 1/>6 BULAN YA 1 7 64 TIDAK CUKUP
:E.z D82 SUAMI ISTRI 2|6 BULAN YA 1 >5 10x20 CUKUP

83 ID 83 ISTRI SUAMI 1|6 BULAN YA 1 3 8x7 CUKUP

( D84 »5 10x20 CUKUP

f8s ID 85 3 8x7 CUKUP

8 ID 86 ISTRI SUAMI 1{>6 BULAN YA 1 >5 8x12 CUKUP
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NO D MEROKOK [TIDAK PERNAH / YA, RIWAYAT MEROKOK|  RIWAYAT MINUM | ALKOHOL (YA, SERING/ YA, RIWAYAT NAPZA  |BATUK (1:|HEMOPT [SESAK (1: |NYERI  |DEMAM |NAFSU |BB !
SAAT INI BERHENTI / YA, HINGGA | [1:PEROKOK; 2= BUKAN| ALKOHOL {1:PERNAH | KADANG-KADANG/ TIDAK iya, OF (1: iya, |iya, DADA (1: |(L:IYA, |MAKAN |MENURU |
SAAT INI / TIDAK PERNAH PEROKOK)| HINGGA SAAT INI, 2:| PERNAH 2tidak) |2:tidak) |2:tidak) [IYA,2  |2TIDAK) |BERKURA |N (1: iya,
PERNAH, SAAT INI TIDAK) NG (L |2tidak)

' DCDUCKITIL 2 TINAK HYEY

58 D58 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 1 1 1 1

59 1D 59 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%60 1D 60 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

1 D61 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%52 D62 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

& D63 YA, HINGGA SAAT INI 1 1|vA TIDAK PERNAH 2 2 2 2 2 2 2

64 1D 64 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

s 1D 65 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

%66 1D 66 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

7 1D 67 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 2

e 1D 68 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

59 1D 69 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

70 D70 YA, SAAT INI BERHENTI 1 3| TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1

i D71 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 2 2 1 1 2

(2 D72 TIDAK PERNAH 0 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

7 D73 YA, SAAT INI BERHENTI 1 2|BERHENTI TIDAK PERNAH 2 2 2 2 2 2 2

74 D74 TIDAK PERNAH 0 3| TIDAK PERNAH 1 2 1 1 1 1 1

E's D75 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 2 1 1

76 D76 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

77 D77 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

78 1D 78 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

79 D79 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

50 1D 80 YA, SAAT INI BERHENTI 1 1|YA, SERING TIDAK PERNAH 2 2 2 2 2 2 2

1 D81 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

Ez D82 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

83 D83 TIDAK PERNAH 0 3| TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

5 D84 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1

35 1D 85 PERNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 2 1 1

36 1D 86 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

243




NO 1D SPUTUM |SPUTUM (SPUTUM |HASIL MGIT LEUKOSIT %NEU %eLIM %MON |[NEUTROFIL |LIMFOSIT MONOSIT Hb IGRA IGRATB2- |INTERPRETASI |KELOMPOK KODE
5 P 5(2) SPURTUM |CONC TB1-NIL |NIL IGRA (KHUSUS KELOM
TERTINGG KONTAK) POK
1

58 ID 58 4+ 2+ 24+ 2 pos  |10440 69.1%  |20.3% 8.7% |7210 2120 910 11 TB 1
%9 1D 59 7800 51.40% |40.40%  |5.40% |4009.2 3151.2 421.2 12.8 0.76 1.57|POSITIF Positive IGRA HC 2
o 1D 60 7160 59.60% [27.90% 8.50% |4267.36 1957.64 608.6 11.7 2.65 10|POSITIF Positive IGRA HC 2
61 ID 61 7680 43% 43.50%  |4.60% |3763.2 3340.8 353.28 12.3 10 7.18(|POSITIF Positive IGRA HC 2
62 ID 62 10130 57.30% |34.60% |5.90% |5804.49 3504.98 597.67 1.7 186 1.66|POSITIF Positive IGRA HC 2
63 ID 63 10550 38.30% |37.10%  |1.90% |4040.65 3914.05 200.45 13.6 1.59 0.73|POSITIF Positive IGRA HC 2
51 1D 64 7550 60.90% [30.90% 2.80% [4597.95 2332.95 211.4 11.5 4.83 5.8|POSITIF Positive IGRA HC 2
r65 1D 65 7070 56.10% [38.10% 1.60% |3966.27 2693.67 113.12 12.2 4.53 4.06(POSITIF Positive IGRA HC 2|
66 ID 66 5810 6% A7% 4.70% |2672.6 2713.27 273.07 12.3 0.51 0.86|POSITIF Positive IGRA HC 2
67 D 67 - 2+ 2+ 2 pos  |11680 75.9%  |4.1% 17.9% |8865 479 2091 19 TE 1
68 ID 68 10040 60.90% |34.60% |2.90% |6114.36 3473.84 291.16 14.4 0.05 0.05|NEGATIF Negative IGRA HC 3
'65 1D 69 12370 76.40% |19.20% 2.80% |9450.68 2375.04 346.36 14 0.09 0.31[NEGATIF Negative IGRA HC 3
'7'0 ID 70 3+ 3+ 3+ 3 pos 9320 66.0% 22.2% 11.0% [6151 2069 1025 10.3 TB 1
'?1 ID71 - 3+ 3+ 3 pos 11780 84.0% 11.9% 3.0% 9895 1402 353 11.8 TB 1
72 D72 9270 70.2%  |21.8% 3.9%  |6507.54 2020.86 361.53 12.8 3.74 3.61|POSITIF Positive IGRA HC 2
'7'3 ID 73 7690 62.8% 27.6% 3.0% 4829.32 2122.44 230.7 13.6 0.35 0.19(POSITIF Positive IGRA HC 2
f7a ID 74 2+ 3+ 3+ 2 pos (9290 82.0% 12.0% 4.6% |7618 1115 427 12.1 B 1
E’S ID 75 2+ 2+ 2+ 2 pos 10980 72.7% 21.5% 4.6% 7982 2361 505 12.1 B 1
76 ID 76 7030 64.9%  |29.3% 2.2% (456247 2059.79 154.66 11 2.52 3.93|POSITIF Paositive IGRA HC 2
'?? ID 77 6580 50.6% 39.3% 4.1% 3329.48 2535.94 269.78 12.7 0.22 0.28[NEGATIF Negative IGRA HC 3
s D78 7270 60.70% |26.40% |1.70% |4412.89 1919.28 123.59 14.2 0.12 0.06|NEGATIF Negative IGRA HC 3
'?5 ID 79 10070 57.9% 36.6% 2.0% 5830.53 3685.62 201.4 14.3 0.03 0|NEGATIF Negative IGRA HC 3
%0 1D 80 14220 69.4%  |17.7% 2.9%  |9868.68 2516.34 412.38 16.2 0.18 0.14|NEGATIF Negative IGRA HC 3
'81 1D 81 11110 47.3% 28.3% 1.8% 5255.03 3144.13 199.98 14.2 0.55 0.27|POSITIF Positive IGRA HC 2
:82 ID 82 4350 56.6% 35.0% 2.2% 2484.74 1536.5 96.58 16.8 0.46 0.51|POSITIF Positive IGRA HC 2
83 1D 83 8180 64.6% 27.4% 2.2% 5284.28 2241.32 179.96 13.1 2.29 2.15(|POSITIF Positive IGRA HC 2
4 1D 84 - 2+ 2+ 2 pos  |10660 76.90 8.10 290  |8198 863 309 1.6 TE 1
'85 1D 85 1+ 1+ 1+ 1 pos TB 1
&6 1D 86 10760 58.60% |36.80% |1.90% |6305.36 3959.68 204.44 13.8 0.78 1.5|POSITIF Positive IGRA HC 2
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NO D FOTO THORAX O0TANPA |1=ADA [1=ADA |VDR  |VDR  |VDR  [VDR  [VDRFOK1 |VDRBSM1-2[VDRAPA1 |VDRTAQL [MIF-173 |MIF-173 [VDR MIF

ATELEKTASI [EFUS|  |KAVITAS |rs2228570 rs1544410 |rs7975232 |1s731236 (CODE  |CODE CODE (1:TT, |CODE (1:TT,(rs755622 [CODE  |EXPRESSION |EXPRESSION

s PLEURA |0=TIDAK (:cc,  |(16G, 2:GT, 3:6G) |2TC, 3:CC) (1:6G,

1=ATELEKTA 0= TANPA | ADA 2TC, 3:TT) [2:GA, 3:AA) 2TC, 3:CC)
v - cic Ccoucgt VAMITAC
58 ID58 T8 Paru Aktif 0 0 ojcc GG GG Ll 1 1 3 1l6c 2 0.00093 0.41722
59 ID59 cc GA ar 1Ll 1 2 2 1)GC 2] 008614  47.59672
6o ID 60 TC GA 1) 1Ll 2 2 2 1)66 1 000538 115144
b1 ID 61 ) GA ar TC 3 2 2 P [< 1 102401) 015039
() ID 62 TC GG GG 1Ll 2 1 3 1)6 1 750328  0.33615
2 ID 63 TC GA GG 1Ll 2 2 3 1)6C 2)  0.00267)  29.87026
[ba ID 64 cc GG i i 1 1 1 Fl[< 1 0.00660 0.2877)
65 ID 65 TC GG GG 1Ll 2 1 3 1)66 1 0.0046 0.1865
66 ID 66 TC GA &t il 2 2 2 1)66 1  1485317)  0.16618
7 ID67 T8 Paru Aktif Lesi Luas 0 0 o[Tc GG GG il 2 1 3 Fl[E 1 000438 18079
e ID 68 TC GA 1) 1Ll 2 2 2 1)6C 2 3.29471)  0.66283
s ID69 cc GA ar TC 1 2 2 2|66 1 3776 0.00829
70 ID70 T8 PARU AKTIF LESI LUAS 0 0 o[Tc GG GG 1L 2 1 3 1|66 1| 000204  0.34125
n ID71__ TBPARU AKTIF LESI LUAS 0 0 o[TC GG 1l TC 2 1 1 2/66 1| 00677 2.43612
2] ID72 cc GG 1) 1Ll 1 1 2 1)6C 2 34234 1.0647
7 ID73 cc GG GG 1Ll 1 1 3 1|66 1 70.68327) 033157
7 ID74  TB Paru Aktif Lesi Luas 0 0 o[Tc GG GG 1Ll 2 1 E 1)6c 2] 210974 018986
:?5 ID75 T8 Paru Aktif Lesi Luas 0 0 o[Tc GA 1! TC 2 2 1 2/66 1 000642) 180101
76 ID76 cc GG 1) L 1 1 1 1)6c o TE ieosm
77 D77 TC GG GG 1Ll 1 1 3 1|66 1| 19.62778 0.14
78 ID78 TC GG 1) 1Ll 2 1 1 1)6C 2| 07437 0.34484
7 D79 cc GG GT Ll 1 1 2 1)6C 2| 000710) 259243
50 ID80 cc GA GT L 2 2 2 1)Gc 2 001938 029889
(N ID81 TC GG 1) TC 2 1 2 2/66 1| 2207353 127375
552 ID82 TC GG GG 1Ll 2 1 3 1|6c 2| 000832  0.00344

0.00936

83 D83 TC GG ar 1Ll 2 1 2 1)6C 2 0.01328
u ID84  TBPARUAKTIF 0 0 o[Tc GG GG 1Ll 2 1 3 1)6C 2| 002345 1.3969
&5 ID85 T8 Paru Aktif Lesi Minimal 0 0 oTT GG GG 1Ll 3 1 3 1|66 1 aajsedf ) -6.96847
(3 ID86 cc GA GG 1L 1 2 E 1/66 1| 009236  0.00836
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NO 1D RM UMUR JENIS KELAMIN (kode  (bb{kg) th(cm) |BMI STATUS GIZI  |RIWAYAT KONTAK HUBUNGAN DENGAN | HUBUNGAN KELUARGA YANG BTA (tertinggi)
jenis (KG/M2) KELUARGA YANG|MENDERITA YANG KONTAK kasus indeks
kelami MENDERITA TB yang jadi 1=+1, 2=42,

n sampel (KONTAK SEBAGAL...) 3=+3
el ki

Eﬁ? 1D 87 50|Laki-Laki 1 55 168| 19.48696( NORMAL ADA SUAMI ISTRI 3

EB 1D 88 77115 45|Laki-Laki 1 60| 130| 18.51852|NORMAL TIDAK ADA

'SS 1D 83 77036 45|Perempuan 2 40 154 16.86625|KURANG TIDAK ADA

30 1D 30 41|Laki-Laki 1 30.8 170] 17.57785|KURANG ADA SUAMI ISTRI 1

'91 D91 28|Perempuan 2 S5 155| 23.72529|OVERWEIGHT |ADA ANAK BAPAK 2

'92 1D 92 42|Perempuan 2 58 168| 20.54989(NORMAL ADA ISTRI SUAMI 2

'93 1D 93 77212 52 |Laki-Laki 1 50 167| 17.92822|KURANG TIDAK ADA

'94 1D 94 20(Perempuan 2 33 153| 23.49524|OVERWEIGHT |ADA ANAK IBU 2

'95 1D 95 77251 60(Perempuan 2 54 150 24|OVERWEIGHT |TIDAK ADA

'96 1D 96 24|Perempuan 2 47 149] 21.17022|NORMAL ADA ISTRI SUAMI 1

’97 1D 97 50|Perempuan 2 43 148| 22.37034|NORMAL ADA ISTRI SUAMI 1

'98 1D 98 34|Perempuan 2 65 150| 28.88889|OBESE CLASS| |ADA IPAR IPAR 2

]'99 1D 99 77350 49|Perempuan 2 52 153| 22.21368|NORMAL ADA IPAR

'100 1D 100 41 |Laki-Laki 1 57 167| 20.43817NORMAL ADA SUAMI ISTRI 1
5'101 1D 101 41|Perempuan 2 26| 157| 34.88985|OBESE CLASII |ADA istri SUAMI 1
3'102 1D 102 77391 47|Perempuan 2 65 150| 28.88889|0BESE CLASS | |TIDAK ADA

1'103 1D 103 77423 32|Laki-Laki 1 33 160] 15.23438|KURANG TIDAK ADA

5’104 1D 104 28|Perempuan 2 77 168| 27.28175|0OBESE CLASS| [ADA ISTRI SUAMI 1
iﬁ.OS ID 105 77479 29|Laki-Laki 1 64.9 165| 23.83838|OVERWEIGHT |TIDAK ADA

r'106 1D 106 77562 37|Laki-Laki 1 45 165| 16.52893|KURANG TIDAK ADA

5'10? 1D 107 72616 46|Perempuan 2 45 158| 18.02596|KURANG TIDAK ADA

i'IDS 1D 108 77270 47 |Laki-Laki 1 43 160| 16.79688|KURANG TIDAK ADA

]'109 1D 109 53 |Laki-Laki 1 60| 162| 22.86237|NORMAL ADA SUAMI ISTRI 1
'110 1D 110 7702 46|Laki-Laki 1 65 171] 22.22906{NORMAL TIDAK ADA

5’111 D111 20(Perempuan 2 42 150| 18.66667|NORMAL ADA ANAK BAPAK 2
5'112 ID112 54|Perempuan 2 34 158 21.63115|NORMAL ADA ISTRI SUAMI 1
|r|1'4 In112 22| Darammnuian 2 LY 1601 21 ARAIQ | MORAAAL ADA ISTR1 CILLARAL 2
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NO

HUBUNGAN DENGAN

HUBUNGAN KELUARGA YANG

BTA (tertinggi)

SEKAMAR/TIDAK

KODE

SINAR MATAHARI YANG MASUK

D LAMA TINGGAL DENGAN JUMLAH ORANG PERKIRAAN LUAS
KELUARGA YANG|MENDERITA YANG KONTAK kasus indeks  |PENDERITA YANG KONTAK | DENGAN PENDERITA [SEKAMAR (1) |YANG TINGGAL RUMAH [M2) DLM RUMAH (CUKUP/TIDAK
MENDERITA TB yang jadi 1=+1,2=+#2,  |TERSEBUT (<6 TERSEBUT TIDAK SERUMAH (1/2/3/4/ CUKUP/TIDAK TAHU)
sampel (KONTAK SEBAGA!...) 3=43 BULAN/>=6BULAN) (VA/TIDAK)) SEKAMAR (2) |>=5 ORANG)
E? 1D 87 SUAMI ISTRI 3|>6 BULAN YA 1 >5 6x7 TIDAK CUKUP
'ss 1D 88 >5 8x12 CUKUP
'ss 1D 89 >5 6x7 TIDAK CUKUP
50 D90 SUAMI ISTRI 1|6 BULAN YA 1 4 6x4 CUKUP
51 D91 ANAK BAPAK 2|>6 BULAN TIDAK 2 3 8x7 TIDAK CUKUP
52 D92 ISTRI SUAMI 2|>6 BULAN YA 1 3 ax17 CUKUP
%53 D93 3 ax17 CUKUP
N D94 ANAK 1BU 2|>6 BULAN TIDAK 2 >5(7) 8x12 CUKUP
5s D95 >5(7) 8x12 CUKUP
5 1D 9% ISTRI SUAMI 1/>6 BULAN YA 1 20 6X10 TIDAK CUKUP
57 D97 ISTRI SUAMI 1/>6 BULAN YA 1 6 10X10 CUKUP
9 D98 IPAR IPAR 2|>6 BULAN TIDAK 2 >5 (6) 10x15 TIDAK CUKUP
%59 D99 IPAR TIDAK >5 10x15 TIDAK CUKUP
"o D100 |SUAMI ISTRI 1/>6 BULAN YA 1 3 6x12 CUKUP
(o D101 |istri SUAMI 1/>6 BULAN YA 1 6 6X9 CUKUP
¢ 1D 102 3 6x12 CUKUP
Moz D103 >5 27x8
"o D104 |ISTRI SUAMI 1|6 BULAN YA 1 3 8x15 CUKUP
"o 1D 105 3 8x15 CUKUP
"os 1D 106 5 10x12 CUKUP
o7 1D 107 3 7x9 CUKUP
"os 1D 108 >5 6x9 CUKUP
"os D103 |SUAMI ISTRI 1/>6 BULAN YA 1 79 CUKUP
M0 D110 a 12x8 CUKUP
T ID111 | ANAK BAPAK 2|>6 BULAN TIDAK 2 >5 79 CUKUP
(o D112  |ISTRI SUAMI 1/>6 BULAN YA 1 2 9x12 CUKUP
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NO 1D MEROKOK (TIDAK PERNAH / YA, RIWAYAT MEROKOK RIWAYAT MINUM |ALKOHOL (YA, SERING/ YA, RIWAYAT NAPZA BATUK (1:|[HEMOPT (SESAK (1: |NYERI DEMAM |NAFSU BB 4
SAAT INI BERHENTI / YA, HINGGA | (1:PEROKOK; 2= BUKAN| ALKOHOL (1:PERNAH|KADANG-KADANG/ TIDAK iya, OE (1: iya, |iya, DADA (1: [{1:1YA, MAKAN |MENURU |
SAAT INI / TIDAK PERNAH ) PEROKOK]) | HINGGA SAAT INI, 2:(PERNAH 2:tidak) |2:tidak) (2:tidak) |IYA, 2 2:TIDAK) |BERKURA |N (1:iya,
PERNAH, SAAT INI TIDAK) NG (1: 2:tidak)

v DCDOUCAITIE 2= TINALY HYEY

VE? 1D 87 YA, HINGGA SAAR INI 1 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

VSE 1D 88 PERNAH SAAT INI BERHENTI 1 2|YA, KADANG-KADANG TIDAK PERNAH 1 1 1 1 2 1 1

’89 1D 89 PERMNAH SAAT INI BERHENTI 1 2[YA, KADANG-KADANG TIDAK PERNAH 1 2 1 1 1 1 1

90 1D 30 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'91 1D 91 TIDAK PERNAH 0 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'92 1D 92 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

’53 1D 93 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 2 2 1 1

'94 1D 94 TIDAK PERNAH 1 2|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'95 1D 95 PERMNAH SAAT INI BERHENTI 1 2[YA, KADANG-KADANG TIDAK PERNAH 1 2 2 1 1 1 1

'96 1D 96 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'S? 1D 97 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

VSE 1D 98 TIDAK PERNAH 0 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
]’99 1D 99 PERNAH SAAT INI BERHENTI 1 2|YA, KADANG-KADANG TIDAK PERNAH 1 2 1 2 1 1 1

’100 1D 100 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
3'101 1D 101 TIDAK PERNAH 0 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
2'102 1D 102 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 2 2 2
l'].03 1D 103 PERMNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 2 1 1
i'lM 1D 104 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
iﬁ.DS 1D 105 PERMNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
"'106 1D 106 PERNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 1 1 1
3'10? 1D 107 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 2 1 1
5'108 1D 108 PERMAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 2 1 1
]'109 1D 109 TIDAK PERNAH 0 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

’110 1D 110 PERMNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
3'111 1D 111 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
25_12 1D 112 TIDAK PERNAH 0 3[TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
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NO D SPUTUM [SPUTUM [SPUTUM |HASIL  [MGIT  [LEUKOSIT  |%NEU [%LUM  [%MON |[NEUTROFIL [LIMFOSIT  (MONOSIT |Hb IGRA IGRA TB2- |INTERPRETASI |KELOMPOK KODE
5 P s(2) SPURTUM |CONC TBI-NIL |NIL IGRA (KHUSUS KELOM
TERTINGG KONTAK) POK
1
E? D87 6020 51.5%  [31.5%  |2.6% [3100.3 1896.3 156.52 131 3.71 6.56|POSITIF Positive IGRA HC 2
38 1D 88 1+ 1 pos  |9400 78.90  |11.40 820  |7417 1072 771 1.7 8 1
89 1D 89 3+ 3+ 3+ 3 pos  |7940 73.20  |20.00 620  |s5812 1588 132 114 B 1
90 1D 90 8380 59.5%  [31.8%  |2.2% [4986.1 2664.84 184.36 15.6 10 10|POSITIF Positive IGRA HC 2
51 D91 5050 47.0%  |46.8%  |3.2% [23735 2363.4 161.6 12.2 6.49 4.93|POSITIF Positive IGRA HC 2
52 D92 4400 57.30% [36.70%  |2.30% |[2521.2 1614.8 101.2 8.7 0.03 -0.01|NEGATIF Negative IGRA HC 3
53 1D 93 1+ 2+ 2+ 2 pos  |7320 68.40  |19.10 10.00  [5007 1398 732 13.7 8 1
5a D94 6890 61.5% [33.4%  [3.1% [4237.35 2301.26 213.59 12.6 2.65 1.44|POSITIF Positive IGRA HC 2
55 D95 2+ 2+ 2+ 2 pos  |11840 68.90  [2430  |a70  |[s1s8 2877 556 121 8 1
56 1D 96 0.02 0.06|NEGATIF Negative IGRA HC 3
97 D97 7180 7% 41.60%  [1.70% [3374.6 2986.88 122.06 10.4 0.21 -0.01|NEGATIF Negative IGRA HC 3
58 D98 10510 72.90%  [19.30%  [3.10% [7661.79 2028.43 325.81 12.3 0.14 0.19|NEGATIF Negative IGRA HC 3
239 1D 99 1+ 2+ 2+ 2 pos  |14890 89.60  |2.70 6.80  [13341 402 1013 13.2 8 1
17100 1D 100 8200 54.30% [34.70% |8.30% |4452.6 2845.4 680.6 13.6 .86 5.24|POSITIF Positive IGRA HC 2
2o 1D 101 9560 71.60% [18.10% |a.60% [6844.96 1730.36 439.76 13.8 0.07 -0.1|NEGATIF Negative IGRA HC 3
30z D102 |1+ 1+ 1+ 1 pos T8 1
1103 D103 |1+ 1+ 1+ 1 pos B 1
51104 1D 104 6100 63.60% [31.10% [2.20% |3879.6 1897.1 134.2 116 0.11 -0.01|NEGATIF Negative IGRA HC 3
3105 D105 |1+ 1+ 1+ 1 pos T8 1
71106 D106 |2+ 2+ 2+ 2 pos  |18590 78.10  |4.60 16.90  [14519 855 3142 9.8 8 1
3No7 D107 |1+ 1+ 1+ 1 pos  |10460 80.70  |12.40  |540 [sam 1297 565 B8 1
310z D108 |1+ 1+ 1+ 1 pos 8 1
2109 1D 109 8200 69.40% [18.50% |5.80% |5690.8 1517 475.6 12.9 5.82) 4.71|POSITIF Positive IGRA HC 2
11110 D110 |3+ 3+ 3+ 3 pos  |5840 54.1 33 102 [3159 1927 596 14.2 B 1
i 1D 111 5450 40.40%  [46.90%  |5.20% [2201.8 2556.05 283.4 121 0.84 0.68|POSITIF Positive IGRA HC 2
3:112 1D 112 7710 57.60% [33.60%  |2.10% |4440.96 2590.56 161.91 13 10 10|POSITIF Positive IGRA HC pi
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NO D FOTO THORAX 0-TANPA [1=ADA  [1=ADA  |VDR VDR VDR VDR VDR FOK1 (VDR BSM1-2VDRAPA1 |VDRTAQL |MIF-173 |MIF-173 |VDR MIF
ATELEKTASI [EFUSI  |KAVITAS |rs2228570 |rs1544410 rs7975232 |1s731236 |CODE CODE CODE (1:TT, |CODE (L:TT,|rs755622 |CODE  |EXPRESSION |EXPRESSION
5 PLEURA |0=TIDAK (:cc,  |(1:6GG, 2:GT, 3:GG) |2TC, 3:CC) (1:6G,
1=ATELEKTA |0=TANPA [ADA 2:TC, 3:TT) |2:GA, 3:AA) 2:TC, 3:CC)
cic CCLict WAMITAC
EEJ ID 87 C GG i L 2 1 1 1|6c 2 0.00066, 0.0064
0.04287,
s D88 |TB Paru Aktif Lesi Luas 0 0 o|TC GG GG T 2 1 3 1|66 1 119328
GG 0.00157,
8 D89 |TBPARU AKTIF 0 0 o|TC GA i T 2 2 1 1 1 0.70022
0.05176,
90 1D 90 cc GG i L 1 1 1 1|66 1 0.00397,
b1 D91 C GG GT L 2 1 2 1|66 1 0.32282 0.01508,
(N D92 C GG i L 2 1 1 1|66 1| 78.22414 0.01614)
9 D93  |TB Paru Aktif Lesi Luas 0 0 o|TC GG GT T 2 1 2 1|66 1 0.00197, 2.8745
(n 1D 94 cc GG GG L 1 1 3 1lac 2 0.00348) 1.3856
95 D95 |TB PARU AKTIF 0 0 o|TC GG GT T 2 1 2 1|6c 2 1.00000) 0.58446,
6 ID 96 C GG GT L 2 1 2 1|66 1| 3691609 1.6283
57 D97 cc GG GG L 1 1 3 1|6c 2| 240.22805 1
(" ID 98 cc GG GG L 1 1 3 1|6c 2 0.00729 0.45169
1/99 D99 |TB Paru Aktif Lesi Luas 0 0 o|TC GG GG T 2 1 3 1|66 1 0.07685 2.82701)
00 1D 100 C GG i L 2 1 1 1|66 1 0.00310|  27.65456
o1 D101 C GA GT L 2 2 2 1|6c 2 0.20291)  63.34433
02 D102 |TB Paru Aktif 0 0 o[TT GG GG T 3 1 3 1|66 1 0.73631] 1.83236,
{103 D103 |TB Paru Aktif 0 0 o|TC GA i T 2 2 1 1lac 2 0.00779 0.8514
04 D 104 cc GG GG L 1 1 3 1|66 1 0.00741|  926.84662
o D105 |TB PARU AKTIF 0 0 o|TC GG GG T 2 1 3 1|66 1 0.67835 1.7261
o6 ID106  |TB PARU AKTIF 0 0 o|TC GA GT TC 2 2 2 2|66 1 0.01486, 4.02903
107 D107 |TB PARU AKTIF 0 0 o|TC GA GT T 2 2 2 1|66 1 0.00044, 2.41566,
108 D108 |TB Paru Aktif 0 0 o|TC GG GG 2 1 3 1|66 1 0.02622| 5593305
1109 1D 109 C GG GT cc 2 1 2 3|66 1 0.00529|  76.15842
10 D110 |TB Paru Atif Lesi Luas 0 0 o|TC GG GG T 2 1 3 1|6c 2 0.25722 2.59364)
i1 D111 i GG GG L 3 1 3 1lac 2 0.01078, 0.28332)
i D112 cc GG i Li 1 1 1 1|66 1 0.01473 3.57292
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NO D RM UMUR  |JENIS KELAMIN |kode (bb(kg) th (cm) |BMI STATUS GIZI  |RIWAYAT KONTAK HUBUNGAN DENGAN HUBUNGAN KELUARGA YANG
jenis (KG/m2) KELUARGA YANG|MENDERITA YANG KONTAK
kelami MENDERITA TB yang jadi
n sampel (KONTAK SEBAGAIL...)

A-Laki

113 D113 38 |Perempuan 2 55 160 21.48438 NORMAL ADA ISTRI SUAMI

'114 D 114 77833 48|Laki-Laki 1 55 165 20.20202| NORMAL ADA Orang Satu Rumah

'115 ID 115 77837 56|Laki-Laki 1 51 167| 18.28678 KURANG ADA Tetangga

'116 ID 116 77883 46|Laki-Laki 1 72 170 24.51349|OVERWEIGHT |TIDAK ADA

117 D117 78458 50|Laki-Laki 1 50 150| 22.22222 NORMAL

'118 ID 118 78454 44|Laki-Laki 1 45 155 18.73049 NORMAL

M19 ID 119 35|Perempuan 2 55 148| 25.10957|OBESE CLASS | |ADA ISTRI SUAMI

'120 1D 120 43|Perempuan 2 63 160| 24.60938| OVERWEIGHT |ADA ISTRI SUAMI

'121 ID 121 78492 19|Perempuan 2 37 150| 16.44444|KURANG ADA Orang Satu Rumah

'122 D122 24|Laki-Laki 1 65 165 23.87511|OVERWEIGHT |ADA SAUDARA SAUDARA, SEPUPU

'123 D123 1119 40|Laki-Laki 1 45 165 16.52893 | KURANG TIDAK ADA

'124 ID 124 41|Perempuan 2 36 148| 25.56611 OBESE CLASS| |ADA IBU ANAK

'125 ID 125 78740 28| Laki-Laki 1 42 160| 16.40625 KURANG TIDAK ADA

126 ID 126 50|Perempuan 2 70 154| 25.51594|0BESE CLASS | |ADA IBU ANAK

'12? 1D 127 78763 21|Laki-Laki 1 46 170 15.91696|KURANG ADA ORANG SERUMAH

'128 ID 128 39|Perempuan 2 48 148| 21.51381 NORMAL ADA ISTRI SUAMI

129 1D 129 78863 50|Laki-Laki 1 40 165 14.69238|KURANG TIDAK ADA

'130 1D 130 53|Perempuan 45 148| 20.54419 NORMAL ADA IBU ANAK

131 D131 78319 19|Laki-Laki 1 34.5 164.5) 20.14024| NORMAL ADA TEMAN

'132 ID 132 32|Laki-Laki 55 170 15.03114|NORMAL ADA SUAMI ISTRI

'133 ID 133 78991 30|Perempuan 2 47 145 22.35434| NORMAL ADA SAUDARA

'134 ID 134 39|Laki-Laki 1 54 165 19.83471 NORMAL ADA SUAMI ISTRI
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NO

BTA (tertinggi)

KODE

SINAR MATAHARI YANG MASUK

D HUBUNGAN KELUARGA YANG LAMA TINGGAL DENGAN  [SEKAMAR/TIDAK JUMLAH ORANG PERKIRAAN LUAS
MENDERITA YANG KONTAK kasusindeks |PENDERITA YANG KONTAK |DENGAN PENDERITA [SEKAMAR (1) [YANG TINGGAL RUMAH (M2) DLM RUMAH (CUKUP/TIDAK
1=+1, 2=+2, TERSEBUT (<6 TERSEBUT TIDAK SERUMAH (1/2/3/a/ CUKUP/TIDAK TAHU)
3=13 BULAN/>=6BULAN) (YA/TIDAK)\) SEKAMAR (2) (»=5 ORANG)

r113 D113 |SUAMI 3|6 BULAN YA 1 4 25%5 CUKUP

'114 1D 114 Orang Satu Rumah TIDAK =5 7%9 CUKUP

M1 ID115  |Tetangga TIDAK 9x12 CUKUP

M1s D116 4 25%5 CUKUP

17 1D 117 5 3x6 CUKUP

M1s 1D 118 5 7X15 CUKUP

M1 ID119  |SUAMI 2|>6 BULAN YA 1 5 7X15 CUKUP

M120 ID120  |SUAMI 2|>6 BULAN YA 1 5 3x6 CUKUP

'121 ID121 Orang Satu Rumah TIDAK =5 6x8 CUKUP

2 ID122  |SAUDARA, SEPUPU 1/>6 BULAN TIDAK 2 5 6x8 CUKUP

123 D123 5 5X5 CUKUP

M4 D124 |ANAK 2|26 BULAN TIDAK 2 =5 5X6 CUKUP

125 1D 125 5 5X6 CUKUP

126 D126  |ANAK 2|26 BULAN TIDAK 2 25 5X6 CUKUP

"7 ID127  |ORANG SERUMAH TIDAK =5 5X6 CUKUP

:123 D128 |SUAMI 3|6 BULAN YA 1 2 a%6 TIDAK CUKUP
129 1D 129 2 4%6 TIDAK CUKUP
:130 D130  |ANAK 2|>6 BULAN TIDAK 2 3

131 ID131  |TEMAN TIDAK 3

:132 ID132  |ISTRI 2|>6 BULAN YA 1 5 8X6 CUKUP

'133 ID133  |SAUDARA TIDAK 5 ax6 CUKUP

'134 ID134  |ISTRI 1|»6 BULAN YA 1 25 ax11 TIDAK CUKUP
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NO 1D MEROKOK (TIDAK PERNAH / YA, RIWAYAT MEROKOK RIWAYAT MINUM |ALKOHOL (YA, SERING/ YA, RIWAYAT NAPZA  |BATUK (1: HEMOPT (SESAK (1: |NYERI DEMAM |NAFSU BB ]
SAAT INI BERHENTI/ YA, HINGGA | (1:PEROKOK; 2= BUKAN| ALKOHOL (1:PERNAH |[KADANG-KADANG/ TIDAK iya, OE (1: iya, |iya, DADA (1: [(L:IYA, |MAKAN (MENURU |
SAAT INI / TIDAK PERNAH ) PEROKOK) | HINGGA SAAT INI , 2:| PERNAH 2:tidak) |2:tidak) (2:tidak) |1YA, 2 2:TIDAK) |BERKURA [N (1: iya,
PERNAH, SAAT INI TIDAK) NG (1: 2:tidak)
DCOUCAITI 2 TINAWK HFEY

113 1D 113 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'114 D114 PERNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1

'115 1D 115 PERNAH, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 2 1 1 1 1

116 1D 116 PERNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1

'117 D117 PERNAH, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 1 1 2 1 1 1 1

'118 1D 118 PERNAH SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 2 1

119 1D 119 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'120 1D 120 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

121 D121 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH

'122 10122 YA, HINGGA SAAT INI 1 1|YA TIDAK PERNAH 2 2 2 2 2 2 2

'123 1D 123 PERNAH SAAT INI BERHENTI 1 YA, SERING TIDAK PERNAH

124 D124 TIDAK PERNAH 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

'125 1D 125 PERNAH SAAT INI BERHENTI 1 TIDAK PERNAH TIDAK PERNAH

'126 1D 126 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

127 1D 127 PERNAH SAAT INI BERHENTI 1 1|YA, SERING TIDAK PERNAH

E.ZS 1D 128 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2

129 10129 TIDAK PERNAH 0 TIDAK PERNAH

:130 10130 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH & 2 2 2 2 2 2

131 D131 PERNAH SAAT INI BERHENTI 0 TIDAK PERNAH TIDAK PERNAH Y T Y Y Y Y T

3.32 1D 132 YA, HINGGA SAAT INI 0 2|YA, KADANG-KADANG TIDAK PERNAH 2 2 2 2

'133 1D 133 TIDAK PERNAH 0 TIDAK PERNAH TIDAK PERNAH

'134 1D 134 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
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NO D SPUTUM [SPUTUM [SPUTUM |HASIL  |MGIT  [LEUkosIT  |%NEU  [%UM  |%MON [NEUTROFIL |umFOSIT  [MoONOSIT  |Hb IGRA IGRA TB2- |INTERPRETASI |KELOMPOK KODE
s P 5(2) SPURTUM |CONC TBL-NIL  |NIL IGRA (KHUSUS KELOM
TERTINGG KONTAK) POK
I

[l D113 7790 43.60%  |38.40%  [10.10% [3785.94 2991.36 786.79 12.4 10 10|POSITIF Positive IGRA HC 2
14 D114 2 2+ 2 pos B 1
M1s D115 1+ 1+ 1 pos B 1
f1s D116 |2+ 3+ 3+ 3 pos  |7880 79.8 13.5 5.5 6288 1064 433 14.5 B 1
M17 D117 |1+ 24 24 2 pos  |13400 70.8 23.7 4 9487 3176 536 12 T8 1
M1z D118 |1+ 2 2 2 pos  [9370 94.7 2.8 14 8873 262 131 11.9 8 1
M19 D119 9430 53.90%  [|40.20%  [3.60% [5109.72 3810.96 341.28 12.9 0.02 0.01|NEGATIF Negative IGRA HC 3
20 1D 120 7080 59.70% [34.20%  [1.90% [4226.76 2421.36 134.52 13 0.09 0.72|POSITIF Positive IGRA HC 2
M1 D121 |- 1+ 1+ 1 pos  |11650 78.5 18.5 22 9145 2155 256 13.2 B 1
f22 D122 9330 46.80% |41.70%  [2.70% [4366.44 3890.61 251.91 15.6 2.22 10[POSITIF Positive IGRA HC 2
M23 D123 2+ 2+ 2+ 2 pos  |7570 63.4 30.8 209 [4799 2332 1582 10.3 B 1
124 D124 8410 65.40% [29.40%  [2.60% |5500.14 2472.54 218.66 12.2 0.04 0.54|POSITIF Positive IGRA HC 2
M2s D125 |1+ 24 24 2 pos  |7260 63.2 23 3.3 4588 1670 240 12.2 B 1
f26 D126 5440 32.70% |58.20% |1.80% [1778.88 3166.08 97.92 13.0 0.06 0.12|NEGATIF Negative IGRA HC 3
f127 D127 |- 2+ 2+ 2 pos  |7320 70.3 17.7 6.8 5146 1296 498 13.9 B 1
:123 D128 3260 64.10% [31.70% [2.70% |5935.66 2935.42 250.02 14.2 5.92 6.85|POSITIF Positive IGRA HC 2
129 D129 |1+ 3+ 3+ 3 pos  |15820 79.6 113 6.5 12593 1788 1028 10.1 B 1
:130 D130 8050 24.90% |48.10%  [2.90% |3614.45 3872.05 233.45 12.3 0.87 2.99|POSITIF Positive IGRA HC 2
131 D131 2+ 2+ 2+ 2 pos  |11530 7590 [17.8 5.1 8751 2052 588 9.2 B 1
:132 D132 7280 37.50% |52.50%  [2.90% |2730 3822 211.12 13.4 3.33 5.72|POSITIF Positive IGRA HC 2
133 D133 |1+ 2+ 2+ 2 pos _ |10110 78.60  [15.3 5.8 7946 1547 586 10.6 B 1
134 D134 6310 50.8%  [37.5%  [24%  [3205.48 2366.25 151.44 13.7 3.37 6.89|POSITIF Positive IGRA HC 2
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NO D FOTO THORAX 0=TANPA |1=ADA (1=ADA VDR VDR VDR VDR VDR FOK1 |VDRBSM1-2|VDRAPA1 |VDRTAQ1 |MIF-173 |MIF-173 VDR MIF
ATELEKTASI |EFUSI KAVITAS |rs2228570 |rs1544410 (rs7975232 (rs731236 (CODE CODE CODE (1:TT, |CODE (1:TT, |rs755622 |CODE EXPRESSION |EXPRESSION
S PLEURA |0=TIDAK (L:CC, (1:GG, 2:GT, 3:6G) |2:TC, 3:CC) (1:GG,
1=ATELEKTA |0=TANPA |ADA 2:TC, 3:TT) |2:GA, 3:AA) 2:TC, 3:CC)
cis cELic warnTas
r113 D113 cc GG GG T 1 1 3 2|GC 2 0.00626 0.0479
'114 D114 TB Paru Aktif 0 0 0|cc GG T T 1 1] 1 1|GG 1 0.00331 5.79915
'115 1D 115 TB Paru Aktif 0 0 0|TC GG GG T 2 1 3 1/GG 1 1.35774 1.60856
'116 1D 116 TB Paru Aktif 0 0 01T GA T T 1 2] 1 1|GG 1 0.00326 0.02839
'11? D 117 TB Paru Akfif Lesi Luas 0 0 0|TC GA T T 2 2 1 1/GC 2 0.00506 1.2282]
'118 1D 118 TB Milier 0 0 01T GG GG T 3 1] 3 1|GG 1 0.00370 1.37278
'119 1D 119 TC GG GT T 2 1 2 1/GC 2 0.00514 11.84203
'120 1D 120 cc GA LLI TC 1 2 1 2|GC 2 0.00539 0.01811
'121 D121 TB Paru Aktif 0 0 0|TC GG GG T 2 1 3 1/CC 3 0.00258 42,7582
'122 D 122 TC GG GT T 2 1 2 1/GC 2 0.14366|  242.92317
'123 D123 TB Paru Lama Aktif Lesi Luas 0 0 0|TC GG GG T 2 1 3 1/GG 1 1.63587 0.0339
'124 D124 cc GA GT T 1 2| 2 1/GG 1 0.00475 63.94433
'125 1D 125 TB Paru Akfif Lesi Luas 0 0 0|TC GG GT T 2 1] 2 1|GC 2 0.00265 0.05444
'126 1D 126 TC GG GG T 2 1 3 1/GG 1 0.01157 0.40247
'12? 1D 127 TB Paru Akfif Lesi Luas 0 0 0|cc GG GG T 1 1 3 1/GC 2 0.00815 0.10914
:128 1D 128 TC GG GT T 2 1] 2 1/GG 1 0.00329 0.29562
GG 0.00068
129 1D 129 TB Paru Akfif Lesi Luas 0 0 0|cc GG GG T 1 1 3 1 1 1.41857
:130 1D 130 cc GG GT T 1 1] 2 1|GC 2 0.01025 0.10197
0.00574
131 D131 TB Paru Akfif Lesi Luas 0 0 01T GG T 3 1 1 1/GC 2 0.00809
:132 1D 132 cc GG LLI T 1 1] 1 1|GC 2 0.01696 0.18749
0.00946
'133 1D 133 TB Paru Aktif Lesi Luas Disertai Cavitas di Paru Dextra 0 0 1|TC GG GT 1 2 1] 2 1|GG 1 0.25229
GG 0.00305
'134 1D 134 TC GA GG TC 2 2 3 2 1 0.21147
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NO

UMUR

JENIS KELAMIN

bb(kg)

tb(clr;ll

STATUS GIZI

1D RM kode BMI RIWAYAT KONTAK HUBUNGAN DENGAN |[HUBUNGAN KELUARGA YANG

jenis (KG/M2) KELUARGA YANG |MENDERITA YANG KONTAK
kelami MENDERITA TB yang jadi
n sampel (KONTAK SEBAGAL...)
Aslalki

L35 1D 135 22|Laki-Laki 1 55 170| 15.03114|NOEMAL ADA ANAK BAPAK

4

136 1D 136 27|Laki-Laki 1 41 150| 18.22222|KURANG ADA MENANTU MERTUA

"

137 1D 137 79611 36|Perempuan 2 46 155| 19.14672|NORMAL TIDAK ADA

r

138 1D 138 79667 55|Perempuan 2 34 140| 17.34694|KURANG

r

139 1D 139 37|Laki-Laki 1 49 155| 20.39542|NORMAL ADA KEPOMAKAN PAMAN

v

140 1D 140 79747 44| Laki-Laki 1 51 176| 16.46436|KURANG

r

141 1D 141 79750 A7|Laki-Laki 1 50 165| 18.36547|KURANG ADA TETANGGA

r

143 1D 143 25|Laki-Laki 1 102 179| 31.83421|CBESE CLAS Il [ADA ANAK IBU

r

142 1D 142 79875 59|Perempuan 2 53 158| 21.23057|NORMAL

v

144 1D 144 22|Perempuan 2 91 155| 37.87721|CBESE CLASII [ADA Cucu NENEK

v

145 1D 145 79912 54|Perempuan 2 40 150 17.77773|KURANG

r

146 1D 146 50|Perempuan 2 80 145| 38.04994|OBESE CLAS Il [ADA ISTRI SUAMI

r

147 1D 147 79941 60|Laki-Laki 2 55 167| 19.72104| NOEMAL ADA TETANGGA

v

148 1D 148 42|Perempuan 2 45 156| 18.49112|KURANG ADA IBU ANAK

"

149 1D 149 80130 22|Laki-Laki 1 41 160 16.01563|KURANG ADA Orang Satu Rumah

"

150 1D 150 38|Laki-Laki 2 63 160| 24.60938|OVERWEIGHT [ADA SUAMI istri

r

151 1D 151 43|Perempuan 2 58 150| 25.77778|OBESE CLASS| [ADA ISTRI suami

v

152 1D 152 80192 A7|Laki-Laki 1 49 160 19.14063 | NORMAL TIDAK ADA

v

153 1D 153 48|Perempuan 2 47.9 147| 22.16669|NORMAL ADA ISTRI suami

v

154 1D 154 39|Perempuan 2 70 155| 29.13632|OBESE CLASS| |ADA ANAK orang tua

v

155 1D 155 80176 33|Perempuan 2 50 154| 21.08281|NORMAL ADA TEMAN, TETANGGA

v

156 1D 156 60|Perempuan 2 73 153| 31.18459|OBESE CLAS Il |TIDAK ADA
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NO ID BTA (tertinggi) [LAMA TINGGAL DENGAN |SEKAMAR/TIDAK  |KODE JUMLAH ORANG PERKIRAAN LUAS  |SINAR MATAHARI YANG MASUK
kasus indeks  |PENDERITA YANG KONTAK |DENGAN PENDERITA |SEKAMAR (1) |YANG TINGGAL RUMAH (M2) DLM RUMAH (CUKUP/TIDAK
1=+1,2=+2,  |TERSEBUT (<6 TERSEBUT TIDAK SERUMAH (1/2/3/4/ CUKUP/TIDAK TAHU)
3=43 BULAN/>=6BULAN) (YA/TIDAK\) SEKAMAR (2) (>=5 ORANG)

[135 ID 135 1/>6 BULAN TIDAK =5 8x9 CUKUP
|

136 ID 136 3|>6 BULAN TIDAK =5 8x13 CUKUP

r

137 ID 137 =5 ax11 TIDAK CUKUP

r

138 ID 138 >5 8X9 CUKUP

r

139 ID 139 1/>6 BULAN TIDAK 2 >5 8X12 CUKUP

r

140 ID 140 =5 8X13 CUKUP

r

141 ID 141 TIDAK >5 gx12 CUKUP

r

143 ID 143 1|6 BULAN TIDAK 2 2 gx12 CUKUP

4

142 ID 142 2 gx12 CUKUP

r

144 ID 144 2|6 BULAN TIDAK 2 =5 gx12 CUKUP

r

145 ID 145 =5 gx12 CUKUP

r

146 ID 146 3|>6 BULAN YA 1 3 8x16 CUKUP

r

147 ID 147 TIDAK 3 8X16 CUKUP

r

148 ID 148 1|6 BULAN TIDAK 2 4 9x6 CUKUP

r

149 ID 149 TIDAK 4 9x6 CUKUP

r

150 ID 150 1|6 BULAN YA 1 4 5x7 CUKUP

4

151 ID 151 1|6 BULAN YA 1 10x15 CUKUP

r

152 ID 152 5%7 CUKUP

r

153 ID 153 2|=6 BULAN YA >5 8x17 CUKUP

r

154 ID 154 2|=6 BULAN TIDAK >5 3,75x10 CUKUP

r

155 ID 155 TIDAK 5 10x15 CUKUP

r

156 ID 156 =5 3,75%10 CUKUP
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NO 1D MEROKOK (TIDAK PERNAH/ YA, RIWAYAT MEROKOK RIWAYAT MINUM [ALKOHOL (YA, SERING/ YA, RIWAYAT NAPZA BATUK (1:[HEMOPT [SESAK (1: [NYERI DEMAM [NAFSU BB
SAAT INI BERHENTI / YA, HINGGA (1:PEROKOK; 2= BUKAN| ALKOHOL {1:PERNAH KADANG-KADANG/ TIDAK iya, OE (1: iya, |iya, DADA (1: [(1:IYA, MAKAN |MENURU
SAAT INI / TIDAK PERNAH ) PEROKOK)| HINGGA SAAT INI , 2:|PERNAH 2:tidak)  (2:tidak)  [2:tidak) [1YA, 2 2:TIDAK) (BERKURA (N (1: iya,
PERNAH, SAAT INI :TIDAK) NG (1: 2:tidak)
DEDUCRITL 2- TINAWK HYEN

r
3135 1D 135 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
136 1D 136 YA, HINGGA SAAT INI 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
3137 1D 137 TIDAK PERNAH 0 TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
4
1138 1D 138 TIDAK PERNAH 0| TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
r
1139 1D 139 YA, HINGGA SAAT INI 1 1|YA, SERING TIDAK PERNAH 2 2 2 2 2 2 2
r

140 1D 140 PERNAH SAAT INI BERHENTI 1 TIDAK PERNAH TIDAK PERNAH 1 1 1 2 2 1 1
=
1141 1D 141 YA, HINGGA SAAT INI 1 1[YA, SERING TIDAK PERNAH 1 2 2 2 1 1 1
i[143 1D 143 TIDAK PERNAH 0 3|YA, KADANG-KADANG TIDAK PERNAH 2 2 2 2 2 2 2
v
142 1D 142 TIDAK PERNAH 0| TIDAK PERNAH TIDAK PERNAH

4
3144 1D 144 TIDAK PERNAH 1 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
r
1145 1D 145 TIDAK PERNAH 0 TIDAK PERNAH TIDAK PERNAH

4
146 1D 146 TIDAK PERNAH 0| 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
r
3147 1D 147 YA, SAAT INI BERHENTI 1 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 2 1 1 1
4
1148 1D 148 TIDAK PERNAH 0| 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
4
1149 1D 149 TIDAK PERNAH 0| 3|TIDAK PERNAH TIDAK PERNAH 1 2 2 2 2 2 1
4

150 1D 150 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
4
151 1D 151 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
4
3152 1D 152 TIDAK PERNAH 0| 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 1 1 1 1
r
1[153 1D 153 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
ir154 1D 154 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 2 2 2 2 2 2 2
4
3155 1D 155 TIDAK PERNAH 0| 3|TIDAK PERNAH TIDAK PERNAH 1 1 1 2 2 2 2
r
156 1D 156 TIDAK PERNAH 0 3|TIDAK PERNAH TIDAK PERNAH 1 2 1 1 1 1 1
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NO 1D SPUTUM |SPUTUM [SPUTUM (HASIL MGIT LEUKOSIT %NEU YLIM %MON |NEUTROFIL |LIMFOSIT MONOSIT Hb IGRA IGRATB2- |INTERPRETASI |KELOMPOK KODE
s P 5(2) SPURTUM | CONC TBI-NIL  [NIL IGRA (KHUSUS KELOM
TERTINGG KONTAK) POK
I
F F F
135 1D 135 7730 54.4% 3L.4% 9.3% 4205.12 2427.22 718.89 13.8 -0.02 -0.05|NEGATIF Negative IGRA HC 3
L4
136 1D 136 6640 10.6% 46.2% 5.3% 2695.84 3067.68 351.92 15.6 0.2 0.61|POSITIF Positive IGRA HC 2
r
137 1D 137 1+ 1+ 1+ 1 pos 199590 814 15 3.1 16272 2999 620 14 TB 1
r
138 1D 138 1+ 1+ 1+ 1 pos 24150 86.9 7.9 4.4 20986 1908 1063 11.7 TB 1
4
139 1D 139 7410 58.0% 33.5% 2.6% 4297.8 2482.35 192.66 14.1 0.21 0.13| NEGATIF MNegative IGRA HC 3
L4
140 1D 140 2+ 3+ 3+ 3 pos TB 1
F
141 1D 141 - 1+ 1+ 1 pos 12280 59.5 19.2 12.4 7307 2358 1523 12 TB 1
L4
143 1D 143 9540 71.7% 15.1% 6.5% 7412.58 1440.54 620.1 15.2 -0.15 -0.2| NEGATIF Negative IGRA HC 3
=
142 1D 142 - 1+ 1+ 1 pos 8350 75.6 15.4 7.3 6313 1286 610 11.9 TB 1
| 4
144 1D 144 11690 58.9% 35.0% 2.1% 6885.41 4091.5 245.49 12.2 0.04 -0.08| NEGATIF Negative IGRA HC 3
r
145 1D 145 2+ 2+ 2+ 2 pos 17600 84.4 8 7.1 14854 1408 1250 10.4 TB 1
F
146 1D 146 8230 56.3% 34.7% 2.2% 4633.49 2855.81 181.06 135 6.12 4.97|POSITIF Positive IGRA HC 2
r
147 1D 147 3+ 2+ 2+ 3 pos 11820 66.4 24.2 8 7848 2860 946 12.9 TB 1
L4
148 1D 148 7920 634 304 3.5 502128 240768 27720 11.9 4.84 4.11|POSITIF Positive IGRA HC 2
r
149 1D 149 1+ 1+ 1+ 1 pos 5070 713 20.7 6.3 6467 1377 571 12.8 TB 1
r
150 1D 150 7630 51.70% |42.30% 2% 3944.71 3227.49 152.6 14.5 3.95 4.65|POSITIF Positive IGRA HC 2
F
151 1D 151 5400 53.60% |36% 3.7 2894.4 1944 19980 14.8 0.09 0.06| NEGATIF MNegative IGRA HC 3
L4
152 1D 152 1+ 1+ 1+ 1 pos 20190 93.2 5.3 14 18817 1070 283 13.1 TB 1
| 4
153 1D 153 7050 75.20%  |20.70% 1.70% |5301.6 1459.35 119.85 12.8 0.1 0.1|NEGATIF Negative IGRA HC 3
L4
154 1D 154 10060 81.70% |13.2 27 8219.02 132792 27162 135 0.21 0.18| NEGATIF MNegative IGRA HC 3
r
155 1D 155 - 1+ 1+ 1 pos 9520 66.8 24.4 6.9 6359 2323 657 13.4 TB 1
r
156 1D 156 1+ 2+ 2+ 2 pos 10900 58.8 3L3 3.3 6409 3412 360 13.6 TB 1
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NO D KODE |FOTO THORAX 0=TANPA |1=ADA [1=ADA  |VDR VDR VDR VDR VDRFOK1 (VDRBSM1-2|VDRAPA1 |VDRTAQL |MIF-173 |MIF-173 |VDR MIF
KELOM ATELEKTASI |EFUSI KAVITAS |rs2228570 |rs1544410 |rs7975232 |rs731236 |CODE CODE CODE (1:TT, |CODE (1:TT, |rs755622 |CODE EXPRESSION |EXPRESSION
POK s PLEURA (0=TIDAK [1:CC, (1:GG, 2:GT, 3:GG) |2:TC, 3:CC) (1:GG,
1=ATELEKTA |0=TANPA |ADA 2TC, 3:TT) [2:GA, 3:AA) 2:TC, 3:CC)

L cie coie vaviTas

135 1D 135 3 cc GA GT L 1 2 2 1 66 1 0.00031 0.16932

M36 1D 136 2 cc GA Gr 1L 1 2 2 1/GG 1 0.00427 0.39885

:13? 1D 137 1|KP Duplex Lama Aktif 0 0 0|TC GG GG I 2 1 3 1|GC 2 0.00462|  147.25926
0.00780

138 D138 1|TB Paru Aktif Lesi Luas 0 0 o|TT GG GT I 3 1 2 1/GG 1 0.05286

'139 1D 139 3 T GA GT TC 3 2 2 |GG 1 0.00696 0.17545

:140 1D 140 1|TB Paru Aktif Lesi Luas 0 0 o|TC GG I I 2 1 1 1|GC 2 0.00337 9.03031
0.00894

141 1D 141 1|TB Paru Duplex Lama Aktif 0 0 0|TC GG GG I 2 1 3 1/6C 2 0.6695

:143 1D 143 3 TC GG Gr 1L 2 1 2 1/GC 2 0.00340 0.31772
0.00104

142 1D 142 1|TB Paru Sanistra Aktif 0 0 0|TC GG GT I 2 1 2 1/GG 1 0.80904

M4 1D 144 3 TC GG GT 1L 2 1 2 1/GG 1 0.02619 0.62056

:145 1D 145 1|TB Paru Aktif Lesi Luas 0 0 0|TC GG GT I 2 1 2 1|GG 1 0.00718 1.0689

'146 1D 146 2 TC GG 1L 1L 2 1 1 1 &¢ 2 0.00215 0.46283

147 1D 147 1|TB PARU AKTIF 0 TC GA GT TC 2 2 2 2| 3 001838 17017762

Mag ID 148 2 TC GG GT I 2 1 2 1/cc 3 0.01061 0.3056

"lag 1D 149 1|TB Paru Aktif 0 0 njcc GG GG I 1 1 3 1|GC 2 0.10772 3.68093

) 1D 150 2 cc GG GT L 1 1 2 1/GC 2 0.00505 14211

GC 0.02570

151 1D 151 3 cc GG GG I 1 1 3 1 2 0.22532)

152 D152 1|TB Paru Aktif Lesi Luas 0 0 njcc GG GG I 1 1 3 1/6C 2 0.04754 1117292

Ms3 1D 153 3 cc GG GG L 1 1 3 1/GG 1 0.00645 0.56018

M54 1D 154 3 cc GG GG 1L 1 1 3 1/GG 1 0.00467 7.07716

s 1D 155 1|TB Paru Aktif Lesi Luas 0 0 njcc GG ar I 1 1 2 1/6C 2 0.00411 9.86947

Mis6 1D 156 1|KP Dextra Lama Aktif 0 0 0|TC GG GG I 2 1 3 1/GG 1 0.04590 0.14164
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LAMPIRAN 3. POSISI PRIMER PADA GEN TARGET

A. PEMERIKSAAN POLIMORFISME

1. VDR

SNP Primer Target

VDR rs2228570 F 5-AGC TGG CCC TGG CAC TGA CTC TGC TCT-3 267 bp
R 5-ATG GAAACACCT TGC TTC TTC TCC CTC-3

VDR F 5-AGT GTG CAG GCG ATT CGTA G-3 191 bp

rs1544410 R 5°-ATA GGC AGA ACC ATC TCTC AG-3’

VDR rs7975232 dan VDR | F 5-CAG AGC ATG GAC AGG GAG CAA-3' 500 bp

rs731236 R 5'-ACT TCG AGC ACA AGG GGC GTT AG-3'

MIF -173 G/C rs755622 F 5-CTG ACT TCT CGG ACA CCA CT-3' | 352 bp
R 5'-AAG GGT AAG GGG CCA TCT TC-3'

Homo sapiens vitamin D receptor (VDR), RefSeqGene on chromosome 12

NCBI Reference Sequence: NG_008731.1

FASTA Graphics
Go to:

LOCUS NG 008731 70495 bp DNA linear PRI 03-JUN-201
DEFINITION Homo sapiens vitamin D receptor (VDR), RefSegGene on chromosome 12.
ACCESSION NG 008731

VERSION NG 008731.1

KEYWORDS RefSeq; RefSegGene.
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https://www.ncbi.nlm.nih.gov/nuccore/NG_008731.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/NG_008731.1?report=graph
https://www.ncbi.nlm.nih.gov/nucleotide/NG_008731.1?report=genbank&log$=nuclalign&blast_rank=1&RID=MMGJK0C301R#goto209447082_0

SOURCE
ORGANISM

REFERENCE
AUTHORS

TITLE

JOURNAL
PUBMED
REFERENCE
AUTHORS
TITLE
JOURNAL
PUBMED
REFERENCE
AUTHORS
TITLE

JOURNAL
PUBMED
REFERENCE
AUTHORS

TITLE

JOURNAL

PUBMED
COMMENT

Homo sapiens (human)
Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.

1 (bases 1 to 70495)

Loughran G, Jungreis I, Tzani I, Power M, Dmitriev RI, Ivanov IP,
Kellis M and Atkins JF.

Stop codon readthrough generates a C-terminally extended variant of
the human vitamin D receptor with reduced calcitriol response

J. Biol. Chem. 293 (12), 4434-4444 (2018)

29386352

2 (bases 1 to 70495)

Sunn KL, Cock TA, Crofts LA, Eisman JA and Gardiner EM.

Novel N-terminal variant of human VDR

Mol. Endocrinol. 15 (9), 1599-1609 (2001)

11518809

3 (bases 1 to 70495)

Crofts LA, Hancock MS, Morrison NA and Eisman JA.

Multiple promoters direct the tissue-specific expression of novel
N-terminal variant human vitamin D receptor gene transcripts
Proc. Natl. Acad. Sci. U.S.A. 95 (18), 10529-10534 (1998)

9724737

4 (bases 1 to 70495)

Miyamoto K, Kesterson RA, Yamamoto H, Taketani Y, Nishiwaki E,
Tatsumi S, Inoue Y, Morita K, Takeda E and Pike JW.

Structural organization of the human vitamin D receptor chromosomal
gene and its promoter

Mol. Endocrinol. 11 (8), 1165-1179 (1997)

9212063

REVIEWED REFSEQ: This record has been curated by NCBI staff. The
reference sequence was derived from AC121338.6 and AC004466.1.
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https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=9606
https://www.ncbi.nlm.nih.gov/pubmed/29386352
https://www.ncbi.nlm.nih.gov/pubmed/11518809
https://www.ncbi.nlm.nih.gov/pubmed/9724737
https://www.ncbi.nlm.nih.gov/pubmed/9212063
https://www.ncbi.nlm.nih.gov/RefSeq/
https://www.ncbi.nlm.nih.gov/nuccore/AC121338.6
https://www.ncbi.nlm.nih.gov/nuccore/AC004466.1

PRIMARY

FEATURES
ORIGIN

61
121
181
241
301

361 ..

29161

This sequence is a reference standard in the RefSegGene project.

Summary: This gene encodes vitamin D3 receptor, which is a member
of the nuclear hormone receptor superfamily of ligand-inducible
transcription factors. This receptor also functions as a receptor
for the secondary bile acid, lithocholic acid. Downstream targets
of vitamin D3 receptor are principally involved in mineral

metabolism,

metabolic pathways,

cancer.

D-resistant rickets.

though this receptor regulates a variety of other

such as those involved in immune response and

Mutations in this gene are associated with type II vitamin

A single nucleotide polymorphism in the

initiation codon results in an alternate translation start site

three codons downstream. Alternatively spliced transcript variants

encoding different isoforms have been described for this gene. A

recent study provided evidence for translational readthrough in

this gene,

and expression of an additional C-terminally extended

isoform via the use of an alternative in-frame translation

termination codon.

COMPLETENESS:

REFSEQ SPAN

1-18898

18899-70495
Location/Qualifiers

ctggggcttg
agacatgagc
ctggtggtgce
attgcacagg
tgccataggc
aatatatcag
29161

taatatatat

aggatgtggg
tgggctactg
cctactcttt
actccttgga
atcatgaggc
ttgagtaaag

taatatgtat

[provided by RefSeq,
full length.

Jun 2018].

PRIMARY IDENTIFIER PRIMARY SPAN
1997-20894
1-51597

AC121338.6
AC004466.1

agcaggtggg
ggaatggagc
ctagggcagg
gctgttctgt
taaaagaacc
gccacaaaag

ttatatattt

aaagacaaat
cctggagcca
ctgagtctgt
tctgttctgg
ccccaaacct
caaacattgg

aatgtatata

accaaaagcc
gatggatttg
gtgcattcac
agcagtcaag
ggaaaatact
gtggatacat

ttatatatac

COMP

ccgaggaaga
gagtgaataa
ttctcatggce
atttctgaga
tgtgagtggt
tctgcctcag

attagagttt

263


https://www.ncbi.nlm.nih.gov/refseq/rsg/

29221
29281
29341
29401
29461
29521
29581
29641
29701
29761
29821
29881
29941
30001
30061
30121
30181
30241
30301
30361
30421
30481
30541
30601
30661
30721
30781

agcaagtata
agttcaaaag
tgcaccaacc
ctccgaggtce
gcttatctgc
tttgttttat
gggcctcatt
tgaaataaga
tcattgaaaa
ggcaggagga
tctcttattt
cctgtaatga
tgaaagcatt
gggatcagac
agctgcttcc
cttttcctceca
tgaaaacaca
ttaagtgtta
caggaacacc
ctggaatgac
agggtttctc
ggggcgttgg
agtgccagta
tcttccaatg
cagatgcaac
gggcgaatca
gcccaccctt

aatctagctg
taattgcgat
taatacatta
tgtgaccggg
accacttctt
tcatttggca
tgtaaagggg
cttaatgagc
gtagctcaga
aatggtaccc
ttcttctgac
cccttttgag
tcagggcagt
gcagcagaca
tgagaaggcc
agtatgaaat
attaattgta
ttgccaaaaa
aggggcataa
cagggcacct
tccacatgta
gcaggataga
gcatgaatgg
cagacagcgg
atctgaaacc
tgtatgaggg
gctgagctcc

tgaaagaaat
ctttgccatt
aggtttccag
attccctctg
tccecttggtyg
gtagtggttt
atgatgataa
tttgatattc
gcctcccaag
tggggtggag
aagaaggacc
gattcagata
ctgaggtatc
aagctggggg
ttcccaaagce
ccatctctag
taggactcac
aagggggggg
gcctattage
aaatcctcaa
ggtgctgagg
agcccctgac
gttcatgcat
gggcatgcag
aggcagctga
ctccgaaggce
ctggtggtgg

FOKI 5’ -agctggccct

30841 tgggtggcac caaggatgcc agctggccct
rs2228570 VDR RefSeqGene NG _008731.1:g.30920T>C

30901 cttgctgttc ttacagggat ggaggcaatg gcggccagca cttccctgec

tagcaatagt
atttttgatg
gaaaagaaaa
tccectttggg
tgaagctctt
ctagacatat
tagcatctac
cacaccctag
ggcccccaga
tgggttcttg
ctttgcctag
aaattgggag
ccagaatcat
cccagttttg
tgtgggcttt
atgataatgc
atgactcaga
aaatatcttg
cctgagcettt
ttccccececcac
ctgagggagg
ctggttcagg
atgatcctta
aggtgaacca
ttccaagcca
actgtgctca

gg999tggggg

ggcactgact
ggcactgact

gtcactatta
gccaaaacca
gctaaatgag
actgatgata
tggggaattt
cttaaggttt
accatgaagt
atcagagatc
atctgcctct
tctcttgttt
ggtcaaaggg

aactgggagg
ctctgagcct

gctaatgaaa
cgttccgtcet
ctgtttagaa
aggacattca
aaatgttgat
atggttgtga
cctcaagagg
actctcattt
tctgtgcctg
caccctggaa
ctaaacccaa
tgctctgagce
ggcctgggec
cggtgggatg

c-3'

ctggctctga

ctattaggat
caattacttt
gttagggaat
acatattctt
ttagaaagta
gggcctctct
ggtatgaagg
atgggcctag
gtcacccaag
cctggctttce
gtcactgaaa
cagtagggtc
gacagtagac
gagtcaagcc
gtctcttctce
aaaccatctc
aaataatgtt
tgtcttggta
ggagctgggg
aggagacctg
tccecttggag
aggcagagct
gtaaaacacc
attaacctga
cagctatgta
ctggggagat
aggctggggg

ccgtggectg

tgaccctgga
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30961
31021

31081
31141
31201
31261
31321
31381
31441
31501
31561
31621
31681
31741
31801
31861
31921
31981
32041
32101
32161
32221
32281
32341
32401
32461
32521
32581
32641

gactttgacc
cacttcaatg

ggctctcccce
gcatttttca
gagcaggagg
tctgactctc
cgcctgtaac
ctccctgttg
caagaacttg
gaaatggcac
ttgtcctggt
tcctgtttga
acagatgtga
gtgggaaagg
tattggagag
agcggtctag
atcaagtcca
ctcgececttgg
acttggggtc
gcaggcccag
aattgcctgt
ctcggggaac
cttgggcctg
ccaggtgaca
ctaatgagag
gaaaggcatg
ggatgtcctt
tccaccccect
...... 63300

ggaacgtgcc
ctatgacctg

agtggaaagg
catctccttc
gtcttggtga
ttggaaatcg
ccacagcctc
atgatcacag
gtttcagagc
ctcttgtcgg
ctgaaagcca
tcagggccag
aaggtgtggg
gatgaattgg
agagagagag
actggaggtg
gaggaggatg
gggcacagtg
tctctgtcaa
agtttcatgg
ttggcctggce
cagacaagca
aggtccacac
catggaccct
gggaatctaa
gtctggggtyg
gacatatcta
ctgctacata

ccggatctgt
tgaaggctgc
5’ -atggaaa
3’ -atggaaa
5’ -ggagaag
gagggagaag
cttacaatgt
gtggtatctt
ctttcctgag
ctacaccaac
cttcctcacc
ttgccttccc
gtcatcacga
accttggaac
tttctttacc
aaaagcactg
ggcaggaact
aatagcctga
gctatggcag
ctgaggtcgg
aattcaagtc
cacaagctcc
ccttgagcaa
actggctgcecce
gcatcgctgg
atcctgcagg
ttcctgccag
cgcacacctc
ctggccatgg
ggttttagtt
gtgttaatct

ggggtgtgtyg
aaaggcttct
caccttgcett
caccttgcett
aagcaaggtg
aagcaaggtg
ccatggaaca
cttttccectce
gttgctgtgt
ccacgtgtcc
caagagacag
atccaatcca
tctgtaccca
atccaggcag
aacacactcc
gaggttccca
gggaatcatg
aagaaggcag
ggctctaacc
cttggttgtt
caggcgcttg
tgattcacct
ttgctgggca
cgcttggcett
ctctaagtcg
gtgggccttc
gtcctctaac
agcgcctgcet
caataattta
aactcaacta
gaggattaat

gagaccgagc
tcaggtgagc
cttctce-37
cttctce-5'
tttccat-3’

tttccatgaa
tgcggcgctce
ctctcagctc
gggtctctgt
atccttccag
gcatgtcttt
aactgttcct
tatcttcacc
tgtcaggaat
ccttacatga
ttcaaagcca
agaaattagc
ccaaaacaga
atcaaatgag
gtctaaaccg
tgtgggactc
gccctectgece
gtggggtttc
cccggcagcece
tgttgctgca
tagagcccca
ttggggggct
tactaccatg
tgggatgtcc
atggcatgca
gagatgacat

cactggcttt
cctcctcecccea

gggagccctt
acagccacag
cagatgttcc
ctttccatta
agtgaacctc
ggggaaagcc
tggaacaagg
caaggactgt
gtacctgcat
gcccaggatt
gggtgggagc
atttggcatg
tcttctgtcet
gaaagcacaa
gagtgctctc
ttactcaagg
tcaggaatca
tgtgggtgct
tactctccag
tttgccaatc
gttgtgtgtc
gccttgagtg
aaacccatca
ttgctcaaat
tgtattgata
gtaaaaaagt
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63301
63361
63421
63481
63541
63601
63661
63721
63781
63841

ccttcaccat
gtgacgtgac
attctggctc
accaacaggg
ctcagctctg
attgagcccc
catgtcctgc
ctcagggacc
aacctgaagg
tgcagagccc

ggacgacatg
caaaggtatg
cacccgtcect
agagaagggc
cccgcagtac
tcatcaagtt
tcatggccat
tggggagcgg
gagacgtagc
ctgtggtgtg

tcctggacct
cctagactcc
ggggtttggc
gagggtcaga
ctggccattg
ccaggtggga
ctgcatcgtc
ggagtatgaa
aaaaggagac
tggacgctga

gtggcaacca
acctcctggg
tccaatcaga
cccatggggt
tctctcacag
ctgaagaagc
tccceccaggta
ggacaaagac
acagataagg
ggtgcccctce

NG_008731.1:g.63980G>A (rs1544410)

BSMI (2)F 5'-agtgtg

63901
63961

gcagagtgtg
gggccacaga

complementnya

64021

64081
64141
64201
64261
64321
64381
64441
64501
64561
64621

tcaacattcc

gatggttctg
gatggttctg
acctcttccg
accttgggga
gctagtggcc
ctcctctacc
ttgagcacct
cacaggctcc
aattcctaac
agaaggaggg
tttggaggaa

caggcgattc
caggcgattc

caggcctgcg

tgttatttga

cctat-3"->

cctatatagt
ctggttagag
catgatgtcg
tgtgcccagg
cctgcccagce
attaggtacc
tctcccatga
aaggcaagag
aagctgacgt
gaccttttaa

gtag-3’ (63905-63924)

gtagggggga
cattcccaat

ggtttcttgce

ttctgaggaa
actcaggctc

gggcagggta

reversed 191 bp

ttacctgatt
gtgagaagag
gtgatgaggt
gatgctttcc
cagccttctc
aggcactatg
agcttaggag
ttttaaaaat

ggtctgggct
gctgttatcc

gattttggag
ggagaaaagg
ccaaagaggg
tggactggag
tcattcattc
ctaggtactg
gaaacattaa
aaagtaagtg
acagaggtag
aaaggatcag

agactacaag
gagtcttttt
tacatgggag
tggaggtggg
ccggacacag
tgaacttgca
tggggccagg
ctgctgaggg
aaatacctac
actgccctta

taccgcgtca
cagctcccag
ggagttaggc
tgggcggcte
cctggagctg
tgaggaggag
cagggaggag
ccagctgggce
tttgctggtt
gctctgcctt

intron 8 191 bp

ctagataagc
tgctcttgcecg
BSMI (2)

caaaactttg

gcaatgtgca
ccgaagagga
gcggccctgce
gctcaaggaa
atccacttag
gggttcagca
acaaatgtta
atgctacaga
agtgttgcca
taagagtctg

agggttcctg
tgaactgggc

R 5’ -ataggcagaaccatctctcag-3’
3’ -tatccgtcttggtagagagtc-5' >

5’ -ctgaga
gagcctgaga

gtgacccttg
agttattgtg
ctcagcctgt
tggagatggg
caacaattta
gcaaatggga
tttaattatt
agggtagaat
ggaatggcct
gcaaagatag

(64095-64075)
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64681

64741
64801
64861

64921
64981

65041
65101
65161

65221
65281
65341
65401
65461
65521
65581
65641
65701
65761
65821
65881
65941
66001
66061
66121

ccaag

//

cagagcagag

cgcatcggga

gggccaggtyg
ggagggcttt

ggggtgctgce
ccagctgaga

caggacgccg
atccgctgcecce
ctagccgacc

cagcctgagt
tcctgactag
caggcccggg
cctctgcecac
cctgcgggcet
caaagaaacc
cctccaccgce
tccattcctce
cgcctagtgg
ccccacccece
agctgtggtg
gagagaccca
cctgtcacca
ctccttccac
ccgacctcgt
gtcctccteg

ttccaagcag agggagcaca gatgtgaagg ctggtggcca gagagcatgg

Apal F 5’'- cagagc atggacaggg agcaa

(64765-64785)

cgctgaggga tggacagagc atggacaggg agcaaggcca ggcagggaca
cgcccatgga aggacctagg tctggatcct aaatgcacgg agaagtcact
ggggccaggc agtggtatca ccggtcagca gtcatagagg ggtggcctag
rs7975232 VDR RefSeqGene NG _008731.1:g.64978G>T
cgttgagtgt ctgtgtgggt ggggggtggt gggattgagc agtgaggggc
gctcctgtge cttcttctect atcccececgtge ccacagatcg tcctggggtg
rs731236 VDR RefSeqGene NG_008731.1:g.65058T>C
cgctgattga ggccatccag gaccgcctgt ccaacacact gcagacgtac
gccacccgcce cccgggcagce cacctgcectct atgccaagat gatccagaag
tgcgcagcct caatgaggag cactccaagc agtaccgctg cctctcecttce

Apal R 5’'- acttcgagcacaaggggcgttag-3’
cttgtgctcg aagt-3’-> reverse complement

5’ -ctaacgccc
gcagcatgaa gctaacgccc
gacagcctgt ggcggtgcecct
gctggcggct actcagcagc
ctccecctatce cacccagcecc
tttcceceggt cccttgagac
caagtggggg cagagggcag
tgcctaagtg gctgctgact
agggacagag acacctgcac
ggtctcccte tcecctgcectac
ttcagtgccc accaacatcc
aggtgggttt tcttcccatc
aggaggaaaa acagacaaaa
agctcacagt tcctcgccecct
ggatccatgt agcaggactg
cctcccecectg ccagtgectt
gatcaccgag agtagccgag

cttgtgctcg
gggtggggct
cctcctcecacc
attctctctc
ctcagccatg
aggctggagg
gatgttgagg
ctccccecccac
tcacgataaa
cattgccctg
actggagcac
acagcctcac
gggtctaagg
aattgtcccc
acctcctgcc
agcctgctcc

aagtgtttgg
gctcctccag
ccgtctgggg
ctgtccaacc
aggagttgct
cagggccttg
gaacagacag
tgcaggcccc
taatcggccce
gttatattct
caggcacgaa
agaagaatat
ggttggttga
agtttgcaga
caggagagcc
cccaccccect

(65264-65242)

caatgagatc
ggccacgtgce
ttcagccccet
taaccccttt
gtttgtttga
cccagagatg
gagaaatgca
gcttgtccag
acagctccca
cacgggcagt
cccacctgcect
gacagctgtc
ggtggaagcc
aaagcacctg
agccctecect

ccccagggga..70495

intron 8 500 bp

500 bp
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2. MIF

rs755622

C=0.25485 (7991/31356, GnomAD) (+ 12 more)

Current Build 154
Released April 21, 2020

Organism Homo sapiens Clinical Significance Not Reported in ClinVar
Position chr22:23894205 (GRCh38.p12) @ Gene: Consequence MIF-AS1: Non Coding Transcript Variant
MIF : 2KB Upstream Variant
Alleles G>C S -
Publications 75 citations
Variation Type SNV Single Nucleotide Variation /MitVargn
Frequency €=0.254635 (31974/125568, TOPMED) X
C=0.30544 (24010/78608, PAGE_STUDY) Genomic View Seers on genome

SNP

Primer

Target

MIF -173 G/C rs755622

F 5'-CTG ACT TCT CGG ACA CCACT-3'

Homo sapiens macrophage migration inhibitory factor (MIF), RefSeqGene on chromosome 22

Sequence ID: NG_012099.1 Length: 7845 Number of Matches: 1

Range 1: 5006 to 5025 GenBank Graphics

Score Expect Identities Gaps
40.1 bits(20) 0.80 20/20(100%) 0/20(0%)

Strand
Plus/Minus

Query 1 CTGACTTCTCGGACACCACT 20

ILLLLLLLLELLEE L
Sbjct 5025 CTGACTTCTCGGACACCACT 5006

R 5'-AAG GGT AAG GGG CCATCT TC-3..

352 bp
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Homo sapiens macrophage migration inhibitory factor (MIF), RefSeqGene on chromosome 22
Sequence ID: NG_012099.1 Length: 7845 Number of Matches: 1

Range 1: 4674 to 4693 GenBank Graphics

Score Expect Identities Gaps Strand
40.1 bits(20) 0.80 20/20(100%) 0/20(0%) Plus/Plus

Query 1 AAGGGTAAGGGGCCATCTTC 20

Sbjct 4674 AAGGGTAAGGGGCCATCTTC 4693

Homo sapiens macrophage migration inhibitory factor (MIF), RefSeqGene on chromosome 22

NCBI Reference Sequence: NG_012099.1

FASTA Graphics
Go to:

LOCUS NG 012099 7845 bp DNA linear PRI 25-MAY-2020

DEFINITION Homo sapiens macrophage migration inhibitory factor (MIF),
RefSegGene on chromosome 22.

ACCESSION NG 012099

VERSION NG 012099.1
KEYWORDS RefSeq; RefSegGene.
SOURCE Homo sapiens (human)

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.

COMMENT REVIEWED REFSEQ: This record has been curated by NCBI staff. The
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ORIGIN

61
121
181
241
301
361
421
481
541
601
661
721
781

reference sequence was derived from AP000350.1.

This sequence is a reference standard in the RefSegGene project.

Summary: This gene encodes a lymphokine involved in cell-mediated
immunity,
the regulation of macrophage function in host defense through the
suppression of anti-inflammatory effects of glucocorticoids. This

lymphokine and the JABl protein form a complex in the cytosol near
the peripheral plasma membrane,

role in integrin signaling pathways.

20087 .

cacccaccca
cccttgttac
ttgaagacaa
gtggtccagg
atgtctagcc
ccccagaccce
tctcctagcece
ccagggccag
gggatccagg
attctcttgt
cttgttggga
atatccacct
tgcccagggt
caatgttcag

immunoregulation,

gccggaattg
gcagggagcc
ggaagggcag
gtgggagctg
catgtagctg
cagacccagt
cgaatccctc
gggacagggc
cggcgctcac
atttgttctc
cccagatcac
agggtccact
tgtgaggatg
ggataacatc

gctctggcca
cctcagttag
tgcagagagg
acctgcctct
gagaggagtc
gtggcctctce
cctcatttgce
cccgceccatce
aaggatctgg
atcctctcct
tctgtgcctce
acatccagag
gcggtggtcce
tatggagggc

and inflammation.

which may indicate an additional

ctctgggagg
ggagaggaga
ggtgagagag
gctgagactg
acagccatgc
cccacctccce
taattaccag
tggcaggctc
gcttgcacag
ttcttggacc
agctgaatca
gcttccgect
ttaccttgca
tttctatgta

gcggggtggg
cagggtctca

ccagactggg
cgttccaggt
tcccecagetce
agagcatgtg
gacctacatg
aagttggctg
cctccaaagg
ctctgagtct
tttttcecctt
cagtccttgt
aaacagtctc

tcaggaccat

It plays a role in

[provided by RefSeq, Jul

ggttgcaagt
ggacaggacc
tttctagggg
gtgagcattg
cagcccacct
gtcaagcccc
tcccagcettce
cctggctgcc
gctgttgtcc
ctggttccct
cagtttacac
cctcaggctg
ccagtgacaa

tctgagtatc
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841

901

961
1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921
1981
2041
2101
2161
2221
2281
2341

ttccaagtgt
ccctgttgta
aactggaatg
cgctgcgtcet
agagtgctca
ttttattgag
tggagctcag
attctgcagg
gactctgccc
ttctcagcta
tgcacgcgca
ccatgaaaat
gctggatgtyg
ggggcagtga
cagcagccat
gtgtccctat
aatttttagc
tccggcecgtga
tgaagggaca
ccttgtggtt
cgagtgtttc
agttcatgtg
agatgcataa
taggttccag
ctgcctacca

tgtccccact

tagctccttt
catatgagag
gccaggagta
gggacctcgc
tgggaagtgt
gaggccttta
cttgagccag
tagcagggaa
ggggagccca
ctctagcttc
cacacatgga
gcttcctcag
ctgggatggg
accttctaac
gcctgccaat
gggtcccaag
agcttcaaac
catgactagg
agggaaaaat
gtaccatgag
tcttgcttgg
attagattgg
tcctaattgce
ggattagtgc
cggaggtaag
gggatggagt

aatcctggaa
actgagtaaa
gacctggtga
ctggtacctg
agtctagagt
ggccacccga
cgctcttcag
tcattgaaga
ggctcctgtc
ataggctcat
cacacacaca
aggcctaggg
gtgggagatg
gaacagatct
gcctcctage
gtgtattatt
aacacgcatt
tcttctgtgt
ccacttccaa
gtctctggtc
aatctggcac
gtgtacccag
atctgtgaag
ttgtcctccce

gggtcaggag
ttaccgccta

aggaccccat
agccggtggce
ccatggaccc
aggtccgtgg
ctgtgtgcett
ggggtccaga
gggtcgtgtt
ttagagagaa
tgggtgcaca
agtgcatgtg
cacacacaca
gtgaggaagc
aggtggccac
gggatgctgc
gcatttgtcc
ttttttttgce
tattatctca
aaggactcgc
gttcaatctg
cccttcatct
tctagctgga
atgctccatg
tgctttttgc
cctgctattce
gtatgcatac
gacatgcagt

gaaattagta
ttgtccaggg
cagaccttga
cgcgetggtg
cctgatctcc
gtgaccctgt
ctgcccccat
tcaaacacct
ctccagggcet
agcactcatg
ccgctgtett
tgaggtgagt
acctgggtgg
catgaggagg
atggttagcg
tcttataata
cagtttctgt
atggccaaag
gttgtgagca
tcaaagccgg
gaaaattatc
ctaatctccc
caggtaacat
tttagtgggc
agcaatgccc

cttaactcag

cttttattac
tcacacagct
tcactgcaca
ctgatcattc
ttgatctcca
ggattagcag
tctctggttc
ggagagagat
agatggtgac
tggacacacg
tggaatcaga
tgtgcctcca
caggaactct
aagagggagt
gataattatt
aatcaacaca
gggtcagtag
tcaaggtatc
gaattcagtt
taatggacat
tgcttttaag
tattatgcac
ggcatacttg
agggggtcat
aaaaagagac

aaatatggag
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2401
2461
2521
2581
2641
2701
2761
2821
2881
2941
3001
3061
3121
3181
3241
3301
3361
3421
3481
3541
3601
3661
3721
3781
3841
3901

atagcctcga
ccgggggcett
atgagggaaa
ccatggtact
cacagggacec
tgtcattggc
gtcatcccca
tcatatcact
tggggagggt
gaggaaagaa
aaacttgaga
atatttaagg
aagtttattg
gtttctggtc
gctattaggc
aatggtggtg
ccctttgtta
gcttgctggce
tggctcttca
cagggagtcg
agcagtccac
ctaggcggta
attttactgg
agtggacact
gacatggtat

accaggaggg

aggacaggac
tcccaaggaa
atgtgggcaa
gaaggacagt
gggttacccc
atttaggcca
aattacagat
tctttgggta
acaaggagat
acaccaaggg
ggggcttctg
gttttggagg
cggggatgga
agagaagggt
tgatattttc
tttgttcaag
tggtaacaac
gaggctgcac
gtcttctgcce
gggctaactc
catagggaag
gttcagggaa
caggtgatga
cagtcagctg
ggagtgccat
aaagagtctg

aggtactggg
ctaaggctga

actggatttc
gcgccataac
agggccttgt
cttggtgctc
ggggaaagtg
cccttctaga
gacaagtggc
tggctcgaca
gccaagttag
gggttcttat
atgtctctgg
ttatcttagg
gggctggatt
atggcaatgc
ctgagattgg
cttgtcattc
tggagtgact
tgctgcctgg
tcacagtggt
tggagagaag
ggtgtaggag
ctgtcagcgce
cagttaggga
gggcccagcet

cacgtgtggg
gccaagaact
agaaccaacc
tcagagaacc
gacagtacta
ataacacctc
agccaaatgt
aggatgaggc
tcagaggctg
gtcaacaagg
gtcagagcca
cataggttct
tcagaaggga
gttggaatgt
taggcggcett
tcctgctecg
caggggctca
aggttcacag
tatgtaattc
ggctggaaac
ccaggccaaa
tgggaataaa
gacaagtcat
ctgggactta
gccctgggca

gcaggaacca

aatggaccaa
gaaggatgag
cccaaccctg
agggagggtt
cccctagtat
tatgtcaggt
ccatgctagt
tgactgccac
tcctggctat
acaggtttat
cactctctta
gaatgtttct
ggctgtctcc
ttctggttat
ttaattaagg
tcactggcca
cctccagggg
ggcacaggtc
tgctcagctt
agactcctcc
ggggatgcag
gggatagtga
acatttggac
ggggagtgcc
caggtaagag

atacccatag

gccaggtgct
ttggagtcag
gagccaggag
ggcggaggcet
cagaggagac
gaacactatt
aagaggcaaa
tggaaacagc
aagaattaaa
tttggaaaac
caaactaagg
gtgtgaggga
gggttggcat
gctgacatta
gggaacttag
ggtaaggcaa
cagctcatgt
aaccaggccc
tcatagggca
cttgaggagc
gtagtgtaga
aaggaagcat
tttacagagc
cctggctgga
aaggtgtgac
gctatttgta
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3961
4021
4081

4141

4201
4261
4321
4381
4441
4501
4561

4621

4681
4741

4801

taaatgggcc
atgggtgtcc

cagagaccaa

ctgccttgtc
5
ttcattcagce
agtttaccat
acacggtgga
gagaagggga
ttcggtgcct
atggtgattc

Caaacacaca

ggaggtacag

aggggccatc

atggggcctc
ttcctatatc

ggacaggacc

ctcttcctgce

agtattagtc
tagtggaaaa
cctgactagg
gctgagcacg
cccagcatcc

gcaggggcag
agctcacgca

gggctcagtg

ccagctggag gctggctggt
acatggcctt cactgagact
tccctggaaa tctctgagga

rs5844572 NG_012099.1:

gccacgaggg tcccacaggc
ggtatatgga ttgcacctat
cctggcctgt gatccagttg
g.4186_4187insATTC

1 2 3 4

ttcacccatt cattcattca

tatgtcatgg cttatcttct

aatgtctctt
gacatttaag
gtgtggcttc
tttgaaccac
tatcctcttt

ctcccectcete

tgcgggactg

cgtgcagtgg

gtatgcctgg
aaattcacca
cctgaggagc
tgaacctgct
aaagagcagg
acctgccgceg

gagcccttga

aatgaactgg

ttc-3" 4674-4693 352 bp

aggggccatc ttccgggttc accgccgcat ccccaccccce

ctaacatcgg tgacttagtg aaaggactaa gaaagacccg

cacctgctag
agggctctat
tgaagttgcc
ctggacctcg

ggttcaggga
atgactaccc

ggacatgtgg

R 57

gcttcatctc

ggcacagcgc

aggcgaggcc

rs755622 MIF RefSeqGeneNG_012099.1:g.4828G>C

gatttctagc cgccaagtgg agaacaggtt ggagcggtgc gccgggctta

atggtccccg
gagaggccat
cagaggccca
cctccttecce
agttccctgg
cgccccatcet

CCcCaaagaca

— aagggta

tggaagggta

ctcctggcga
ggaacaggcc

gcggcggttyg
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4861
4921

4981
5041
5101
5161
5221
5281
5341
5401
5461
5521
5581
5641
5701
5761
5821
5881
5941
6001
6061
6121
6181
6241

ctggaggaac
ggtgacttcc

gtggcgtcac
gcggccgegg
ccgatgttca
gagctcaccc
acaggaagag
tcctgaacgg
gttcggggcece
gcggtgcacg
ctctgcagcecc
ctgctgtgcg
¢ggaggggcyg
gtccggcectce
tgggctggaa
ctccacccgg
gggagaaata
attggtgcag
agggccgggt
tcctacgcetce
aggagaagtt
ggaatccgtt

gggggaggag
cagccccacce

gggcggagtce
ccactcgggg

gcccagggtce

cggagccgca

F 5" - ctgac

aaaaggcggg
cgcgtgcecgtce
tcgtaaacac
agcagctggc
gggggtgccece
agctgggggg
cgacgaggtc
tggtcccgga
tgcacagcat
gcctgctggce
ggggaggggc
ctccceccececege
caactccacc
gaacccgccg
aacggtttag
agccgggata
tgctctcctce
ctaacagagg
ggcactctgc
gtacctaggg
gagttggagt
ttccececagece

agtgg
accacagtgg
tgtgcctctg
caacgtgccc
gcaggccacc
accggacgag
€ggggcgggyg

gctggggcgg
ccagctcatg

cggcaagatc
cgagcgcctg
ggcggcgcege
agggtctaca
ttcgcctaag
cacgctgtgt
agactaggag
ttggggagcg
cgaacctgct
agccccagtg
cctgggctgce
ccaccacgtg
tgggaggagt
ttcttgttgg

ctgccctgeg
gcctcgeggg
ttctcggaca
tgtccgagaa
tgtccgagaa
cgcgggtctc
cgcgccteccg
ggcaagcccce
gggttccgeg
ggaggacggt
gctgaccgcg
gccttcggceg
ggcggcgcege
cgcatcagcc
ggccaggccce
tcaactatta
agccgcaggyg
tctaggcccg
tgcctcgggg
aggtcgggaa
gttcgggagc
tctttccatt
agactcggga
gggtgctgga
ccgaggtctt
gcagagggta

ggggtcgagce
ggcggggcect
ccact -3’
gtcag
gtcaggcacg
ctggtccttce
tgccggacgg
cccaggtttg
ctgggagctg
ggctcgggcec
ccctttecte
gctccagcga
agaaccgctc
cggacaggta
gggactgagc
cgacatgaac
acccacgctg
cccaccccaa
ttccttggcet
cggtgttggg
ccttttgtcce
ctatggcgta
tctaaggcgce
ggtgagccga
ctaggcctag

gccagaggac

cgaggcaggce
ggcgccggeg

5025-5006

tagctcagcg
tgccatcatg
gttcctctcce
ccgggagggyg
gggaggcgac
cgaagtggac
gcagtacatc
gccgtgegeg
ctacagcaag
cgcggagtcg
cacccgctga
gcggccaatg
tctgcgctgg
ccttctggtg
tgcgggagga
ggcgggggtce
agcctgtccc
cgaagggatg
tctgcccgcece
ccacggaaga
acctttctct

agaaagatcc
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6301
6361
6421
6481
6541
6601
6661
6721
6781
6841
6901
6961
7021
7081
7141
7201
7261
7321
7381
7441
7501
7561
7621
7681
7741
7801

cacccagagc
ggtgggtggg
gccttgggtt
aaattgggcg
gtaaaacctt
aggtggaggt
tccagtcccc
aagagcaatg
ggagtctgga
agcaaggccce
agtgagaggg
ggatggctcc
gtttccttcect
tatcacatcc
gctttgccca
cccaccaagc
ctgtgtcaca
tcatttcaca
atgccccecctg
gatgggcagg
ctccaaaagc
gggtccttgg
ctgcccaaag
agctgctaca
ctccatttcc

ccecctgtttg

cactcactgc
ggaggtgcag
ctgctcccct
tggggtttcc
cagttatgtt
gagtggagtg
tgttcactcg
gggctgggtyg
agggtggcac
tcctcagcett
cggtggagcc
agctgtagcg
tggatctgag
cctcagctcc
ggacccccag
cctggctggce
gatagggaga
gatgaggaca
caagggccct
gcaggctggg
aggtgagtgt
actccaggaa
tgttcctaag
tcccacctte
tccaaagcac

actgccccag

catccacttt
agttcttggt
cagacaccca
attgggaccg
tgggcgcagt
tgactcctct
gtcatcccge
gggtgaagat
ccatcttggg
actccctgcc
cctcgtctac
ggaaggtccc
tacctgtggt
tgggtgcccce
ttccccceccac
cccctggcetce
gcaggggcge
ctgaccccag
gtggcctcac
cacctgctgt
ctgaggttct
caaagggggt
tccectggga
aagccacacc
aggctccact

gacctgcagg

gttaggtgac
cataccgccc
ccaagcctcc
ttcgtgttct
ggcacaagcc
gcttctctca
gcagtactgg
taggaagagg
atggggcacc
agccgagggce
ctcccagctg
actcctctca
gtaacaggca
cagccccagce
aacaaactct
ccaccccgcece
agtgccccat
gatccagggc
atgagcaagt
gtgagggcag
gtggccccect
gtctgtgggt
ctaataaccg
tgcccccecatt
gcccaccagg

gtcagccttg

ttcaggagag
cgtccacccc
gccacagcag
gtggtgccac
tgtgatcccg
gtctccagcce
acagcgagct
aaggagaata
ccttccatga
ctcagtctca
ggggagacat
gcctggcettt
ccctecctegg
ctcccaaggce
ttctgcctcg
tcagcggtct
gagcatctaa
atggtcatac
tagactctga
gagggttggt
gggggcatcc
cagggaccta
gcctgectgce
gacccccatce

tggtgggtct
gaaat

ttttcaggcg
cgaaccccac
ttccctgagg
agacatgtct
gcactttggg
acatctcgtc
ctccttccag
gaagctccag
aggtctctaa
ttgttaactc
ggggggcatg
caggcttgag
ccctggcectt
ctgaggctga
ggccccacac
ttgctctcgg
tgcaactccc
actcaatgcc
gggccgagga
gagagctgtc
acaaggtcat
tccgettgcece
tggggaggtc
ccatggccag

cttcctcaaa
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B. PEMERIKSAAN EKSPRESI GEN

Gen NCBI Primer Target (bp)
Reference
sequence

VDR NM_000376.3 Forward 5’- CGC ATC ATT GCC ATACTG CTG G -3 101 bp

Homo sapiens vitamin D receptor (VDR), transcript variant 1, mRNA
Sequence ID: NM_000376.3 Length: 4616 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 511 to 532 GenBank Graphics

Score Expect Identities Gaps Strand
44.1 bits(22) 2e-04 22/22(100%) 0/22(0%) Plus/Plus
Query 1 CGCATCATTGCCATACTGCTGG 22

FLLLLELLELELLELTLLEL ]
Sbjct 511 CGCATCATTGCCATACTGCTGG 532

Reverse 5'- CCA CCA TCA TTC ACA CGA ACT GG-3

Homo sapiens vitamin D receptor (VDR), transcript variant 1, mRNA
Sequence ID: NM_000376.3 Length: 4616 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 589 to 611 GenBank Graphics

Score Expect Identities Gaps Strand
46.1 bits(23) 6e-05 23/23(100%) 0/23(0%) Plus/Minus

Query 1 CCACCATCATTCACACGAACTGG 23

) LLLLLLELLLELL LT L]
Sbjct 611 CCACCATCATTCACACGAACTGG 589

MIF NM_002415.2 Forward 5’- CTCCACCTTCGCCTAAGAGC -3’ 114 bp

Homo sapiens macrophage migration inhibitory factor (MIF), mRNA
Sequence ID: NM_002415.2 Length: 557 Number of Matches: 1

Range 1: 425 to 444 CenBank Graphics
Score Expect Identities Gaps Strand
40.1 bits(20) 0.002 20/20(100%) 0/20(0%) Plus/Plus

Query 1 CTCCACCTTCGCCTAAGAGC 20

i
Sbjct 425 CTCCACCTTCGCCTAAGAGC 444

Reverse 5- TTCTCCCCACCAGAAGGTTG-3

Homeo sapiens macrophage migration inhibitory factor (MIF), mRNA
Sequence ID: NM_002415.2 Length: 557 Number of Matches: 1

Range 1: 519 to 538 GenBank Graphics

Score Expect Identities Gaps Strand
40.1 bits(20) 0.002 20/20(100%) 0/20(0%) Plus/Minus

Query 1 TTCTCCCCACCAGAAGGTTG

LLLLETELLLL L LT
Sbjct 538 TTCTCCCCACCAGAAGGTTG 519

GAPDH NM_002046.7 Forward (5’-CCT GCA CCA CCA ACT GC TTA-3) 124 bp
Homo sapiens glyceraldehyde-3-phosph dehydrog: (GAPDH), transcript variant 1, mRNA
Sequence ID: NM_002046.7 Length: 1285 Number of Matches: 1
Range 1: 528 to 547 GanBank Graphics
Score Expect Identities Strand
40.1 bits(20) 0.002 20/20(100%) 0/20(0%) Plus/Plus

Query 1 CCTGCACCACCAACTGCTTA 20

LELLLLELLEEELLELLLLL
Sbjct 528 CCTGCACCACCAACTGCTTA 547
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3-ph.

Homo

iens glycer

Y
Sequence ID: NM_002046.7 Length: 1285 Number of Matches: 1

Range 1: 627 to 647 GenBank

dehy (GAPDH), transcript variant 1, nRNA

Reverse (5-GGC CAT CCA CAG TCT TCT GGG-3’)

Homo sapiens vitamin D receptor (VDR), transcript variant 1, mRNA

NCBI Reference Sequence: NM_000376.3

FASTA Graphics
Goto:
LOCUS NM 000376 4616 bp mRNA linear PRI 06-JUL-2021
DEFINITION Homo sapiens vitamin D receptor (VDR), transcript variant 1, mRNA.
ACCESSION NM 000376
VERSION NM 000376.3
KEYWORDS RefSeqg; MANE Select.
SOURCE Homo sapiens (human)
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.
ORIGIN
1 gggagcgcgg aacagcttgt ccacccgccg gccggaccag aagcctttgg gtctgaagtg
61 tctgtgagac ctcacagaag agcacccctg ggctccactt acctgccccce tgctcecttcea
121 gggatggagg caatggcggc cagcacttcc ctgcctgacc ctggagactt tgaccggaac
181 gtgccccgga tctgtggggt gtgtggagac cgagccactg gctttcactt caatgctatg
241 acctgtgaag gctgcaaagg cttcttcagg cgaagcatga agcggaaggc actattcacc
301 tgccccttca acggggactg ccgcatcacc aaggacaacc gacgccactg ccaggcctgce
361 cggctcaaac gctgtgtgga catcggcatg atgaaggagt tcattctgac agatgaggaa
421 gtgcagagga agcgggagat gatcctgaag cggaaggagg aggaggcctt gaaggacagt
VDR forward: cgcatcattg ccatactgct gg
481 ctgcggccca agctgtctga ggagcagcag cgcatcattg ccatactgct ggacgcccac
reverse: ccaccatcattcacacgaactgg
cc agttcgtgtg
541 cataagacct acgaccccac ctactccgac ttctgccagt tccggcctcc agttcgtgtg
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https://www.ncbi.nlm.nih.gov/nuccore/NM_000376.3?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/NM_000376.3?report=graph
https://www.ncbi.nlm.nih.gov/nucleotide/NM_000376.3?report=genbank&log$=nuclalign&blast_rank=5&RID=EMDA65JE013#goto1677529817_0
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=9606

601

661

721

781

841

901

961
1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921
1981
2041
2101
2161
2221
2281
2341
2401
2461
2521
2581
2641
2701
2761
2821

aatgatggtg
aatgatggtg
ggggactcct
tccagcttcet
gagctgtccc
aaggtcattg
atcgtactgce
accatggacg
gtgaccaaag
ctgaagaagc
tccccagatce
tccaacacac
tatgccaaga
cagtaccgct
gaagtgtttg
tgctcctcca
cccgtctggg
cctgtccaac
gaggagttgc
gcagggcctt
ggaacagaca
ctgcaggccc
ataatcggcc
ggttatattc
ccaggcacga
cagaagaata
gggttggttg
cagtttgcag
ccaggagagc
ccccaccccce
ggcagggtgg
gccgcctcaa
gcaccccaga
tttgggggtt
tcaaaaggtg
gccagcccag
gagagtgagc
gaggcttctt
ggaatgttaa

g (reverse
gagggagcca
cctcctectg
ccaatctgga
agctctccat
gctttgctaa
tgaagtcaag
acatgtcctg
ccggacacag
tgaacttgca
gtcctggggt
tgcagacgta
tgatccagaa
gcctctectt
gcaatgagat
gggccacgtg
gttcagcccc
ctaacccctt
tgtttgtttg
gcccagagat
ggagaaatgc
cgcttgtcca
cacagctccc
tcacgggcag
acccacctgc
tgacagctgt
aggtggaagc
aaaagcacct
cagccctccce
tccccagggg
gatggaggag
tgtggttgca
gtgtgggaag
ccgtgatgta
cctgtgaggce
cccagctggt
tgtaggtgtg
cagatcagtg
agtcagtggg

complementer)

tccttceccagg
ctcagatcac
tctgagtgaa
gctgccccac
gatgatacca
tgccattgag
gacctgtggc
cctggagctg
tgaggaggag
gcaggacgcc
catccgctgce
gctagccgac
ccagcctgag
ctcctgacta
ccaggcccgg
tcctctgcecca
tcctgcgggce
acaaagaaac
gcctccaccg
atccattcct
gcgcctagtg
accccacccce
tagctgtggt
tgagagaccc
ccctgtcacc
cctccttcca
gccgacctcg
tgtcctcectce
agagggtctg
aagaattttc
aggccgctgt
ggagagcggg
gggtaaggtg
aggggcggag
gggaagcgtc
cgggaccggt
cttgagtttg
aacgtgactg

cccaactcca
tgtatcacct
gaagattcag
ctggctgacc
ggattcagag
gtcatcatgt
aaccaagact
attgagcccc
catgtcctgc
gcgctgattg
cgccacccgce
ctgcgcagcecc
tgcagcatga
ggacagcctg
ggctggcgge
cctcccecctat
ttttccecegg
ccaagtgggg
ctgcctaagt
cagggacaga
gggtctccct
cttcagtgcc
gaggtgggtt
aaggaggaaa
aagctcacag
cggatccatg
tcctecccecect
ggatcaccga
gagaagcagt
agaccccagc
tcacccacag
gcagtctcgg
ccttcttatt
tgatacaact
tgtccgttta
acagaaaggc

gggaatgcgg
ccccaactcc

gacacactcc
cttcagacat
atgacccttc
tggtcagtta
acctcacctc
tgcgctccaa
acaagtaccg
tcatcaagtt
tcatggccat
aggccatcca
ccccgggcag
tcaatgagga
agctaacgcc
tggcggtgcecc
tactcagcag
ccacccagcce
tcccttgaga
gcagagggca
ggctgctgac
gacacctgca
ctcctgcecta
caccaacatc
ttcttcccat
aacagacaaa
ttcctegecce
tagcaggact
gccagtgcect
gagtagccga
gagccgcatc
ggctgagtca
ggctaagagc
gtggctagtc
ctcactccac
tcaagtgcat
ctccaaggtg
gttcttcgag
ccgcattccc

tggaagctgt

cagcttctct
gatggactcg
tgtgacccta
cagcatccaa
tgaggaccag
tgagtccttc
cgtcagtgac
ccaggtggga
ctgcatcgtc
ggaccgcctg
ccacctgctc
gcactccaag
ccttgtgctc
tgggtggggce
ccctcecctceac
cattctctct
cctcagccat
gaggctggag
tgatgttgag
cctccccecca
ctcacgataa
ccattgccct
cactggagca
aacagcctca
tgggtctaag
gaattgtccc
tacctcctgce
gagcctgctc
ttctccatct
tgatctccct
tagcgctgcc
agagagagtg
cacccaaaag
gctctctgca
gggtctttgt
gtggatcaca
tgagtcacca

gtccttgcac
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2881
2941
3001
3061
3121
3181
3241
3301
3361
3421
3481
3541
3601
3661
3721
3781
3841
3901
3961
4021
4081
4141
4201
4261
4321
4381
4441
4501
4561
//

ctgcatccgt
ggtgtccacc
cgttccttac
gttttcagac
gatttggaga
attgctgttg
acgtattggt
aatcccctca
agctagaagt
tgggaggtcg
tggagaaacc
ggtggcgcaa
gaggtggagg
cgaaactccg
tccttttecac
ccagtccctg
cttccttceccce
tctgcctcaa
tccacctcag
gtcaccacct
cagttactca
gggaggaaaa
atcatcgatt
aaggtatatc
tcccagagac
aggtcaacag
gaaaggatgt
tttgtcaagt
tatagcactt

agttccctga
tggccccatg
tgcagaatag
tcagactcca
tatttatggg
ttattttaca
ccagcttgcet
ttcaggaaaa
gggccaggac
aggtaggtgg
ctgtctctat
gcctgtaatc
ttgcagtgag
tcttagaagt
tacaccatgt
ggggaagcce
tggcttgtaa
tgtgaatcag
ccttggataa
tcccagcetcet
gccctgggcec
gaaaagaggg
ctactttaga
attataactg
aggaaaatcc
agaaggcagg
aaacagtgcc
caaccaatgt

actttgttgc

aaacccagag
tctctcagaa
catatatatc
tttgtattat
gggagaactt
agggtctagg
cttcagtggg
ctgacagagg
aggcccggcg
atcacctgag
taaaaataca
ccagctactc
ctgagatcgt
ggaccaggac
ttgagctcag
tggatttcag
ctccaccaac
accctacccc
tgctgttgcce
ccctctggcece
ccaccaccta
gaaaatgagt
atgagagtgt
aaggagaagg
tctggctggce
aatgtgtggc
tgctgaatga
agaaagcttt
aagtactgct

aggaatcaga
ttcttcaggt
gcttaatctt
agtctaatat
acattgtgaa
gagagaccct
agaaaacact
agggcgtgac
cggtggctca
gtcgggagtt
aaaaaaaaaa
aggaggctga
gccgttactc
aggaccagat
acccccactc
aaagagcaag
ccatcagaag
accacgatgt
tcatctataa
ctgccttctt
ggccactcct
ttttatgggg
gaaatagaca
tgccccaaaa
taactggaag
agatttagtg
tttccaaaga
gcttatggta

gtaaataaat

cttcacactg
ggaaaaacat
aaatttatta
acagggtagc
acttctgtac
tgtttgattt
tgtaagttgc
tcacccaagc
cgcctgtaat
cgagaccaac
aaaaaaaaat
ggcagaagaa
tccaacctgg
tttggagtca
tcattcccca
tctggatctg
gagaaggaag
ggccctggcecc
catgcatttg
cggggaactc
ccaaaggaag
ctgaacgggg
tttgtaaatg
tgcaagattt
catgtaggag
aaagctagag
gaaaaaaagt
ataaaaatgg

gctttatgca

Homo sapiens macrophage migration inhibitory factor (MIF), mRNA

NCBI Reference Sequence: NM_002415.2
FASTA Graphics

Go to:

LOCUS

NM_ 002415

557 bp

mRNA

linear

DEFINITION Homo sapiens macrophage migration inhibitory factor

ACCESSION

NM_ 002415

caagagcctt
ctgaaagcca
gatatgagtt
aggtaccact
attaattatt
tagctgcaga
taaacgagtc
atatataact
cccagcagtt
ctgaccaaca
agccgggcat
ttgaacccag
acaacaagag
tggtccggtyg
ggtggctgac
ggaccctttc
gagactcacc
tgctgggctc
tctttgtaat
ctggaaatat
tctaggagct
agaaaaggtc
taaaactttt
tccacaagat
aatccaagcg
atatggcagc
ttgccagaag
ctcatactta

aaccaa

PRI 07-JUN-2021
(MIF),

mRNA.
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https://www.ncbi.nlm.nih.gov/nuccore/NM_002415.2?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/NM_002415.2?report=graph
https://www.ncbi.nlm.nih.gov/nucleotide/NM_002415.2?report=genbank&log$=nuclalign&blast_rank=1&RID=EME6FJ68016#goto1523714244_0

VERSION

KEYWORDS

SOURCE
ORGANISM

ORIGIN
1

61

121

181

241

301

361

MIF

forw

421

481

541
/7

Homo sapiens glyceraldehyde-3-phosphate dehydrogenase (GAPDH), transcript variant

1, mRNA

NM_002415.2

RefSeqg;

Homo sapiens

MANE Select.

Homo sapiens

Eukaryota;
Mammalia;

Catarrhini;

agtggtgtcc
ctctgcgcgg
tgcccecgegce
ccaccggcaa
tcggcggcectce
gcgcgcagaa
tcagcccgga
ard:ctccac

acaactccac

ggaacccgcc

aaacggttta

Metazoa;

Eutheria;

gagaagtcag
gtctcctggt
ctccgtgcecg
gcccccccag
cagcgagccg
ccgctcctac
cagggtctac
cttcgcctaa

cttcgcctaa

(reverse complementer)

(human)

Hominidae;

Chordata;

Euarchontoglires;

Homo.

gcacgtagct
ccttctgcca
gacgggttcc
tacatcgcgg
tgcgcgcetcet
agcaagctgc
atcaactatt
gagc

gagccgcagyg

reverse:

Craniata;

cagcggcegge
tcatgccgat
tctccgaget
tgcacgtggt
gcagcctgca
tgtgcggcecct

acgacatgaa

gacccacgct

Primates;

Vertebrata;

cgcggcgcegt
gttcatcgta
cacccagcag
cccggaccag
cagcatcggc
gctggccgag
cgcggccaat

gtctgcgcetg

Euteleostomi;

Haplorrhini;

gcgtctgtgce
aacaccaacg
ctggcgcagg
ctcatggcct
aagatcggcg
cgcctgcgcea

gtgggctgga

gctccacccg

ttctccccaccagaaggttyg
ca accttctggt ggggagaa

gcacgctgtg ttctaggccc gcccacccca accttctggt ggggagaaat

gagacta

NCBI Reference Sequence: NM_002046.7
FASTA Graphics

Go to:

LOCUS
DEFINITION

ACCESSION
VERSION
KEYWORDS

NM 002046 1285 bp mRNA linear PRI 26-JUN-2021
Homo sapiens glyceraldehyde-3-phosphate dehydrogenase (GAPDH),
transcript variant 1, mRNA.

NM 002046

NM 002046.7

RefSeqg; MANE Select.
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https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=9606
https://www.ncbi.nlm.nih.gov/nuccore/NM_002046.7?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/NM_002046.7?report=graph
https://www.ncbi.nlm.nih.gov/nucleotide/NM_002046.7?report=genbank&log$=nuclalign&blast_rank=5&RID=EGAYKE57016#goto1519316078_0

SOURCE
ORGANISM

REFERENCE
AUTHORS

TITLE

JOURNAL
PUBMED
REMARK

REFERENCE
AUTHORS
TITLE

JOURNAL
PUBMED
REMARK

REFERENCE
AUTHORS
TITLE

JOURNAL
PUBMED
COMMENT

Homo sapiens (human)

Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.

1 (bases 1 to 1285)
Michielon A, Marchesani F,

Bettati S,

Faggiano S, Giaccari R, Campanini B,
Mozzarelli A and Bruno S.

Human serine racemase is inhibited by glyceraldehyde 3-phosphate,
but not by glyceraldehyde 3-phosphate dehydrogenase

Biochim Biophys Acta Proteins Proteom 1869 (1), 140544

32971286

(2021)

GeneRIF: Human serine racemase is inhibited by glyceraldehyde
3-phosphate, but not by glyceraldehyde 3-phosphate dehydrogenase.
2 (bases 1 to 1285)

Liu P, Zhong Y, Cao T,

A frequent somatic mutation in the 3'UTR of GAPDH facilitates the

Sheng X and Huang H.

development of ovarian cancer by creating a miR125b binding site
Oncol Rep 44 (3), 887-896 (2020)

32705257

GeneRIF: A frequent somatic mutation in the 3'UTR of GAPDH

facilitates the development of ovarian cancer by creating a miR125b

binding site.

10 (bases 1 to 1285)
Bruns,G.A. and Gerald,P.S.

Human glyceraldehyde-3-phosphate dehydrogenase in man-rodent
somatic cell hybrids

Science 192 (4234), 54-56 (1976)
176725

REVIEWED REFSEQ: This record has been curated by NCBI staff in
collaboration with Francesco Amaldi.

derived from AK308198.1 and BC009081.1.

The reference sequence was

This sequence is a reference standard in the RefSegGene project.

On Nov 23, 2018 this sequence version replaced NM 002046.6.

Summary: This gene encodes a member of the

glyceraldehyde-3-phosphate dehydrogenase protein family. The

encoded protein has been identified as a moonlighting protein based

on its ability to perform mechanistically distinct functions. The


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=9606
https://www.ncbi.nlm.nih.gov/pubmed/32971286
https://www.ncbi.nlm.nih.gov/pubmed/32705257
https://www.ncbi.nlm.nih.gov/pubmed/176725
https://www.ncbi.nlm.nih.gov/RefSeq/
https://www.ncbi.nlm.nih.gov/nuccore/AK308198.1
https://www.ncbi.nlm.nih.gov/nuccore/BC009081.1
https://www.ncbi.nlm.nih.gov/refseq/rsg/
https://www.ncbi.nlm.nih.gov/nuccore/NM_002046.6

product of this gene catalyzes an important energy-yielding step in
carbohydrate metabolism, the reversible oxidative phosphorylation
of glyceraldehyde-3-phosphate in the presence of inorganic
phosphate and nicotinamide adenine dinucleotide (NAD). The encoded
protein has additionally been identified to have uracil DNA
glycosylase activity in the nucleus. Also, this protein contains a
peptide that has antimicrobial activity against E. coli, P.
aeruginosa, and C. albicans. Studies of a similar protein in mouse
have assigned a variety of additional functions including
nitrosylation of nuclear proteins, the regulation of mRNA
stability, and acting as a transferrin receptor on the cell surface
of macrophage. Many pseudogenes similar to this locus are present
in the human genome. Alternative splicing results in multiple

transcript variants. [provided by RefSeq, Nov 2014].

Transcript Variant: This wvariant (1) encodes the longest isoform
(1) .

Publication Note: This RefSeq record includes a subset of the
publications that are available for this gene. Please see the Gene

record to access additional publications.

##Evidence-Data-STARTH##

Transcript exon combination :: SRR5189661.97809.1,
SRR3476690.1051075.1 [EC0:0000332]

RNAseq introns :: single sample supports all introns
SAMEA1965299, SAMEA1966682
[ECO:0000348]

##Evidence-Data-END##

##RefSegq-Attributes-START##

MANE Ensembl match :: ENST00000229239.10/
ENSP00000229239.5

multifunctional gene product (s) :: PMID: 20727968

Protein has antimicrobial activity :: PMID: 22832495

RefSeq Select criteria :: based on manual assertion,

conservation, expression,
longest protein
##RefSeg-Attributes—-END##
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ORIGIN

//

61
121
181
241
301
361
421

481

541

601
661
721
781
841
901
961
1021
1081
1141
1201
1261

COMPLETENESS :

gctctctgcect
acatcgctca
gcgcctggtce
ccccectteatt
attccatggc
catcttccag
cgtggagtcc

agccaaaagg

gaaccatgag

ctgctta
ctgcttagca

gaccacagtc
gtggcgtgat
ggctgtgggce
ccccactgcece
tgatgacatc
ctacactgag
tgacgctggg
caacgaattt
gtaagacccc
gctggggagt
gccatgtaga

caataaagta

cctcctgttce
gacaccatgg
accagggctg
gacctcaact
accgtcaagg
gagcgagatc
actggcgtct
gtcatcatct

aagtatgaca

cccctggceca

full length.

gacagtcagc
ggaaggtgaa
cttttaactc
acatggttta
ctgagaacgg
cctccaaaat
tcaccaccat

ctgccccectce

acagcctcaa

aggtcatcca

reverse ggcc

catgccatca
ggccgcgggg
aaggtcatcc
aacgtgtcag
aagaaggtgg
caccaggtgg
gctggcattg
ggctacagca
tggaccacca
ccctgccaca
ccccttgaag

ccctgtgcetce

ccca
ctgccaccca
ctctccagaa
ctgagctgaa
tggtggacct
tgaagcaggc
tctcectctga
ccctcaacga
acagggtggt
gccccagcaa
ctcagtcccc

aggggagggyg
aacca

cgcatcttct
ggtcggagtc
tggtaaagtg
catgttccaa
gaagcttgtc
caagtggggc
ggagaaggct
tgctgatgcc

gatcatcagc

tgacaacttt
atccacagtc
gaagactgtg
gaagactgtg
catcatccct
cgggaagctc
gacctgccgt
gtcggagggc
cttcaacagc
ccactttgtc
ggacctcatg
gagcacaaga
caccacactg

cctagggagc

tttgcgtcgce
aacggatttg
gatattgttg
tatgattcca
atcaatggaa
gatgctggcg
ggggctcatt
cccatgttcg

forward cct

aatgcctcct

ggtatcgtgg
ttctggg

gatggcc

gatggcccct
gcctctactg
actggcatgg
ctagaaaaac
cccctcaagg
gacacccact
aagctcattt
gcccacatgg
ggaagagaga
aatctcccct

cgcaccttgt

cagccgagcce
gtcgtattgg
ccatcaatga
cccatggcaa
atcccatcac
ctgagtacgt
tgcagggggg
tcatgggtgt
gcaccaccaa

gcaccaccaa

aaggactcat

ccgggaaact
gcgctgccaa
ccttcecgtgt
ctgccaaata
gcatcctggg
cctccacctt
cctggtatga
cctccaagga
gaccctcact
cctcacagtt

catgtaccat
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LAMPIRAN 4. HASIL PEMERIKSAAN POLIMORFISME

VDR rs2228570 NG_008731.1:9.30920T>C

TG
cce

.
30900 30910

ING 00873/CCTGCTTGCT GTTCTTACA - -GGG
ﬁTGAATTGCCTGTTCTGAC

CTTACA

ECGGCTTGCT GTTCTTA A
[CCGGCTTGCT -GTTCTTA A

CTTGCT -GTTCTTA A
CTTGCT - GTTCTTAC

TGC-TTGCT-GTTCTTACA
GC-TTGCT GTTCTTACA
TGCCTTGCTTGTTCTTA A
[CTGCCTTGCT -GTTCTTA A
TGC -TTGCT GTTCTTA ACGGGG.
ICCGGCTTGCT GTTCTTAC - GGGG.

30920

TTGG.

GGG.
GGGG.
GGGG,
GGGG,
GGGG,
GGGG,
GGGG.
GGGG,
GGGG,

G

L R R O [ R RN R R R R R O ey

30930 30940 30950 309€0 30970 30980 30990 31000 31010 31020

GAGGLAATGGCGGCLAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCLGGATCTGTGGGGTGTGTGGAGACLGAGCCACTGGCTTTC
s P moNASAmAans A Ammmas Ass N ACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC

1: NG_008731.1 Homo 5 sapiens vitamin D receptor OR), qGene on 12 ml:CGTGCCCCGGA'L‘CTGTGGGGTGTGTGGAGACCGAGC;ALTGGCTTTC

TR R R 7

GG
G
G

GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTG CCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTG CCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC
GAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAACGTGCCCCGGATCTGTGGGGTGTG CCGAGCCACTGGCTTTC

GAGAGGCAATGGCGGCCAGCACTTCCCTGCCTGACCCTGGAGACTTTGACCGGAATGTGCCCCGGATCTGTGGGGTGTGTGGAGACCGAGCCACTGGCTTTC

VDR rs 1544410 NG_008731.1:9.63980G>A

ING 008731.1

4005012
4005013
4005014
4005016
4005017
4005018
4005019
4005020
4005021
4005022
4005023
4005024
4005025
4005026
4005027
4005028
4005029
4005030
4005031
4005032
4005033
4005035
4005036
4005037
4005038
4005040
4005042
4005043
4005044_

63910 €3920
TGTGCAGGCGATTCG'

€3930

TTC!

R R R R R R R R R R R R R R A R R N R N N RN RN RN RN RN RN )

ACTAGATAAGC. TTCCTGGGG -CCACAG-ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

CCCTACTCATGAATGAATAGTTAGCAGGGTTCCTGGGG CCACAG ACAGG CCTGCH CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
GAACTACTTTTGGATAATTAGCAGGGTTCCTGGGG CCACAG ACAGG - CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

GGTAGAGAATAGATAAGCAGGGTTCCTGGGGGCCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

ARAGGTTAGAATGATAGCAGGGTTCCTGGGG CCACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
GGGGTGAGACTAGATA GCAGGGTTCCTGGGG CCACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCIGOTCITECGIGAACTGGGCTCAACA

TT AGATAGNTAGC: TTCCTGGGG CCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

63940 63950 €3960 €3970 €3980 €3990 €4000 €4010 €4020 6403?

GAGA AGATAGCAGGGTTCCTGGGG CCACAG ACAGG CCTGCH CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

TCTGGGG CCACAG ACAGG C(y: NG_008731.1 Homo sapiens vitamin D receptor (VDR), RefSeqGene on chromosome 12 6
AGAAAGNAAGCAGGGTTCCTGGGG CCACAG ACAGG CC s mpioc (VN0 T

GGAACAARAARACAGGGTTCCTGGGGGCCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
TTCCTGGGG CCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAGCTGGGCTCAACA
GAGAATT. AAGC, TTCC! CACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

TTAGGTGAGATAGATAGCAGGGTTCCTGGGG CCACAG ACAGG CCTGCH CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

GTTCCTGGGG CCACAG ACAGG- CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

GTTCCTGGGG - CCACAG ACAGG - CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
GAAAGAAAGCAGG TTCCTGGGG CCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
cT CACAGCACAGGACCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAGCTGGGCTCGACA
GGGTTCCTGGGGGCCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

CTGGGG CCACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

AGAAAGTAAG C. TCC! CACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
CCTGGGG - CCACAG ACAGG CCTGCR CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

TTCCTGGGG CCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

TTCCTGGGG CCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA

GCCCAA ACAAG CCTG CATT CCCCATACTCAGGGTCTGCTCTTGCGTGAAGTGGGCTCAACA

CGGTTAGATGATTAGCAGGGTTCCTGGGG  CCACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
GTTAGAATAGATA GCAGGGTTCCTGGGG CCACAG ACAGG CCTG CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
GGTGAGN AGATAGCAGGGTTCCTGGGG CCACAG ACAGG CCTG! CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
GACAGG CCTG! CATT CCCGATACTCAGGCTCTGCTCTACCAATCANCCTGCACTCTA

GTGAGAANGATAGCAGGGTTCCTGGGG CC CAG ACAGG CCTGCHE CATT CCCAATACTCAGGCTCTGCTCTTGCGTGAACTGGGCTCAACA
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VDR rs7975232 NG_008731.1:9.64978G>T

? BioEdit Sequence Alignment Editor - [Untitled1] o a >
¥ File Edit Sequence Alignment View Accessory Application RNA World Wide Web Options Window Help -
2D
8 8F=w [ Sp T
election: 54396 to Sequence Mask: None Start
Mode:[Slect758de < P SR C00791 Homo sap 64978 ing Mask. N afl
Scroll 0
£I1IDIDH W[_ E@-gi.’.‘““‘ﬁﬂﬂ; m! speed slow gy « fast
L L e e e e
l €4970 €4980 €4990 €5000 €5010 €5020 €5030 65040 €5050 €50€0 €5070 65080 €5090
ING 00873/ GGGGGTGGTG - GGATTGAGCAGTGAG! CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG  ~AGGCCATCCAGGA
4020432 [GGGGGTGGTG--GGATTGAGCAGTGAGGEGCCCAGCTRAGARCTCOMETENCTROM - MOPCTATCACCATRACOACAGAT T OTGGGCTGCAGGACGC CGCGCTGATTG ~AGGCCATCCAGGA
4020433 GGGGGTGGTG - GGATTGAGCAGTGAGGH 1: NG_008731.1 Homo sapiens vmmm 0 "‘W (VDR). on 12 TGCAGGACGCT CGCGCTGATTG ~AGGCCATCCAGGA
4020434 | GGGGTGGTG ~GGATTGAGCAGTGAG C. T A CCGT A TGGGGTGCAGGACGT CGCGCTGATTG - ~AGGCCATCCAGGA
4020436 GGGGGTGGTG GGATTGAGCAGTGAG CC\.AGCTGAGAGCTCCTGTGCCTTC’I‘ ’I‘C’I‘CTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGC CGCGCTGATTG ~AGGCCATCCAGGA
4020437 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATCG - ~AGGCCATCCAGGA
4020438 GGGGGTGGTG - GGATTGAGCAGTGAG CCCAGCTGAAAGCTCCTGTGCCTTCT - TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020439 CGGCGTGCTG - GATTTGAGCAGGGTG ACCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTGTTGGGGTGCAGGACGT CGCGCTGATTG - AGGCCATCCAGGA
4020441 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020442 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG  -AGGCCATCCAGGA
4020444 GGGGGTGGTG - GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG - AGGCCATCCAGGA
4020445 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG AGGCCATCCAGGA
4020446 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATCG- ~AGGCCATCCAGGA
4020447 GGGGGTGGTG  GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG AGGCCATCCAGGA
4020449 'GGTG - ~GGATTGAGCAGTGAG! CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG  ~AGGCCATCCAGGA
4020450 GGGGGTGGTG - GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG - ~AGGCCATCCAGGA
4020452 GGGGGTGGTG - GGATTGAGCAGTGAG! CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020453 GGGGGTGGTG - GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT - TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG - ~AGGCCATCCAGGA
4020455 GGGGGTGGTG ~GGATTGAGCAGTGAG! CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020456 GCGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020457 GGGGGTGGTG ~GGATTGAGCAGTGAG! CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG - AGGCCATCCAGGA
4020459 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020460 GGGGGTGGTG ~GGATTGAGCAGTGAG! CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG - ~AGGCCATCCAGGA
4020462 GCGGGTGGTG - GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACATATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020463 GGGGGTGGTG GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATCG - ~AGGCCATCCAGGA
4020464 GGGGGTGGTG ~GGATTGAGCAGTGAGH CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020465 GGGGGTGGTG GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG  AGGCCATCCAGGA
4020466 GGGGGTGGTG GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG AGGCCATCCAGGA
40204€7 GGGGGTGGTG ~GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGATTG ~AGGCCATCCAGGA
4020468 GGGGGTGGTG GGATTGAGCAGTGAG CCCAGCTGAGAGCTCCTGTGCCTTCT - TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGE - A CEOGCTGRATTE | CAGGCCATCCAGGA
VDR rs731236 NG_008731.1:9.65058T>C
)' BioEdit Sequence Allgnment Editor - [Untitled1] - (m] X
¥ File Edit S View A y RNA World Wide Web  Options Window Help - &%
2D
| & [Cowetion  ~][1 <] B LSt e
= Selection: 65080 to 65080 Sequence Mask: None Start
B ISodect/ Sk Postion: 1: NG_008731,1 Homo sap 65058 ing Mask: None tuer at}!
Sol L1 ]
@ 1D IT §oo+ B REEINIPERE aia Q@ 2T L
N R R R R R N R R N R R R R R R R R RN RN KRN R
j €4980 €4990 65000 65010 €5020 65030 65040 65050 €5060 65070 €5080 €5090 65100
ING 00873/ GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT - TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGA AGGCCATCCAGGAC CGCCTGT C
4020432 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT CGCGCTGA' AGGCCATCCAGGAC CGCCTGT C
4020433 | GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGI 1; NG_008731.1 Homo sapiens vitamin D receptor (VOR), on 12 65058
4020434 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTG AGGCTATCTAGGAT TGLTTGT T
4020436 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020437 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT-C
4020438 | GGATTGAGCAGTGAGGTGCCCAGCTGAAAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC-CGCCTGT C
4020439 | GATTTGAGC. T CAGC' TCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTGTTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020441 | GGATTGAGCAGT CCAGCT TCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC-CGCCTGT-C
4020442 | GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020444 | GGATTGAGCAGT CCAGCT CTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT-C
4020445 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT  TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC-CGCCTGT-C
4020446 | GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020447 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT  PCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT-C
4020449 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020450 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020452 GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020453 | GGATTGAGCAGT CCAGCT TCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020455 | GGATTGAGCAGT CCAGCT TCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020456 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020457 GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT PCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020459 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020460 | GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020462 | GGATTGAGCAGT CCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACATATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020463 | GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020464 | GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020465 | GGATTGAGCA CCCAGC TCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020466 | GGATTGAGCA CCAGCT TCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
4020467 GGATTGAGCAGTGAGGGGCCCAGCTGAGAGCTCCTGTGCCTTCT TCTCTATCCCCGTGCCCACAGATCGTCCTGGGGTGCAGGACGT AGGCCATCCAGGAC CGCCTGT C
anonacn |-GGATTGAGCAGTGAGGTGCCCAGCTGAGAGCTCCTGTGCCTTCT - TCTCTATCCCOGTGCCCACAGATCGTCCTGGGETGCAGGACGE ~+HMGGECATRORGERC - CGCCTGT C | =
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MIF -173 G/C rs755622
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G 01209 /CCGG-AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG - CT ACGGGCGGAGTCGCCC. TCCTGCCCTGC CGAG ’—'
4020431 CCGG AACAGGCCGATT TCTAGCCGCCAAGT ACA T GGTGCGCCGGGCTTAGCGGC! TG~ -C' ACGGGC! TCGCCC. CCTGCCCTGCGGGGGTCGAG —
4020510 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGARACA TGGAG GGTGCGCCGGGCTTAGCGGC TG--CT ARACGGGC GCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4020518 |CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA GGTGCGCCGGGCTTAGCGGH TTG- CT ACGGGC! TCGCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4042780 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCT’I‘AGCGGCGGTTG cT ACGGGC! TCGCCCA TCCTGCCCTGC TCGAG
4042855 |CCGG AACAGGCCGATT TCTAGCCGCCA AACA T GGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGC! TCGCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4042856 |CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGC TG- CT ACGGGCGGAGTCGCCC: TCCTGCCCTGC TCGAG
4042857 |CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG CTGGAGGAACGGGCGGAGTCGCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4042858 CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG - CT GC TCGCCC. CTGC CGAG
4070188 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT! AACGGGCGGAGTCGCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4070189 CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG cT ACGGGCGGAGTCGCCC 'CCTGCCCTGC CGAG
4070190 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGC TT C ACGGGC TCGCCC. CCTGCCCTGC! CGAG
4070191 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG CcT ACGGGC! TCGCCC. TCCTGCCCTGCGGGGGTCGAG
4070192 |CCGG AACAGGCCGATT TCTAGCCGCCA AACA AGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGC GCCC TCCTGCCCTGC u_uAG
4070193 |CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG CcT AACGGGC TCGCCC CCTGCCCTGC AG
4070194 CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGCGGAGTCGCCC GGTCCTGCCCTGCGGGGGTCGAG
4070195 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGC! TCGCCC. CCTGCCCTGCGGGGGTCGAG
4070196 CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGCGGAGTCGCCC TCCTGCCCTGC CGAG
4070197 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG CTGGAGGAACGGGCGGAGTCGCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4070198 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG CTGGAGGAACGGGCGGAGTCGCCCAGGGTCCTGCCCTGCGGGGGTCGAG
4070199 |CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGARACA T GGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGC CGCCC CCTGCCCTGC TCGAG
4070200 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGC TCGCCC GGTCCTGCCCTGCGGGGGTCGAG
4070201 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG CT ACGGGC! GCCC. TCCTGCCCTGC
4070202 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG  CT ACGGGCGGAGTCGCCC CCTGCCCTGC \.bAG
4070203 [CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG - CT ARCGGGC TCGCCC CCTGCCCTGC \.hAG
4070204 |CCGG- AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGCGGTTG - CT ACGGGC! GCCC. TCCTGCCCTGC
4070205 _[CCGG AACAGGCCGATT TCTAGCCGCCAAGTGGAGAACA TGGAGCGGTGCGCCGGGCTTAGCGGC! TG--CT AACGGGC! T GCQ\C GGTCQ'X?CC?TGCGGGGGTCGI\G -

P =Y =T .
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LAMPIRAN 5. HASIL PEMERIKSAAN EKSPRESI GEN

VDR

T . Expression Correctgd

arget Sample Control Expression SEM Expression | Mean Cq Cq SEM

SEM

GAPDH ID 1 28.50 0.00000
GAPDH ID_10 27.24 0.00000
GAPDH ID_100 30.59 0.00000
GAPDH ID_101 30.04 0.00000
GAPDH ID 102 29.69 0.00000
GAPDH ID_103 28.08 0.00000
GAPDH ID_104 30.02 0.00000
GAPDH ID 105 28.52 0.00000
GAPDH ID 106 29.58 0.00000
GAPDH ID_107 34.88 0.00000
GAPDH ID_108 29.19 0.00000
GAPDH ID 109 34.33 0.00000
GAPDH ID 11 30.42 0.00000
GAPDH ID 110 26.94 0.00000
GAPDH ID 111 29.68 0.00000
GAPDH ID 112 29.01 0.00000
GAPDH D 113 28.67 0.00000
GAPDH ID:1 14 25.24 0.00000
GAPDH ID 115 33.01 0.00000
GAPDH ID 116 27.42 0.00000
GAPDH ID 117 28.47 0.00000
GAPDH ID 118 37.36 0.00000
GAPDH ID_119 29.26 0.00000
GAPDH ID 12 29.03 0.00000
GAPDH ID 120 28.53 0.00000
GAPDH ID_121 26.00 0.00000
GAPDH ID 122 33.64 0.00000
GAPDH ID_123 41.88 0.00000
GAPDH D 124 28.10 0.00000
GAPDH ID:125 29.32 0.00000
GAPDH ID_126 29.25 0.00000
GAPDH ID 127 28.61 0.00000
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GAPDH ID_128 28.83 0.00000
GAPDH ID 129 27.09 0.00000
GAPDH ID 13 31.25 0.00000
GAPDH ID_130 26.34 0.00000
GAPDH ID_131 31.24 0.00000
GAPDH ID_132 26.43 0.00000
GAPDH ID 133 32.14 0.00000
GAPDH ID_134 33.17 0.00000
GAPDH ID_135 34.77 0.00000
GAPDH ID_136 32.39 0.00000
GAPDH ID_137 27.60 0.00000
GAPDH ID 138 32.71 0.00000
GAPDH ID_139 33.57 0.00000
GAPDH D 14 28.31 0.00000
GAPDH ID_140 35.37 0.00000
GAPDH ID_141 28.27 0.00000
GAPDH ID_142 31.39 0.00000
GAPDH ID_143 34.02 0.00000
GAPDH ID 144 34.73 0.00000
GAPDH ID_145 31.83 0.00000
GAPDH ID_146 35.16 0.00000
GAPDH ID 147 28.35 0.00000
GAPDH ID_148 33.54 0.00000
GAPDH ID 149 36.43 0.00000
GAPDH ID 15 30.33 0.00000
GAPDH ID 150 33.13 0.00000
GAPDH ID 151 33.12 0.00000
GAPDH ID_152 28.78 0.00000
GAPDH ID_153 33.36 0.00000
GAPDH ID 154 30.19 0.00000
GAPDH ID 155 31.22 0.00000
GAPDH ID_156 30.75 0.00000
GAPDH ID_16 28.82 0.00000
GAPDH D 17 29.91 0.00000
GAPDH ID_18 38.04 0.00000
GAPDH D 19 28.23 0.00000
GAPDH D 2 33.90 0.00000
GAPDH ID 20 28.06 0.00000
GAPDH D 21 28.34 0.00000
GAPDH ID 22 28.39 0.00000
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27.90 0.00000
o o 31.15 0.00000
orror g 32.52 0.00000
a0 o 32.56 1.93429
orror g 33.97 0.00000
oaror o 32.28 0.00000
o o 35.05 0.00000
a0 o 28.84 0.00000
rbor o 35.10 0.00000
orror " 39.59 0.00000
a0 e 35.41 0.00000
- e 37.33 0.00000
oaror .y 29.05 0.00000
- o 26.70 0.00000
aaror o 33.51 0.00000
a0 s 36.69 0.00000
- o 33.77 0.00000
oaror o 28.76 0.00000
- s 27.90 0.00000
oaror o 30.22 0.00000
rbor o 30.56 0.00000
- o 28.61 0.00000
onror o 30.52 0.00000
o oy 30.52 0.00000
aaror o 36.13 0.00000
o o 33.29 0.00000
arror g 26.48 0.00000
onror T 34.97 0.00000
- e 34.33 0.00000
orror o 28.30 0.00000
o o 32.95 0.00000
orror o 28.26 0.00000
o e 32.67 0.00000
onror . 28.36 0.00000
onror . 35.68 0.00000
orror o 31.24 0.00000
- e 35.59 0.00000
orror g 32.45 0.00000
- o 35.52 0.00000
onror o 29.57 0.00000
GAPDH ID_59
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28.37 0.00000
GAPDH ID_6 28.65 0.00000
GAPDH ID_60 30.49 0.00000
GAPDH ID_61 33.17 0.00000
GAPDH ID_62 28.10 0.00000
GAPDH ID_63 27.90 0.00000
GAPDH ID_64 28.09 0.00000
GAPDH ID_65 33.80 0.00000
GAPDH ID_66 34.35 0.00000
GAPDH ID_67 31.80 0.00000
GAPDH ID_68 30.99 0.00000
GAPDH ID_69 30.24 0.00000
GAPDH ID_7 35.58 0.00000
GAPDH ID_70 33.13 0.00000
GAPDH ID_71 32.24 0.00000
GAPDH ID_72 33.38 0.00000
GAPDH ID_73 31.50 0.00000
GAPDH ID_74 28.40 0.00000
GAPDH ID_75 31.36 0.00000
GAPDH ID_76 35.61 0.00000
GAPDH ID_77 33.58 0.00000
GAPDH ID_78 28.92 0.00000
GAPDH ID_79 27.31 0.00000
GAPDH ID_8 30.84 0.00000
GAPDH ID_80 34.45 0.00000
GAPDH ID_81 29.78 0.00000
GAPDH ID_82 30.35 0.00000
GAPDH ID_83 27.06 0.00000
GAPDH ID_84 29.54 0.00000
GAPDH ID_85 31.48 0.00000
GAPDH ID_86 28.01 0.00000
GAPDH ID_87 29.47 0.00000
GAPDH ID_88 26.59 0.00000
GAPDH ID_89 30.99 0.00000
GAPDH ID_9 31.42 0.00000
GAPDH ID_90 34.69 0.00000
GAPDH ID_91 38.65 0.00000
GAPDH ID_92 27.97 0.00000
GAPDH ID_93 30.46 0.00000
GAPDH ID_94 30.18 0.00000
GAPDH ID_95
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GAPDH ID 96 34.70 0.00000
GAPDH D 97 39.53 0.00000
GAPDH ID 98 28.13 0.00000
GAPDH ID 99 28.47 0.00000
VDR ID_1 0.00297 0.00000 0.00000 | 33.04 0.00000
VDR ID_10 0.25182 0.00000 0.00000 | 25.37 0.00000
VDR ID_100 0.00310 0.00000 0.00000 | 35.08 0.00000
VDR ID_101 0.20291 0.00000 0.00000 | 28.49 0.00000
VDR ID_102 0.73631 0.00000 0.00000 | 26.28 0.00000
VDR ID_103 0.00779 0.00000 0.00000 | 31.23 0.00000
VDR ID_104 0.00741 0.00000 0.00000 | 33.24 0.00000
VDR ID_105 0.67835 0.00000 0.00000 | 25.23 0.00000
VDR ID_106 0.01486 0.00000 0.00000 | 31.80 0.00000
VDR ID_107 0.00044 0.00000 0.00000 | 42.16 0.00000
VDR ID_108 0.02622 0.00000 0.00000 | 30.59 0.00000
VDR ID_109 0.00529 0.00000 0.00000 | 38.04 0.00000
VDR ID_11 0.00927 0.00000 0.00000 | 33.32 0.00000
VDR ID_110 0.25722 0.00000 0.00000 | 25.05 0.00000
VDR D 111 0.01078 0.00000 0.00000 | 32.36 0.00000
VDR ID_112 0.01473 0.00000 0.00000 | 31.25 0.00000
VDR D 113 0.00626 0.00000 0.00000 | 32.13 0.00000
VDR D 114 0.00331 0.00000 0.00000 | 29.63 0.00000
VDR ID_115 1.35774 0.00000 0.00000 | 28.72 0.00000
VDR D 116 0.00326 0.00000 0.00000 | 31.83 0.00000
VDR D 117 0.00506 0.00000 0.00000 | 32.25 0.00000
VDR ,D:1 18 0.00370 0.00000 0.00000 | 41.58 0.00000
VDR ID_119 0.00514 0.00000 0.00000 | 33.02 0.00000
VDR D 12 0.00218 0.00000 0.00000 | 34.02 0.00000
VDR ID_120 0.00539 0.00000 0.00000 | 32.22 0.00000
VDR D 121 0.00258 0.00000 0.00000 | 30.75 0.00000
VDR ID:122 0.14366 0.00000 0.00000 | 32.59 0.00000
VDR ID_123 1.63587 0.00000 0.00000 | 37.32 0.00000
VDR D 124 0.00475 0.00000 0.00000 | 31.97 0.00000
VDR D 125 0.00265 0.00000 0.00000 | 34.03 0.00000
VDR ID_126 0.01157 0.00000 0.00000 | 31.83 0.00000
VDR D 127 0.00815 0.00000 0.00000 | 31.69 0.00000
VDR D 128 0.00329 0.00000 0.00000 | 33.22 0.00000
VDR ,D:129 0.00068 0.00000 0.00000 | 33.76 0.00000
VDR D 13 1.04459 0.00000 0.00000 | 27.34 0.00000
VDR ID_130 0.01025 0.00000 0.00000 | 29.10 0.00000
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VDR ID_131 0.00574 0.00000 0.00000 | 34.84 0.00000
VDR D 132 0.01696 0.00000 0.00000 | 28.46 0.00000
VDR ID_133 0.00946 0.00000 0.00000 | 35.01 0.00000
VDR ID 134 0.00305 0.00000 0.00000 | 37.68 0.00000
VDR ID_135 0.00031 0.00000 0.00000 | 42.56 0.00000
VDR ID_136 0.00427 0.00000 0.00000 | 36.41 0.00000
VDR D 137 0.00462 0.00000 0.00000 | 31.50 0.00000
VDR ID_138 0.00780 0.00000 0.00000 | 35.86 0.00000
VDR ID 139 0.00696 0.00000 0.00000 | 36.88 0.00000
VDR D 14 0.29758 0.00000 0.00000 | 26.21 0.00000
VDR ID._140 0.00337 0.00000 0.00000 | 39.73 0.00000
VDR D 141 0.00894 0.00000 0.00000 | 31.23 0.00000
VDR ID_142 0.00104 0.00000 0.00000 | 37.45 0.00000
VDR D 143 0.00340 0.00000 0.00000 | 38.37 0.00000
VDR ID_144 0.02619 0.00000 0.00000 | 36.14 0.00000
VDR D145 0.00718 0.00000 0.00000 | 35.10 0.00000
VDR ID_146 0.00215 0.00000 0.00000 | 40.17 0.00000
VDR ID_147 0.01838 0.00000 0.00000 | 30.27 0.00000
VDR D 148 0.01061 0.00000 0.00000 | 36.25 0.00000
VDR ID_149 0.10772 0.00000 0.00000 | 35.79 0.00000
VDR D 15 0.00305 0.00000 0.00000 | 34.84 0.00000
VDR ID_150 0.00505 0.00000 0.00000 | 36.91 0.00000
VDR ID_151 0.02570 0.00000 0.00000 | 34.55 0.00000
VDR ID_152 0.04754 0.00000 0.00000 | 29.32 0.00000
VDR D 153 0.00645 0.00000 0.00000 | 36.78 0.00000
VDR ,D:154 0.00467 0.00000 0.00000 | 34.08 0.00000
VDR ID_155 0.00411 0.00000 0.00000 | 35.29 0.00000
VDR ID 156 0.04590 0.00000 0.00000 | 31.34 0.00000
VDR ID_16 2.48874 0.00000 0.00000 | 23.65 0.00000
VDR D 17 0.00983 0.00000 0.00000 | 32.73 0.00000
VDR ,D:18 84.33926 0.00000 0.00000 | 27.79 0.00000
VDR ID_19 0.00723 0.00000 0.00000 | 31.49 0.00000
VDR D 2 0.00041 0.00000 0.00000 | 41.29 0.00000
VDR ID 20 0.00605 0.00000 0.00000 | 31.58 0.00000
VDR ID_21 0.00948 0.00000 0.00000 | 31.21 0.00000
VDR D 22 0.00833 0.00000 0.00000 | 31.44 0.00000
VDR D 23 0.00943 0.00000 0.00000 | 30.78 0.00000
VDR ,D:24 0.00007 0.00000 0.00000 | 41.01 0.00000
VDR ID 25 0.00030 0.00000 0.00000 | 40.37 0.00000
VDR ID_26 0.00369 0.33437 033437 | 36.79 1.55378
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VDR D 27 0.00548 0.00000 0.00000 | 37.63 0.00000
VDR D 28 0.00325 0.00000 0.00000 | 36.70 0.00000
VDR ID_20 0.01219 0.00000 0.00000 | 37.56 0.00000
VDR D 3 0.26646 0.00000 0.00000 | 26.90 0.00000
VDR ID_30 0.01044 0.00000 0.00000 | 37.83 0.00000
VDR D 31 51.40337 0.00000 0.00000 | 30.06 0.00000
VDR D 32 24.55480 0.00000 0.00000 | 26.94 0.00000
VDR D 33 130.72220 0.00000 0.00000 | 26.44 0.00000
VDR D 34 0.00291 0.00000 0.00000 | 33.62 0.00000
VDR ID 35 0.00423 0.00000 0.00000 | 30.73 0.00000
VDR ID_36 0.01979 0.00000 0.00000 | 35.32 0.00000
VDR D 37 0.09182 0.00000 0.00000 | 36.29 0.00000
VDR ID 38 0.00697 0.00000 0.00000 | 37.08 0.00000
VDR D 39 0.00719 0.00000 0.00000 | 32.03 0.00000
VDR D 4 1.20200 0.00000 0.00000 | 23.78 0.00000
VDR ID_40 0.00248 0.00000 0.00000 | 35.02 0.00000
VDR ID_41 0.00178 0.00000 0.00000 | 35.85 0.00000
VDR D 42 0.00950 0.00000 0.00000 | 31.48 0.00000
VDR D 43 0.01982 0.00000 0.00000 | 32.33 0.00000
VDR D 44 0.00596 0.00000 0.00000 | 34.06 0.00000
VDR D 45 22.98570 0.00000 0.00000 | 27.75 0.00000
VDR D 46 0.07298 0.00000 0.00000 | 33.21 0.00000
VDR ID_47 0.00063 0.00000 0.00000 | 33.26 0.00000
VDR D 48 0.01096 0.00000 0.00000 | 37.63 0.00000
VDR D 49 0.04758 0.00000 0.00000 | 34.87 0.00000
VDR 0 5 0.27095 0.00000 0.00000 | 26.33 0.00000
VDR ID_50 0.42836 0.00000 0.00000 | 30.32 0.00000
VDR ID 51 0.29316 0.00000 0.00000 | 26.18 0.00000
VDR ID_52 0.00342 0.00000 0.00000 | 37.01 0.00000
VDR D 53 0.35627 0.00000 0.00000 | 26.00 0.00000
VDR D 54 13.91429 0.00000 0.00000 | 28.03 0.00000
VDR ID 55 0.02597 0.00000 0.00000 | 32.65 0.00000
VDR ID 56 0.02069 0.00000 0.00000 | 37.33 0.00000
VDR D 57 236288 0.00000 0.00000 | 27.36 0.00000
VDR ID_58 0.00093 0.00000 0.00000 | 41.74 0.00000
VDR D 59 0.06614 0.00000 0.00000 | 29.64 0.00000
VDR D 6 0.09879 0.00000 0.00000 | 27.86 0.00000
VDR D 60 0.00598 0.00000 0.00000 | 32.18 0.00000
VDR D 61 1.02401 0.00000 0.00000 | 26.60 0.00000
VDR ID_62 7.50328 0.00000 0.00000 | 26.41 0.00000
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VDR ID_63 0.00267 0.00000 0.00000 | 32.80 0.00000
VDR D 64 0.00660 0.00000 0.00000 | 31.29 0.00000
VDR ID_65 0.00446 0.00000 0.00000 | 32.05 0.00000
VDR ID 66 14.85317 0.00000 0.00000 | 26.06 0.00000
VDR ID_67 0.00438 0.00000 0.00000 | 38.33 0.00000
VDR D 68 3.20471 0.00000 0.00000 | 26.23 0.00000
VDR D 69 3.17726 0.00000 0.00000 | 25.47 0.00000
VDR D 7 1.12827 0.00000 0.00000 | 26.21 0.00000
VDR D 70 0.00204 0.00000 0.00000 | 40.67 0.00000
VDR D71 0.06775 0.00000 0.00000 | 33.16 0.00000
VDR D 72 3.42134 0.00000 0.00000 | 26.62 0.00000
VDR D 73 70.68327 0.00000 0.00000 | 23.38 0.00000
VDR D 74 2.10974 0.00000 0.00000 | 26.57 0.00000
VDR D 75 0.00642 0.00000 0.00000 | 31.83 0.00000
VDR D 76 27.83776 0.00000 0.00000 | 22.71 0.00000
VDR D 77 19.62778 0.00000 0.00000 | 27.47 0.00000
VDR ID_78 0.74379 0.00000 0.00000 | 30.16 0.00000
VDR ID_79 0.00710 0.00000 0.00000 | 32.21 0.00000
VDR D 8 0.11901 0.00000 0.00000 | 2653 0.00000
VDR ID_80 0.01938 0.00000 0.00000 | 32.68 0.00000
VDR D 81 2227353 0.00000 0.00000 | 26.12 0.00000
VDR D 82 0.00892 0.00000 0.00000 | 32.74 0.00000
VDR ID_83 0.00936 0.00000 0.00000 | 33.24 0.00000
VDR D 84 0.02345 0.00000 0.00000 | 28.62 0.00000
VDR D 85 4.17804 0.00000 0.00000 | 23.62 0.00000
VDR D 86 0.09236 0.00000 0.00000 | 31.06 0.00000
VDR D 87 0.00066 0.00000 0.00000 | 34.73 0.00000
VDR ID 88 0.04287 0.00000 0.00000 | 30.17 0.00000
VDR ID_89 0.00157 0.00000 0.00000 | 32.05 0.00000
VDR D 9 3.79971 0.00000 0.00000 | 25.21 0.00000
VDR D 90 0.05176 0.00000 0.00000 | 31.84 0.00000
VDR ID 91 0.32282 0.00000 0.00000 | 32.47 0.00000
VDR D 92 78.22414 0.00000 0.00000 | 28.51 0.00000
VDR D 93 0.00197 0.00000 0.00000 | 33.11 0.00000
VDR ID_94 0.00948 0.00000 0.00000 | 33.33 0.00000
VDR D 95 1.00000 0.00000 0.00000 | 26.32 0.00000
VDR D 96 36.91609 0.00000 0.00000 | 25.64 0.00000
VDR D 97 240.22805 0.00000 0.00000 | 27.77 0.00000
VDR D 98 0.00729 0.00000 0.00000 | 31.38 0.00000
VDR ID_99 0.07685 0.00000 0.00000 | 28.32 0.00000
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Perbedaan Ekspresi Gen VDR berdasarkan kelompok (TB aktif, Kontak serumah IGRA positi

dan negatif)

. . . Expression Expression
Target Biological Group Control Expression 95% Cl Low 95% Cl High P-Value
GAPDH (-) IGRAHC
GAPDH (+) IGRAHC
GAPDH ACTIVE TB C
VDR (-) IGRAHC 5.06714 1.14939 22.33879 0.013560
VDR (+) IGRAHC 3.99362 1.44320 11.05109 0.011396
VDR ACTIVE TB C 1.00000 0.56434 1.77200
Lower
P-Value . Upper Bound | P-Value e
Target | df ANOVA Contrast Ratio Bo%nd (95%) Tukey Significant
(95%)
VDR 2 0.01295 Yes
(-) IGRAHC - (+) IGRAHC 1.26881 0.219354 7.339183 0.944792 | No
(-) IGRAHC - ACTIVE TB 5.06714 1.040700 24.671749 0.043109 | Yes
(+) IGRAHC - ACTIVE TB 3.99362 1.016427 15.691208 0.046636 | Yes
EKSPRESI GEN MIF
. Corrected
Target Sample Control Expression géeressmn Expression Mean Cq Cq SEM
SEM
GAPDH D1 37.14 0.00000
GAPDH ID 10 27.56 0.00000
GAPDH ID 100 30.75 0.00000
GAPDH ID 101 27.35 0.00000
GAPDH ID 102 30.21 0.00000
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28.39 0.00000
o o 32.51 0.00000
orror o 28.90 0.00000
a0 o 30.10 0.00000
orror o 26.31 0.00000
oaror P, 29.50 0.00000
o o 29.92 0.00000
a0 o 30.79 0.00000
o o 27.25 0.00000
orror o 30.63 0.00000
arror o 27.30 0.00000
- P 28.71 0.00000
- o 24.27 0.00000
- o 23.77 0.00000
aaror o 25.97 0.00000
a0 o 26.39 0.00000
- pow 26.64 0.00000
- o 27.76 0.00000
- . 29.32 0.00000
oaror o 35.04 0.00000
" . 24.29 0.00000
- g 25.79 0.00000
arvor P 26.73 0.00000
o . 32.45 0.00000
o P 27.54 0.00000
o P 31.56 0.00000
arror s 27.30 0.00000
arvor P, 28.87 0.00000
- o 28.18 0.00000
orror o 31.58 0.00000
o o 27.78 0.00000
o P 29.26 0.00000
" g 27.45 0.00000
onror o 29.54 0.00000
onror o 38.49 0.00000
orror P 36.10 0.00000
- o 30.70 0.00000
orror pows 26.10 0.00000
- o 37.92 0.00000
onror o 33.55 0.00000
GAPDH ID 139
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28.66 0.00000
oaror — 34.34 0.00000
oaor v 28.87 0.00000
e v 38.26 0.00000
oaor —— 31.20 0.00000
oaror — 29.12 0.00000
oaor — 39.38 0.00000
e — 33.35 0.00000
" p— 24.95 0.00000
oaor —” 33.48 0.00000
e — 30.01 0.00000
oaror o 30.87 0.00000
e -~ 30.59 0.00000
oaror p— 30.59 0.00000
oaor p—— 25.14 0.00000
" p—— 31.24 0.00000
oaror o 28.25 0.00000
e — 29.45 0.00000
oaror p— 28.03 0.00000
" e 29.16 0.00000
" - 30.22 0.00000
oaror — 38.36 0.00000
oaor - 35.07 0.00000
" e 36.99 0.00000
oaor - 39.96 0.00000
" —e 32.03 0.00000
oaor - 39.04 0.00000
oaror - 32.72 0.00000
oaror . 37.36 0.00000
" . 38.41 0.00000
" - 37.51 0.00000
" e 31.31 0.00000
" - 36.57 0.00000
" - 30.79 0.00000
oaor . 29.18 0.00000
" - 32.92 0.00000
oaror - 29.37 0.00000
" v 35.77 0.00000
" -~ 37.67 0.00000
oaor o 31.99 0.00000
GAPDH ID 34
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27.47 0.00000
orror o 36.86 0.00000
onror g 28.42 0.00000
a0 o 29.34 0.00000
onror o 30.35 0.00000
oaror o 28.20 0.00000
orror . 37.31 0.00000
onr po» 36.38 0.00000
rbor o 27.11 0.00000
onror o 26.02 0.00000
a0 o 28.19 0.00000
e o 36.43 0.00000
oaror o 30.37 0.00000
e g 37.75 0.00000
nro o 35.50 0.00000
a0 o 25.90 0.00000
rror e 28.63 0.00000
oaror . 33.26 0.00000
e o 28.36 0.00000
oaror s 30.92 0.00000
rbor s 28.46 0.00000
rbor o 36.06 0.00000
onror o 31.73 0.00000
e s 35.16 0.00000
aaror g 32.55 0.00000
e o 36.09 0.00000
orror i 29.68 0.00000
onror oe 28.72 0.00000
rror o 28.75 0.00000
orror g 30.60 0.00000
e g 33.27 0.00000
orror g 30.12 0.00000
o e 31.93 0.00000
oaror o 31.64 0.00000
onror o 33.96 0.00000
a0 g 27.75 0.00000
- P 31.92 0.00000
a0 g 31.07 0.00000
rbor o 30.58 0.00000
onror e 38.72 0.00000
GAPDH ID 70
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GAPDH ID 71 33.44 0.00000
GAPDH D 72 32.39 0.00000
GAPDH D73 33.49 0.00000
GAPDH ID 74 31.87 0.00000
GAPDH D75 29.00 0.00000
GAPDH ID 76 31.47 0.00000
GAPDH D77 35.78 0.00000
GAPDH ID 78 33.69 0.00000
GAPDH ID 79 29.03 0.00000
GAPDH D8 27.66 0.00000
GAPDH ID 80 30.96 0.00000
GAPDH ID 81 34.55 0.00000
GAPDH ID 82 32.00 0.00000
GAPDH ID 83 34.21 0.00000
GAPDH D 84 27.37 0.00000
GAPDH ID 85 29.92 0.00000
GAPDH D 86 31.59 0.00000
GAPDH ID 87 27.66 0.00000
GAPDH ID 88 29.85 0.00000
GAPDH ID 89 26.98 0.00000
GAPDH ID9 31.30 0.00000
GAPDH ID 90 31.53 0.00000
GAPDH ID 91 34.83 0.00000
GAPDH ID 92 28.08 0.00000
GAPDH ID 93 28.27 0.00000
GAPDH ID 94 34.05 0.00000
GAPDH D95 33.12 2.62088
GAPDH ID 96 30.16 0.00000
GAPDH ID 97 36.26 0.00000
GAPDH ID 98 30.48 0.00000
GAPDH ID 99 28.85 0.00000
MIF D 1 242.92317 0.00000 0.00000 31.46 0.00000
MIF ID 10 0.17545 0.00000 0.00000 32.32 0.00000
MIF ID 100 0.05444 0.00000 0.00000 37.20 0.00000
MIF ID 101 0.08501 0.00000 0.00000 33.15 0.00000
MIF ID 102 1.27375 0.00000 0.00000 32.10 0.00000
MIF ID 103 0.34484 0.00000 0.00000 32.17 0.00000
MIF ID 104 7.02379 0.00000 0.00000 31.95 0.00000
MIF ID 105 0.33157 0.00000 0.00000 32.74 0.00000
MIF ID 106 1.90574 0.00000 0.00000 31.42 0.00000
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MIF D 107 0.14000 0.00000 0.00000 31.39 0.00000
MIF ID 108 2.59243 0.00000 0.00000 30.37 0.00000
MIF ID 109 0.10914 0.00000 0.00000 35.36 0.00000
MIF D 11 0.31772 0.00000 0.00000 34.69 0.00000
MIF ID 110 0.29889 0.00000 0.00000 31.24 0.00000
MIF D 111 1.41857 0.00000 0.00000 32.37 0.00000
MIF D 112 0.00809 0.00000 0.00000 36.50 0.00000
MIF D 113 0.25229 0.00000 0.00000 32.94 0.00000
MIF D 114 0.00519 0.00000 0.00000 34.11 0.00000
MIF D 115 0.00344 0.00000 0.00000 34.20 0.00000
MIF ID 116 0.01328 0.00000 0.00000 34.45 0.00000
MIF D 117 0.00836 0.00000 0.00000 35.54 0.00000
MIF D 118 0.00640 0.00000 0.00000 36.17 0.00000
MIF D 119 0.15791 0.00000 0.00000 32.67 0.00000
MIF D 12 0.62056 0.00000 0.00000 32.25 0.00000
MIF D 120 147.25926 0.00000 0.00000 30.08 0.00000
MIF D 121 0.00997 0.00000 0.00000 33.18 0.00000
MIF D 122 0.05286 0.00000 0.00000 32.27 0.00000
MIF D 123 0.01908 0.00000 0.00000 34.68 0.00000
MIF D 124 9.03031 0.00000 0.00000 31.52 0.00000
MIF ID 125 1.38560 0.00000 0.00000 29.32 0.00000
MIF D 126 2.19753 0.00000 0.00000 32.67 0.00000
MIF D 127 0.01614 0.00000 0.00000 35.50 0.00000
MIF D 128 0.66950 0.00000 0.00000 31.70 0.00000
MIF D 129 1.62830 0.00000 0.00000 29.72 0.00000
MIF D 13 0.46283 0.00000 0.00000 34.94 0.00000
MIF D 130 0.80904 0.00000 0.00000 30.33 0.00000
MIF D 131 1.00000 0.00000 0.00000 31.50 0.00000
MIF D 132 1.06890 0.00000 0.00000 29.60 0.00000
MIF D 133 6.02900 0.00000 0.00000 29.19 0.00000
MIF D 134 170.17763 0.00000 0.00000 33.32 0.00000
MIF D 135 14.31640 0.00000 0.00000 34.50 0.00000
MIF D 136 3.68093 0.00000 0.00000 31.06 0.00000
MIF D 137 0.45169 0.00000 0.00000 29.50 0.00000
MIF D 138 926.84662 0.00000 0.00000 30.30 0.00000
MIF D 139 8.65749 0.00000 0.00000 32.68 0.00000
MIF D 14 0.30560 0.00000 0.00000 32.61 0.00000
MIF D 140 27.65456 0.00000 0.00000 31.79 0.00000
MIF D 141 0.66950 0.00000 0.00000 31.70 0.00000
MIF D 142 76.15842 0.00000 0.00000 34.25 0.00000
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MIF D 143 7.70384 0.00000 0.00000 30.50 0.00000
MIF D 144 0.30940 0.00000 0.00000 33.06 0.00000
MIF D 145 781.68666 0.00000 0.00000 32.01 0.00000
MIF D 146 11.17292 0.00000 0.00000 32.11 0.00000
MIF D 147 0.28832 0.00000 0.00000 28.99 0.00000
MIF D 148 9.86947 0.00000 0.00000 32.42 0.00000
MIF D 149 3.57293 0.00000 0.00000 30.42 0.00000
MIF D15 1.42110 0.00000 0.00000 32.60 0.00000
MIF D 150 0.14164 0.00000 0.00000 35.66 0.00000
MIF ID 151 0.97911 0.00000 0.00000 32.86 0.00000
MIF D 152 0.04790 0.00000 0.00000 31.77 0.00000
MIF D 153 5.33132 0.00000 0.00000 31.08 0.00000
MIF D 154 3.68280 0.00000 0.00000 28.61 0.00000
MIF D 155 11.84203 0.00000 0.00000 28.13 0.00000
MIF D 156 0.01811 0.00000 0.00000 36.06 0.00000
MIF D 16 0.22532 0.00000 0.00000 33.56 0.00000
MIF D 17 0.56018 0.00000 0.00000 33.31 0.00000
MIF D 18 7.07716 0.00000 0.00000 37.78 0.00000
MIF ID 19 1.38818 0.00000 0.00000 36.85 0.00000
MIF D2 63.94433 0.00000 0.00000 33.24 0.00000
MIF D 20 16.00180 0.00000 0.00000 38.20 0.00000
MIF D 21 3.27014 0.00000 0.00000 32.56 0.00000
MIF D 22 9.56710 0.00000 0.00000 38.03 0.00000
MIF D 23 6.77245 0.00000 0.00000 32.20 0.00000
MIF D 24 276.16881 0.00000 0.00000 31.50 0.00000
MIF D 25 331.50621 0.00000 0.00000 32.28 0.00000
MIF D 26 49.38555 0.00000 0.00000 34.13 0.00000
MIF D 27 3.08195 0.00000 0.00000 31.93 0.00000
MIF D 28 7171217171 | 0.00000 0.00000 22,69 0.00000
MIF D 29 0.30350 0.00000 0.00000 34.76 0.00000
MIF D3 0.40247 0.00000 0.00000 32.73 0.00000
MIF D 30 1.03978 0.00000 0.00000 35.11 0.00000
MIF D 31 0.04522 0.00000 0.00000 36.08 0.00000
MIF D 32 1.80796 0.00000 0.00000 37.16 0.00000
MIF D 33 6.96447 0.00000 0.00000 37.12 0.00000
MIF D 34 4.02903 0.00000 0.00000 32.23 0.00000
MIF D 35 0.11221 0.00000 0.00000 32.87 0.00000
MIF D 36 526.43911 0.00000 0.00000 30.06 0.00000
MIF D 37 0.13058 0.00000 0.00000 33.60 0.00000
MIF D 38 0.07834 0.00000 0.00000 35.26 0.00000
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MIF D 39 1.92559 0.00000 0.00000 31.65 0.00000
MIF D4 0.29562 0.00000 0.00000 32.21 0.00000
MIF D 40 200.90766 0.00000 0.00000 31.91 0.00000
MIF D 41 69.74818 0.00000 0.00000 32.50 0.00000
MIF D 42 0.02159 0.00000 0.00000 34.89 0.00000
MIF D43 0.03390 0.00000 0.00000 33.15 0.00000
MIF D 44 0.02971 0.00000 0.00000 35.50 0.00000
MIF D 45 0.93264 0.00000 0.00000 38.78 0.00000
MIF D 46 0.34191 0.00000 0.00000 34.17 0.00000
MIF D 47 280.08605 0.00000 0.00000 31.87 0.00000
MIF D 48 8.65455 0.00000 0.00000 34.63 0.00000
MIF D 49 0.05367 0.00000 0.00000 32.37 0.00000
MIF D5 0.10197 0.00000 0.00000 34.17 0.00000
MIF ID 50 1.66557 0.00000 0.00000 34.77 0.00000
MIF D 51 0.34125 0.00000 0.00000 32.15 0.00000
MIF D 52 243612 0.00000 0.00000 31.88 0.00000
MIF D53 0.18986 0.00000 0.00000 33.10 0.00000
MIF D 54 4.92648 0.00000 0.00000 36.01 0.00000
MIF ID 55 0.41722 0.00000 0.00000 35.23 0.00000
MIF D 56 28.64806 0.00000 0.00000 32,57 0.00000
MIF ID 57 0.63136 0.00000 0.00000 35.46 0.00000
MIF ID 58 47.59672 0.00000 0.00000 32.76 0.00000
MIF ID 59 1.80101 0.00000 0.00000 31.07 0.00000
MIF D6 0.18749 0.00000 0.00000 33.38 0.00000
MIF D 60 1.39690 0.00000 0.00000 30.52 0.00000
MIF D 61 1.19328 0.00000 0.00000 32.59 0.00000
MIF D 62 0.70022 0.00000 0.00000 36.03 0.00000
MIF D 63 0.58446 0.00000 0.00000 33.14 0.00000
MIF D 64 2.87450 0.00000 0.00000 32.65 0.00000
MIF ID 65 2.82701 0.00000 0.00000 32.39 0.00000
MIF D 66 1.72610 0.00000 0.00000 35.42 0.00000
MIF D 67 1.15144 0.00000 0.00000 29.80 0.00000
MIF D 68 0.42604 0.00000 0.00000 35.40 0.00000
MIF D 69 0.26978 0.00000 0.00000 35.21 0.00000
MIF D7 0.21147 0.00000 0.00000 35.07 0.00000
MIF ID 70 349.48901 0.00000 0.00000 32.52 0.00000
MIF D 71 0.15039 0.00000 0.00000 38.42 0.00000
MIF D 72 241566 0.00000 0.00000 33.36 0.00000
MIF D73 259364 0.00000 0.00000 34.36 0.00000
MIF D 74 0.33615 0.00000 0.00000 35.69 0.00000
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MIF D75 29.87026 0.00000 0.00000 26.35 0.00000
MIF ID 76 1.83236 0.00000 0.00000 32.84 0.00000
MIF D 77 11.20927 0.00000 0.00000 34.54 0.00000
MIF ID 78 1.05721 0.00000 0.00000 35.85 0.00000
MIF ID 79 1.06031 0.00000 0.00000 31.19 0.00000
MIF D8 0.16932 0.00000 0.00000 32.47 0.00000
MIF ID 80 1.21695 0.00000 0.00000 32.92 0.00000
MIF ID 81 0.85140 0.00000 0.00000 37.03 0.00000
MIF ID 82 55.93305 0.00000 0.00000 28.44 0.00000
MIF ID 83 5.79915 0.00000 0.00000 33.92 0.00000
MIF ID 84 0.28770 0.00000 0.00000 31.41 0.00000
MIF ID 85 0.18650 0.00000 0.00000 34.59 0.00000
MIF ID 86 1.60856 0.00000 0.00000 33.15 0.00000
MIF ID 87 0.02839 0.00000 0.00000 35.04 0.00000
MIF ID 88 0.16618 0.00000 0.00000 34.68 0.00000
MIF ID 89 0.66283 0.00000 0.00000 29.82 0.00000
MIF D9 0.39885 0.00000 0.00000 34.87 0.00000
MIF ID 90 1.22820 0.00000 0.00000 33.48 0.00000
MIF ID 91 1.37278 0.00000 0.00000 36.62 0.00000
MIF D 92 0.06673 0.00000 0.00000 34.23 0.00000
MIF ID 93 0.00829 0.00000 0.00000 37.43 0.00000
MIF ID 94 42.75820 0.00000 0.00000 30.87 0.00000
MIF ID 95 0.82965 1.06084 1.06084 35.63 0.54841
MIF ID 96 1.02519 0.00000 0.00000 32.37 0.00000
MIF D 97 62.31722 0.00000 0.00000 32.54 0.00000
MIF ID 98 1.33991 0.00000 0.00000 32.30 0.00000
MIF ID 99 1.06470 0.00000 0.00000 31.00 0.00000
PERBEDAAN EKSPRESI GEN MIF
Target Biological Group Control Expression 5;5: egls iLc:)r:N g;ﬁ}: e(?lsli-(l)i;h P-Value
GAPDH (-) IGRAHC
GAPDH (+) IGRAHC
GAPDH ACTIVE TB C
MIF (-) IGRAHC 0.66493 0.31496 1.40375 0.533617
MIF (+) IGRAHC 0.84813 0.43864 1.63990 0.765311
MIF ACTIVE TB C 1.00000 0.48289 2.07087
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LAMPIRAN 6. ANALISIS STATISTIK

Pengecekan HWE

A simple calculator to determine whether observed
genotype frequencies are consistent with Hardy-Weinberg

equilibrium
Genotypes *Observed # Expected #
Homozygote reference: 49 53.1
Heterozygote: 84 75.8
Homozygote variant: 23 271
Var allele freq: 0.42 156
Chi-squared value = 1.809230769

Chi-squared test P value =
(if < 0.05 - not consistent with HWE)

*Put your values here Me

VDR rs2228570

A simple calculator to determine whether observed
genotype frequencies are consistent with Hardy-Weinberg

equilibrium
Genotypes *Observed # Expected #
Homozygote reference: I 114 115.1
Heterozygote: i 40 37.8
Homozygote variant: i 2 3.1
Var allele freq: 0.14 156
Chi-squared value = 0.531039143

Chi-squared test P value =
(if < 0.05 - not consistent with HWE)

*Put your values here Me

VDR rs1544410

A simple calculator to determine whether observed
genotype frequencies are consistent with Hardy-Weinberg

A simple calculator to determine whether observed
genotype frequencies are consistent with Hardy-\Weinberg

equilibrium
Genotypes *Observed # Expected #
Homozygote reference: 28 25.0
Heterozygote: 69 74.9
Homozygote variant: 59 56.0
Var allele freq: 0.60 156
Chi-squared value = 0.973991463

Chi-squared test P value =
(if < 0.05 - not consistent with HWE)

*Put your values here Me

VDR rs7975232

equilibrium
Genotypes *Observed # Expected #
Homozygote reference: I 133 1329
Heterozygote: 22 22.2
Homozygote variant: 1 0.9
Var allele freq: 0.08 156
Chi-squared value = 0.007523148

Chi-squared test P value =
(if < 0.05 - not consistent with HWE)

*Put your values here Me

VDR rs731236
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MIF -173 G/C rs755622

A simple calculator to determine whether observed
genotype frequencies are consistent with Hardy-Weinberg

equilibrium
Genotypes *Observed #  Expected #
Homozygote reference: 88 92.3
Heterozygote: 64 55.4
Homozygote variant: 4 83
Var allele freq: 0.23 156
Chi-squared value = 3.774814815

Chi-squared test P value =
(if < 0.05 - not consistent with HWE)

*Put your values here Me

Polimorfisme VDR

Case: TB paru aktif Control: Kontak serumah

Haplotype analysis

Descriptive statistics

Response variable: group Type: categorical
[ In_ " |missing unique|
Al 156 o 2

lgroup=0-control|73 (46.76%) |[-—
lgroup=1-case |83 (53.21%) [

Covariate: age Type: quantitative

.75 .90 |95
Al subi'acts 50 |58 |61
lgroup = 0-control 48 |54.8[59.6
il’oué =1-case 83 [0 43 41 17.1 |[20.2]30 |44 ||52.5]59.8|60.9

lowest: 16, 17, 18, 19, 20 highest: 64, 65, 69, 70, 72

Covariate: sex Type: categorical
Al subi'ects IE 12

=]

irouE=0—control|73 |0 12
|group=1-case ||53 o 12

[ [FemaLE]

|all subjects 93 (60%) &3 (40%)
|group=0-control|[54 (74%) [12 (26%)
39 (47%) 44 (53%)

Covariate: smoker Type: categorical

[ [missing funiaue
[All subi 1560 2
lgroup=0-control|73 [0 2
|group=1-case 83 o 2
‘I [ N0 [ ¥Es
[an [95 (61%) [61 (39%)

lgroup=1-case |37 (45%) [46 (55%)

||fmup=0-conhoﬂ|§3 (79%) [15 (21%)’
g
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Single-SNP analysis
SNP: rs2228570..VDR.Fokl.
Percentage of typed samples: 156/156 (100%)

rs2228570..VDR.Fokl. allele frequencies (n=156)

|| All subjects H group=0-control H group=1-case
|AIIele”CountHProportionHCount”ProportionHCount”Proportion\
(& 182 0.58 96 0.66 86 0.52
T 130 ||0.42 50 0.34 80 0.48

rs2228570..VDR.Fok1. genotype frequencies (n=156)
H All subjects |rgroup=0-control || group=1-case
|GenotypeHCountHProportion||CountHProportion||CountHProportion|

Cc/C 49 0.31 29 0.4 20 0.24
C/T 84 0.54 38 0.52 46 0.55
s 23 Jo.15 le  Jo.08 17 Jo.2 |

|r52228570..VDR.Fok1. exact test for Hardy-Weinberg equilibrium (n=156)
| [N11 |N12 [N22 N1 N2 [P-value

All subjects 49 84 23 182 ||130 ||0.25
group=0-control 29 38 6 96 50 0.3
group=1-case 20 46 17 86 80 0.38
rs2228570..VDR.Fok1. association with response group (n=156, adjusted by age+sex+smoker)
Model Genotype group=0-control group=1-case OR (95% CI) P-value AIC BIC
c/C 29 (39.7%) 20 (24.1%) 1.00
Codominant T/C 38 (52%) 46 (55.4%)  1.84 (0.85-3.99)  0.04 199 217.3
/T 6 (8.2%) 17 (20.5%) 4.16 (1.29-13.42)
. c/C 29 (39.7%) 20 (24.1%) 1.00
Dominant ./ 1y 44 (60.3%) 63 (75.0%) 2.16 (1.02-4.55) 0041 199.32145
. C/C-T/C 67 (91.8%) 66 (79.5%) 1.00
N o 6 (8.2%) 17 (20.5%)  2.82 (0.98-8.12) 0:045 199.4214.7
. C/CT/T 35 (48%) 37 (44.6%) 1.00
OIS 5 38 (52%) 46 (55.4%)  1.20 (0.61-2.37) 06 20322184
Log-additive --- --- --- 1.99 (1.15-3.43) 0.012 197.1212.3
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SNP: rs1544410..VDR.Bsm1.
Percentage of typed samples: 156/156 (100%)

| rs1544410..VDR.Bsm1. allele frequencies (n=156) |
All subjects
Allele Count||Proportion Count||Proportion Count||Proportion
[ 268 Jo.86 [124 Jo.85 [144 Jo.87 |
A |44  Jo.14 [22 Jo.15 [22 .13 |

group=0-control | group=1-case

rs1544410..VDR.Bsm1. genotype frequencies (n=156)

H All subjects || group=0-control || group=1-case
|GenotypeHCount”Proportion||Count||Proportion||CountHProportion|
la/A 2 Jo.o1 lo o |2 Jo.02 |
lc/a 40 Jo.26 [22 Jo.3 [18 [0.22 |
[/ [114 Jo.73 51 Jo.7 [63  o.76 |

rs1544410..VDR.Bsm1. exact test for Hardy-Weinberg e

uilibrium (n=156)

[N11 [N12 N22 N1 N2 [[P-value
[All subjects [114 a0 2 268 |44 Jo0.74 |
[group=0-control [s1 22 o [124 22 Jo.35 |
l[aroup=1-case [63 s |2 144 22 Jo.63 |

rs1544410..VDR.Bsm1. association with response group (n=156, adjusted by age+sex+smoker)

Model Genotype group=0-control group=1-case OR (95% CI) P-value AIC BIC
G/G 51 (69.9%) 63 (75.9%) 1.00
Codominant G/A 22 (30.1%) 18 (21.7%)  0.59 (0.27-1.30) 0.12 201.2 219.5
A/A 0 (0%) 2 (2.4%) NA (0.00-NA)
. G/G 51 (69.9%) 63 (75.9%) 1.00
prullizds oo 22 (30.1%) 20 (24.1%)  0.66 (0.30-1.43) 029 202.3217.6
. G/G-G/A 73 (100%) 81 (97.6%) 1.00
Recessive A/A 0 (0%) 2 (2.4%) NA (0.00-NA) 0.12 201 216.2
. G/G-A/A 51 (69.9%) 65 (78.3%) 1.00
TR OTIRELE 2o 22 (30.1%) 18 (21.7%)  0.57 (0.26-1.25) 0-16 201.4 216.7
Log-additive --- 0.78 (0.38-1.60) 0.5 203 218.2
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SNP: rs7975232..VDR.Apal.
Percentage of typed samples: 156/156 (100%)

rs7975232..VDR.Apal. allele frequencies (n=156)

All subjects group=0-control || group=1-case
Allele Count||Proportion Count||Proportion Count |Proportion
G 187 Jjo.6 80 |o.55 107 |0.64
T J125 Jo.4 66  Jo.45 s Jo.36

rs7975232..VDR.Apal. genotype frequencies (n=156)

All subjects group=0-control | group=1-case
Genotype Count||Proportion Count |Proportion Count||Proportion
G/G 59 [o.38 21 0.29 38 [o.46
le/T 69 o.44 38 Jo.52 31 Jo.37 |
T 28 Jo.18 [ta Jo.19 14 Jo.17 |
rs7975232..VDR.Apal. exact test for Hardy-Weinberg equilibrium (n=156)

[N11 |N12 [N22 N1 N2 [P-value

All subjects [59 69 |28 187 [125 Jo.32
lgroup=0-control 21 38 J14 [so |66 Jo.81 |
laroup=1-case [38 31 14  [107 |55 o.096 |

Model

Genotype group=0-control group=1-case

OR (95% CI)

rs7975232..VDR.Apal. association with response group (n=156, adjusted by age+sex+smoker)

P-value AIC BIC

G/G 21 (28.8%) 38 (45.8%) 1.00
Codominant G/T 38 (52%) 31 (37.4%)  0.49 (0.22-1.05) 0.13 201.4 219.7
T 14 (19.2%) 14 (16.9%)  0.46 (0.17-1.26)
. G/G 21 (28.8%) 38 (45.8%) 1.00
Dominant &1/ 52 (71.2%) 45 (54.2%) 0.48 (0.23-0.99) 0-044 199.4214.6
 G/G-G[T 59 (80.8%) 69 (83.1%) 1.00
PREEE om 14 (19.2%) 14 (16.9%)  0.69 (0.28-1.70) -4t 2028 218
G/GT/T 35 (48%) 52 (62.6%) 1.00
Overdominant G/T 38 (52%) 31 (37.4%) 0.63 (0.31-1.25) 0.18 201.7 216.9
Log-additive --- 0.64 (0.39-1.05)  0.072 200.2 215.5
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SNP: rs731236...VDR.Taql.
Percentage of typed samples: 156/156 (100%)

rs731236...VDR.Taql. allele frequencies (n=156)

All subjects

group=0-control

group=1-case

Allele CountHProportion

CountHProportion

CountHProportion

T 288 ]|0.92

133 |0.91

155 ||0.83

E 24 0.08

13 0.09

11 0.07

rs731236...VDR.Taql.

enotype frequencies (n=156)

All subjects group=0-control | group=1-case
Genotype CountHProportion Count Proportion|Count|Proportion
c/c 1 [0.01 1 0.01 0 0
T/C 22 0.14 11 0.15 11 0.13
T/T 133 0.85 61 0.84 72 0.87
rs731236...VDR.Taql. exact test for Hardy-Weinberg equilibrium (n=156)

Ni1i |N12 ||N22 N1 N2 |P-value

All subjects 133 22 1 288 24 1
group=0-control 61 11 1 133 |13 0.44
lgroup=1-case 72 i1 o [t55 11 i1 |

rs731236...VDR.Taql. association with response group (n=156, adjusted by age+sex+smoker)

Model Genotype group=0-control group=1-case OR (95% CI) P-value AIC BIC
/T 61 (83.6%) 72 (86.8%) 1.00
Codominant T/C 11 (15.1%) 11 (13.2%) 0.91(0.35-2.41) 0.47 203.9 222.2
c/c 1 (1.4%) 0 (0%) 0.00 (0.00-NA)
_ T 61 (83.6%) 72 (86.8%) 1.00
Dominant 1/ /¢ 12 (16.4%) 11 (13.2%) 0.83 (0.32-2.16) /1 203.3218.6
_ T/T-T/C 72 (98.6%) 83 (100%) 1.00
Recessive c/c 1 (1.4%) 0 (0%) 0.00 (0.00-NA) 0.22 202 217.2
____T/T-¢/C 62 (84.9%) 72 (86.8%) 1.00
AT oo 11 (15.1%) 11 (13.2%)  0.94 (0.36-2.47) °0:° 203.4 2187
Log-additive --- 0.77 (0.31-1.88) 0.56 203.1 218.4
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Itiple-SNP analysis
Linkage disequilibrium analysis
Haplotype analysis

Multiple-SNP analysis

Linkage disequilibrium analysis

D statistic

rs2228570..VDR.Foki1.

rs2228570..VDR.Fok1.
rs1544410..VDR.Bsm1.
rs7975232..VDR.Apal.

D' statistic

rs2228570..VDR.Fok1.

rs2228570..VDR.Fok1.
rs1544410..VDR.Bsm1.
rs7975232..VDR.Apal.

r statistic

rs2228570..VDR.Fok1
rs2228570..VDR.Fok1.
rs1544410..VDR.Bsm1.
rs7975232..VDR.Apal.

P-values

rs2228570..VDR.Fok1.

rs2228570..VDR.Fok1.
rs1544410..VDR.Bsm1.
rs7975232..VDR.Apal.

Haplotype analysis

rs1544410..VDR.Bsm1. rs7975232..VDR.Apal.
-0.011 0.0144
0.0344

rs1544410..VDR.Bsm1. rs7975232..VDR.Apal.
0.1865 0.0615
0.4068

. rs1544410..VDR.Bsm1. rs7975232..VDR.Apal.

-0.0639 0.0595

0.2016

rs1544410..VDR.Bsm1. rs7975232..VDR.Apa1l.
0.2591 0.2934
4e-04

Haplotype frequencies estimation (n=156)

JrsZZZSS?O..VDR.FokL rs1544410..VDR.Bsm1.rs7975232..VDR.Apal.|| Total |group.0.control|group.1.case ‘;ﬂ;ﬂt‘:x’
pf ¢ e [ e o318 0315 0318

[2] T © G 0.2362 0.125 0.2834 0.548
3 E © T 0.1803 0.2525 0.1208 0.7283
4 T © T 0.1307 0.1562 0.1515 0.859
5 E A G 0.0514 0.046 0.0493 0.9104
6 T A T 0.0498 0 0.0471 0.9602
7 E A T

Haplotype association with response (n=156, adjusted by age+sex+smoker)

J rs2228570..VDR.Fok1.|rs1544410..VDR.Bsm1.|rs7975232..VDR.Apal.| Freq | OR (95% CI) |P- value

[2] T G G 0.2392||1.84 (0.79 - 4.28)| 0.16
3 C G T 0.1755||0.43 (0.16 - 1.16)| 0.097
4 T G T 0.1349|]1.73 (0.57 - 5.19)| 0.33
5 C A G 0.0507||0.80 (0.21 - 3.04)| 0.75
6 © A T 0.0476||0.83 (0.09 - 7.75)| 0.87
7 T A T 0.0427||0.68 (0.05 - 8.38)| 0.76

Global haplotype association p-value: 0.088
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Itiple-SNP analysis
Linkage disequilibrium analysis
Haplotype analysis

Multiple-SNP analysis

Linkage disequilibrium analysis

D statistic

rs1544410..VDR.Bsm1. rs7975232..VDR.Apal. rs731236...VDR.Taql.
rs1544410..VDR.Bsm1. . 0.0344 0.0296
rs7975232..VDR.Apal. B . 0.0309

rs731236...VDR.Taql.

D' statistic

rs1544410..VDR.Bsm1. rs7975232..VDR.Apal. rs731236...VDR.Taql.
rs1544410..VDR.Bsm1. B 0.4068 0.4475
rs7975232..VDR.Apal. . . 0.6694
rs731236...VDR.Taql.

r statistic
rs1544410..VDR.Bsm1. rs7975232..VDR.Apal. rs731236...VDR.Taql.
rs1544410..VDR.Bsm1. . 0.2016 0.3188

rs7975232..VDR.Apal. . . 0.2363
rs731236...VDR.Taql.

P-values

rs1544410..VDR.Bsm1. rs7975232..VDR.Apal. rs731236...VDR.Taql.
rs1544410..VDR.Bsm1. . 4e-04
rs7975232..VDR.Apal.
rs731236...VDR.Taq1.

Haplotype analysis

Haplotype frequencies estimation (n=156)

Dr91544410 .VDR.Bsm1.|rs7975232..VDR. Apa1 rs731236...VDR. Taqi Total |group.0.control |group.1.case fc‘r':;‘t‘l'::";’e

2 G T T 0.2828 0.4099 0.236 0.8228
E A T T 0.0552 0 0.0532 0.8779
a A G T 0.0451 0.1 0.0475 0.9231
E A T © 0.0362 0.0273 0.0319 0.9593
a G T © 0.0265 0.0149 0.0344 0.9857

il

Haplotype association with response (n=156, adjusted by age+sex+smoker) ‘
rs1544410..VDR.Bsm1.[rs7975232..VDR.Apal. rs731236...VDR.Taql.|| Freq OR (95% CI) P-value

l—\ G T T 0.2861] 0.51 (0.27 - 0.94) || 0.034
A T T 0.056 | 0.55(0.12-2.61) | 0.45

4 A G T 0.0455] 0.81 (0.17 - 3.73) || 0.78

5 A T C 0.0341] 0.69 (0.11 - 4.19) |[ 0.69

6 G T C 0.0244][7.07 (0.01 - 6619.79)|[ 0.58

|rare]| * | * | * [0.0184] o0.00 (-Inf-1nf) |[ 1 |

||Global haplotype association p-value: 0.044 ‘
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Multiple-SNP analysis
Linkage disequilibrium analysis
Haplotype analysis

Multiple-SNP analysis

Linkage disequilibrium analysis
D statistic

rs2228570..VDR Fok1. rs1544410. VDR Bsm1. rs7975232. VDR.Apal. rs731236.. VDR Tagl.

r$2228570..VOR.Fok1. . -0.011 0.0144 0.008
rs1544410. VDR Bsml. o a 0.0344 0.0296
rs7975232. VDR.Apal. . . . 0.0309

rs731236...VDR.Taqd.

D' statistic

1$2228570..VDR.Fok1. r$1544410,.VDR.BSm1. (§7975232..VORApal, rs731236...VDR Taq1.
r52228570..VDR.Fok1. . 0.1865 0.0615 01793
rs1544410. VDR.Bsm1. . . 0.4088 0.4475
157975232, VDR Apat. . . . 0.6694

rs731236.. VDR Teq1

r statistic

rs2228570..VDR.Fok1. rs1544410..VDR.Bsm1. rs7975232..VDR Apal. rs731236...VDR.Taql.
rs2228570. VDR Fok1. . -0.0639 0.0535 0.0612
r51544410..VDR.Bsm1. . . 0.2016 0.3188
rs7975232..VDR.Apal. N - - 0.2363

rs731236...VDR.Tag1.

P-values

52228570, VDR Fok1. rs1544410, VDR Bsm1. rs7975232. VDR Apal. rs731236.. VDR Taql.
rs2228570..VDR.Fok1. . 0.2591 0.2934 0.2794
rs1544410..VDR.Bsm1. . . 4e-04 0
rs7975232. VDR.Apal . . . o

r5731236...VDR. Taq1. .

Linkage Disequilibrium
11544410 VDR, Bami w7975 VDR Apal 18731236 VOA Taql
L

H -0.01096 0.01437 0.00804
£ 0.1865 0.0615

g -0.0639 0.0595

£ 1.27 1.10

g 0.250147 0.293362

g 156 156

H
&

T B

is]
E ]
i
% D
3 D
§‘ r
i x*2
4 P-value
& n

Marka1 2

Haplotype analysis

Haplotype frequencies estimation (n=156)

Hrszzz!!?o .VDR.Fok1. |rs1544410 .VDR.Bsm1. rs7975232..VDR. Apal. rs731236...VDR.Taq1. ‘ Total |group.0.control |group.1. :ase‘ ‘,;‘;‘:I'::'c?

I
2] T G G T o‘zzsa 0.0968 o.zacz 0.5371
3 C G T T [0.1545] 0.2064 0.0951 0.6916
a T G T T 0.1319 0.2045 0.142 0.8236
5 c A G T 0.0467 0.0959 0.0473 0.8703
6 c A T T 0.0381 NA| 0.0376] 0.9084
7 T A T E 0.0208| NA 0.0332 0.9292
8 @ A T c 0.0147 0.0274 0 0.9439
9 T A T T 0.0147| 0 0.0144 0.9586
1 T G T c

| Haplotype association with response (n=156, adjusted by gg-uﬁ-mlm)

| |rs2228570..VDR.Fok1. [rs1544410..VDR.Bsm1. rs7975232..VDR.Apal. [rs731236...VDR.Taq1. OR (95% CI) |P-value
-————-_-
0.2401 1.96 (0.83 - 4.61) 0.13

2 T G G T

3 c G T T 0.1498 0.30 (0.10 - 0.93) 0.039
4 T G T T l0.1322 2.03 (0.61 - 6.71) | 025

s c A T T |[0.0468 0.22 (0.03 - 1.47) 0.1z |
6 © A G T |0.0425 1.28 (0.27 - 6.07) 0.76 |
7 e A T E |[l0.0108] 1.26 (0.16 - 9.64) 0.82

8 T A T & lo.0154 0.34 (0.01 - 10.77) 0.54

B T G T & [0.0125 0.50 (0.02 - 11.63) 0.67
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Multiple-SNP analysis
Linkage disequilibrium analysis
Haplotype analysis

Multiple-SNP analysis

Linkage disequilibrium analysis
D statistic

rs2228570..VDR.Fok1. rs1544410..VDR.Bsm1. rs731236...VDR.Taq1.
rs2228570..VDR.Fok1. . -0.011 0.008
rs1544410..VDR.Bsm1. . . 0.0296
rs731236.. VDR Tag1.

D' statistic

rs2228570..VDR.Fok1. rs1544410..VDR.Bsm1. rs731236...VDR.Taq1.
rs2228570..VDR.Fok1. . 0.1865 0.1793
rs1544410..VDR.Bsm1. . . 0.4475
rs731236...VDR.Taq1l.

r statistic

rs2228570..VDR.Fok1. rs1544410..VDR.Bsm1. rs731236...VDR.Taql.
rs2228570..VDR.Fok1. . -0.0639 0.0612
rs1544410. . VDR.Bsm1. . . 0.3188

rs731236...VDR.Tagl.

P-values

rs2228570..VDR.Fok1. rs1544410..VDR.Bsm1. rs731236...VDR.Taql.
rs2228570..VDR.Foki1. . 0.2591 0.2794
rs1544410. VDR.Bsm1. . . 0

rs731236...VDR.Tagl.

Haplotype analysis

Haplotype frequencies estimation (n=156)

rs2228570..VDR.Fok1.|rs1544410..VDR.Bsm1.|rs731236...VDR.Taql.| Total |group.0.control||group.1.case ‘1:‘:';[::::2;3
2] T G T 0.3673 0.2734 0.4231 0.8222
3 € A T 0.0903 0.0716 0.086 0.9126
4 T A C 0.0261 0.023 0.0339 0.9387
5 € G E 0.024 0.022 0.02 0.9627
6 c A C 0.0141 0.0271 0 0.9768
7 T G E 0.0127 0.017 0.0124 0.9895
8 T A T 0.0105 0.0291 0.0125 1

Haplotype association with response (n=156, adjusted by age+sex+smoker)
J rs2228570..VDR.Fok1.|rs1544410..VDR.Bsm1.|rs731236...VDR.Taql.| Freq OR (95% CI) |P-value
2] 0.3672/[2.66 (1.18 - 5.98)|| 0.02
0.0857|| 1.11 (0.36 - 3.46) | 0.85
0.0219|/1.79 (0.19 - 16.99)| 0.61

2 T G T
3 C A T
4 C G ©
5 T A © 0.0219|| 0.57 (0.04 - 9.15) 0.7
6 C A ©
7 T A T
8 G ©

0.0195]|1.44 (0.11 - 18.00)| 0.78
0.014 |0.68 (0.01 - 43.98)|| 0.86
0.0136)|0.61 (0.04 - 10.08)| 0.73

—

Global haplotype association p-value: 0.31

MIF -173 G/C rs755622
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SNP: MIF..173
Percentage of typed samples: 156/156 (100%)

\ MIF..173 allele frequencies (n=156) \
Ll
‘AIIele”CountHProportiun||Count||PruportionHCount”Proportion‘
G 240 Jo.77 [109 J0.75 1131 Jo.79 |
c 72 Jo.23 37 Jo.25 35 Jo.21 |

All subjects ||group=0-contro| H group=1-case ‘

‘ MIF..173 genotype frequencies (n=156)

All subjects

ngoup:O-contrDlH group=1-case ‘

\Genotype||Count||ProportionHCountHProportionHCount”Proportion\

c/c 4 Jo.03 2 Jo.03 2 Jo.02 |
lG/C |64  Jo.41 33 Jo.45 31 o0.37 |
le/e lss  Jo.56 |38 Jo.52 50 Jo.6 \

\MIF..:I.73 exact test for Hardy-Weinberg equilibrium (n= 156)|
\ IN11 [N12 [N22 [N1 |N2 [P-value |

All subjects lss 64 4  |[240 |72 ]o.07 |
\group=0-control 38 33 2 109 [37 [o.13 |
\group=1-case 50 |31 2 131 |35 Jjo.51 |

MIF..173 association with response group (n=156, adjusted by age+sex+smoker)

Model Genotype group=0-control group=1-case OR (95% CI) P-value AIC BIC
G/G 38 (52%) 50 (60.2%) 1.00
Codominant G/C 33 (45.2%) 31 (37.4%) 0.82(0.40-1.65) 0.77 204.9223.2
c/c 2 (2.7%) 2 (2.4%) 1.47 (0.19-11.43)
. G/G 38 (52%) 50 (60.2%) 1.00
BRI e g 35 (48%) 33 (30.8%) 0.85 (0.43-1.60) 004 203.2218.5
. G/G-G/C 71 (97.3%) 81 (97.6%) 1.00
Recessive /¢ 2 (2.7%) 2(2.4%) 1.60 (0.21-12.19) °:8° 203.2218.5
____G/G-C/C 40 (54.8%) 52 (62.6%) 1.00
SRR o 33 (45.2%) 31 (37.4%) 0.80 (0.40-1.61) 003 20312183
Log-additive --- 0.91 (0.49-1.70) 0.78 203.4218.6
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Haplotype frequencies estimation (n=156)

Haplotype association with response (n=156, adjusted by age+sex+smoker)

\

[ [rs2228570..VDR.Fok1.[rs1544410..VDR.Bsm1. rs7975232..VDR.Apa1.[rs731236...VDR.Taq1.[MIF..173| Freq | OR (95% CI) [P-value|
L e T e [ e [Tt [ e o217 [
27 T G G T G 0.1877(11.01 (1.91 - 63.50)|| 0.0082
3 @ G T T G 0.1179| 0.78 (0.21 - 2.87) 0.7

4 T G T T G 0.092 | 4.18 (0.77 - 22.68) 0.099
5 C G G T C 0.091 3.77 (0.78 - 18.24) 0.1

6 C A T T G 0.046 0.59 (0.06 - 5.96) 0.66

7 T G T T © 0.0455| 3.24 (0.44 - 24.03) 0.25

8 T G G T C 0.0393| 0.43 (0.05 - 3.84) 0.45

9 C A G T G 0.0334| 2.22 (0.19 - 26.55) 0.53
10 C G T T C 0.0287 0.00 (-Inf - Inf) 1

11 T G T @ G 0.0182 1.10 (0.12 - 9.94) 0.93
12 T A T T G 0.011 | 0.75 (0.00 - 272.19) 0.92
13 T A T C G 0.0088 0.00 (-Inf - Inf) 1
rare = i3 =3 i i 0.0588| 2.87 (0.55 - 15.02) 0.21

Global haplotype association p-value: 0.021
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Polimorfisme VDR

Case: Kontak serumah IGRA positif

Multiple-SNP analysis
Linkage disequilibrium analvsis
Haplotype analysis

Descriptive statistics

Response variable: igra Type: categorical

|Al| subjects

73 (] 2

n | missing [unique

ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS| 28 (38.36%) |-~

ligra=POSITIVE IGRA HOUSEHOLD CONTACTS |45 (61.64%) |--- ==

Covariate: age Type: quantitative

Control: Kontak serumah IGRA negatif

|All subjects

In_[missing lunique mean [05 .10 25 [50 /.75 |90 |95
730 39 [38.44 |

20 |22 |26 (39 |48 |54.8]59.6

ligra = NEGATIVE IGRA HOUSEHOLD CONTACTS 280 24 36.5

ligra = POSITIVE IGRA HOUSEHOLD CONTACTS |450 31 39.6

7 [20.05]22 [[25.75(37.5/44.75]51.2 54.65

20.2 |22.4]27 a0 |50 55 [64.4

lowest: 18, 19, 20, 21, 22 highest: 58, 62, 65, 69, 70

Covariate: sex Type: categorical

i |missing [unique
Al subjects 1173]10 2
ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS 28 0 2
ligra=POSITIVE IGRA HOUSEHOLD CONTACTS 45 0 2

FEMALE | MALE
[All subjects |54 (74%)[19 (26%)
ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS 23 (82%) |5 (18%)

Covariate: smoker Type: categorical

ligra=POSITIVE IGRA HOUSEHOLD CONTACTS 31 (69%) (14 (31%)

'n_|missing [unique
|an subjects 730 2
igra=NEGATIVE IGRA HOUSEHOLD CONTACTS) 280 2
|igra=POs1TIVE IGRA HOUSEHOLD CONTACTS 450 12
NO YES

All subjects

58 (79%)||15 (21%)

ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS 24 (86%) |4 (14%)

ligra=POSITIVE IGRA HOUSEHOLD CONTACTS |34 (76%) |11 (24%)

gle-SNP an
SNP: rs2228570..VDR

.Fok1.

Percentage of typed samples: 73/73 (100%)

rs2228570..VDR.Fok1. allele

n=73

All igra=NEGATIVE IGRA HOUSEHOLD CONTACTS |igra=POSITIVE IGRA HOUSEHOLD CONTACTS

llel Proportion Count Proportion Count Proportion
Ic 96 0.66 38 0.68 158 0.54
[T S0 0.34 18 0.32 32 0.36

rs2228570..VDR.Fok1. genotype frequencies (n=73)
All subjects igra=NEGATIVE IGRA HOUSEHOLD CONTACTS |igra=POSITIVE IGRA HOUSEHOLD CONTACTS
ype [Co porti Count Proportion Count Proportion

Ic/C 29 0.4 12 0.43 17 10.38
e/ 38 Jo.52 14 0.5 24 [0.53
T 6 0.08 2 0.07 4 0.09

rs2228570..VDR.Fok1. exact test for Hardy-Weinberg equilibrium (n=73) |
T |n11/n12|N22 N1 N2 [P-value
Al subjects 129 |38 |6 |96 50 |[0.
ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS 12 |14 |2 |38 |18
ligra=POSITIVE IGRA HOUSEHOLD CONTACTS |17 |24 |4 |58 |32

iati igra (n=73, adjusted ker)

.VDR.Fok1. with r
Model  Genotypeigra=NEGATIVE IGRA HOUSEHOLD CONTACTS igra=POS]
C

by age
ITIVE IGRA HOUSEHOLD CONTACTS

OR (95% CI) P-value AIC BIC

c/ 12 (42.9%) 17 (37.8%)
Codominant T/C 14 (50%) 24 (53.3%) 119 (0.42-3.36) 0.94 106.1119.8
T 2 (7.1%) 4 (8.9%) 1.23 (0.18-8.37)
) c/c 12 (42.9%) 17 (37.8%) 1.00
Dominant /e 77 16 (57.1%) 28 (62.2%) 1.19 (0.44-3.25) 073 10411155
—c/cT/c 26 (92.9%) 41(91.1%) 1.00
b=l 2 (7.1%) 4 (8.9%) 1.13 (0.18-7.16) 089 104.2115.6
c/CT/T 14 (50%) 21 (46.7%) 1.00
T 14 (50%) 24 (53.3%) 1.15 (0.42-3.14) 078 10411156
Log-additive - 1.14 (0.52-2.54) 0.74 104.1115.5
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SNP: rs1544410..VDR.Bsm1.
Percentage of typed samples: 73/73 (100%)

rs1544410..VDR.Bsm1. allele frequencies (n=73) ”

All subjects  |ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS|[igra=POSITIVE IGRA HOUSEHOLD CONTACTS
Allele|Count |Proportion Count Proportion Count Proportion
G 124 |0.85 47 0.84 77 0.86
A 22 0.15 9 0.16 13 0.14

rs1544410..VDR.Bsm1. genotype frequencies (n=73)

All subjects  |igra=NEGATIVE IGRA HOUSEHOLD CONTACTS|[igra=POSITIVE IGRA HOUSEHOLD CONTACTS
Genotype||Count|Proportion Count Proportion Count Proportion
G/A 22 0.3 9 0.32 13 0.29
G/G 51 0.7 19 0.68 32 0.71
rs1544410..VDR.Bsm1. exact test for Hardy-Weinberg equilibrium (n=73)
N11N12|N22N1 P-value
All subjects 51 |22 |0 124 0.35
igra=NEGATIVE IGRA HOUSEHOLD CONTACTS|19 |9 [0 |47
igra=POSITIVE IGRA HOUSEHOLD CONTACTS |32 |13 [0 |77 0.57

rs1544410..VDR.Bsm1. association with response igra (n=73, adjusted by age+sex+smoker)

Model Genotype igra=NEGATIVE IGRA HOUSEHOLD CONTACTS igra=POSITIVE IGRA HOUSEHOLD CONTACTS OR (95% CI) P-value AIC BIC

G/G
G/A

19 (67.9%)
9 (32.1%)

32 (71.1%)
13 (28.9%)

1.00

0.75 (0.26-2.18) BE MEOWEC

SNP: rs7975232..VDR.Apal.
Percentage of typed samples: 73/73 (100%)

rs7975232..VDR.Apal. allele frequencies (n=73)
All subjects  |ligra=NEGATIVE IGRA HOUSEHOLD CONTACTS|[igra=POSITIVE IGRA HOUSEHOLD CONTACTS
Allele|Count |Proportion Count Proportion Count Proportion
G 30 0.55 35 0.62 45 0.5
T 66 0.45 21 0.38 45 0.5

rs7975232..VDR.Apal. genotype frequencies (n=73)

All subjects igra=NEGATIVE IGRA HOUSEHOLD CONTACTS|ligra=POSITIVE IGRA HOUSEHOLD CONTACTS'
Genotype |Count|Proportion Count Proportion Count Proportion
G/G 21 0.29 10 0.36 11 0.24
G/T 38 0.52 15 0.54 23 0.51
/T 14 0.19 3 0.11 11 0.24

rs7975232..VDR.Apal. exact test for Hardy-Weinberg equilibrium (n=73)

N11/N12|[N22|N1|N2 P-valu

All subjects

21 38 ||14 |80 |66 ||0.81

igra=NEGATIVE IGRA HOUSEHOLD CONTACTS|10 |15 |3 35|21

0.69

igra=POSITIVE IGRA HOUSEHOLD CONTACTS |11 |23 |11 45451

rs7975232..VDR.Apal. association with response igra (n=73, adjusted by age+sex+smoker)

Model  Genotype igra=NEGATIVE IGRA HOUSEHOLD CONTACTS igra=POSITIVE IGRA HOUSEHOLD CONTACTS OR (95% CI) P-value AIC BIC
G/G 10 (35.7%) 11 (24.4%) 1.00
Codominant G/T 15 (53.6%) 23 (51.1%) 1.56 (0.50-4.93) 0.28 103.6117.4
T 3 (10.7%) 11 (24.4%) 3.43 (0.71-16.55)
. G/G 10 (35.7%) 11 (24.4%) 1.00
Dominant  corrr 18 (64.3%) 34 (75.6%) 103 (0.65-5.75) 024 10281142
—G/GGT 25 (89.3%) 34 (75.6%) 1.00
RS 3 (10.7%) 11 (24.4%) 2.60 (0.64-10.58) 16 10221137
—G/G-T/T 13 (46.4%) 22 (48.9%) 1.00
OverdomlnantG/T 15 (53.6%) 23 (51.1%) 0.99 (0.36-2.70) 0.98 104.2115.6
Log-additive - 1.80 (0.85-3.81) 0.12 101.7113.2
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SNP: rs731236...VDR.Taql.
Percentage of typed samples: 73/73 (100%)

I

rs731236...VDR.Taql. allele frequencies (n=73)

All subjects igra=NEGATIVE IGRA HOUSEHOLD CONTACTS Eg_ra:PQSITIVE IGRA HOUSEHOLD CONTACTS
Allele |Count |Proportion Count Proportion Count | Proportion
i 133 0.1 53 0.95 80 lo.89
© 13 0.09 3 0.05 10 0.11
rs731236...VDR.Taq1. genotype frequencies (n=73) \
All subjects igra=NEGATIVE IGRA HOUSEHOLD CONTACTS |igra=POSITIVE IGRA HOUSEHOLD CONTACTS
Genotyp "nunt| Proportion Count Proportion Count Proportion
c/C 1 lo.01 o 0 1 0.02
[T/c 11 Jo.15 3 0.11 s 0.18
[T/T 61 Jo.84 25 0.89 36 0.8
rs731236...VDR.Taql. exact test for Hardy-Weinberg equilibrium (n=73)
N11/[N12|N22 N1 [N2|P-value
All subjects 61 |11 |1 J133[13]0.44
igra=NEGATIVE IGRA HOUSEHOLD CONTACTS|25 (3 [0 [53 [3 |1
|ig_ra=POSITIVE IGRA HOUSEHOLD CONTACTS |36 |8 1 80 m0.43
rs731236...VDR.Taql. iation with igra (n=73, adjusted by age+sex+smoker)
Model Genotype igra=NEGATIVE IGRA HOUSEHOLD CONTACTS igra=POSITIVE IGRA HOUSEHOLD CONTACTS OR (95% CI) P-value AIC BIC
T/T 25 (89.3%) 36 (80%) 1.00
Codominant T/C 3 (10.7%) 8 (17.8%) 1.74 (0.41-7.47) 0.55 105 118.7|
c/C 0 (0%) 1(2.2%) NA (0.00-NA)
’ T 25 (89.3%) 36 (80%) 1.00
T/ G 3 (10.7%) 9 (20%) 1.88 (0.44-7.98) 038 103.4114.9
- T/TT/IC 28 (100%) 44 (97.8%) 1.00
Recessive c/c 0 (0%) 1(2.29%) NA (0.00-NA) 0.44 103.6 115
T/T-C/C 25 (89.3%) 37 (82.2%) 1.00
Overdommant.r! 3 (10.7%) 8 (17.6%) 1,60 (0.40-7.26) 047 103.7115.1
Log-additive --- --- - 1.93 (0.49-7.63) 0.33 103.2114.7|

SNP: MIF..173

Percentage of typed samples: 73/73 (100%)

MIF..173 allele frequencies (n=73)

All subjects  igra=NEGATIVE IGRA HOUSEHOLD CONTACTS [igra=POSITIVE IGRA HOUSEHOLD CONTACTS
Allele |Count Proportion Count | Proportion Count Proportion
G 109 |0.75 42 [0.75 67 0.74
c 37 Jo.2s 14 [0.25 [23 [0.26
MIF..173 genotype frequencies (n=73) |
| Al subjects [igra=NEGATIVE IGRA HOUSEHOLD CONTACTS |igra=POSITIVE IGRA HOUSEHOLD CONTACTS
Genotype| Count|Proportion Count Proportion Count Proportion
c/c 2 0.03 o o 2 0.04
G/C 33 |0.45 14 0.5 19 0.42
le/G |38 Jo.52 14 0.5 24 Jo.53
MIF..173 exact test for Hardy-Weinberg equilibrium (n=73)
[N11/N12]N22] N1 [N2]P-value!
Al subjects |38 ]33 |2 [109]37]0.13
igra=NEGATIVE IGRA HOUSEHOLD CONTACTS[14 [14 [0 42 [14]0.15
igra=POSITIVE IGRA HOUSEHOLD CONTACTS |24 [19 2 [67 [23]0.7
MIF..173 association with response igra (n=73, adj 1 by age: + ker)
Model  Genotypeigra=NEGATIVE IGRA HOUSEHOLD CONTACTS igra=POSITIVE IGRA HOUSEHOLD CONTACTS OR (95% CI) P-value AIC BIC
G/G 14 (50%) 24 (53.3%) 1.00
Codominant G/C 14 (50%) 19 (42.2%) 0.94 (0.35-2.54) 0.4 104.3118.1
c/c 0 (0%) 2 (4.4%) NA (0.00-NA)
, G/G 14 (50%) 24 (53.3%) .00
Dominant -~ /¢ 14 (50%) 21 (46.7%) 1.04 (0.39-2.78) 0-94 104.2115.6
. G/G-G/C 28 (100%) 43 (95.6%) 1.00
Recessive ) 0 (0%) 2 (4.4%) NA (0.o-na) 017 10241138
- G/G-C/C 14 (50%) 26 (57.8%) 1.00
Overdominant G/C 14 (50%) 19 (42.2%) 0.87 (0.32-2.33) 0.78 104.1115.6
Log-additive --- 1.19 (0.49-2.94) 0.7 104 115.5
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Perbandingan proporsi alel SNP VDR dan MIF pada studi ini dengan populasi lain

¥ Study:

The 1000 Genomes Project (phase 3) w |

Go to Selection

G

Scroll Region

> W

Populations /| Samples

» ACB

» ASW

» BEB

» CDX

» CEU

» CHB

» CHS

» CLM

» ESN

» FIN

» GBR

» GIH

» GWD Gambian in Western Di...

» IBS Iberian Population in Spain

African Carribbeans in Ba...

Americans of African An...

Bengali from Bangladesh

Chinese Dai in Xishuang...

Utah Residents (CEPH) w...

Han Chinese in Bejing, C...

Southern Han Chinese

Colombians from Medelli...

Esan in Nigeria

Finnish in Finland

British in England and Sc...

Gujarati Indian from Hou...

48,238,757 48,238,837
1s731236 | rs7975232

A=0.7234
G=0.2766

C=0.4846
A=0.5154

A=0.6510
G=0.3490

C=0.3281
A=0.6719

A=0.7541
G=0.2459

C=0.3689
A=0.6311

A=0.6802
G=0.3198

C=0.4012
A=0.5588

A=0.9247
G=0.0753

C=0.6559
A=0.3441

A=0.5303
G=0.4697

C=0.4040
A=0.5960

A=0.9612
G=0.0388

C=0.7184
A=0.2816

A=0.9333
G=0.0667

C=0.7619
A=0.2381

A=0.7447
G=0.2553

C=0.4947
A=0.50532

A=0.7071
G=0.2929

C=0.4242
A=0.5758

A=0.6616
G=0.3384

C=0.4545
A=0.5455

A=0.6648
G=0.3352

C=0.5385
A=0.4615

A=0.6845
G=0.3155

C=0.4854
A=0.5146

A=0.7345
G=0.2655

C=0.3451
A=0.6549

A=0.5701
G=0.4299

C=0.4299
A=0.5701

48,239,835 48,272,895
rs1544410  rs2228570

C=0.7041
T=0.2859

A=0.3285
G=0.6715

C=0.6875
T=0.3125

A=0.1771
G=0.8229

C=0.7295
T=0.2705

A=0.1967
G=0.8033

C=0.5407
T=0.4593

A=0.3605
G=0.6395

C=0.9409
T=0.0591

A=0.5215
G=0.4785

C=0.5303
T=0.4697

A=0.4293
G=0.5707

C=0.9563
T=0.0437

A=0.4223
G=0.5777

C=0.9429
T=0.0571

A=0.3857
G=0.6143

C=0.7500
T=0.2500

A=0.4096
G=0.5904

C=0.6869
T=0.3131

A=0.1919
G=0.8081

C=0.6616
T=0.3384

A=0.3636
G=0.6364

C=0.6538
T=0.3462

A=0.3901
G=0.609%

C=0.5728
T=0.4272

A=0.2913
G=0.7087

C=0.7788
T=0.2212

A=0.1947
G=0.8053

C=0.5607
T=0.43%3

A=0.3271
G=0.672%

~ Study:

The 1000 Genomes Project (phase 3) v |

Go to Selection

¢ P

» ITU

» JPT Japanese in Tokyo, Japan

» KHV Kinh in Ho Chi Minh

» LWK Luhya in Webuye, Kenya

» MSL Mende in Sierra Leone

» MXL Mexican Ancestry fr

» PEL Peruvians from Lima

» PIL Punjabi from Lahore

» PUR Puerto Ricans from

» STU  Sri Lankan Tamil fro

Toscani in Italia

» TSI

» YRI Yoruba in Ibadan, N

(National Center for Biotechnology Information, 2021)

Pada penelitian ini:

SNP: rs2228570..VDR.Fok1.
Percentage of typed samples: 156/156 (100%)

| rs2228570..VDR.Fok1. allele frequencies (n=156) |

All subjects group=0-control | group=1-case
Allele |Count|Proportion Count||Proportion| Count||Proportion
c 182 ||0.58 96 0.66 86 0.52
T 130 0.42 50 0.34 80 0.48

Scroll Region

Indian Telugu from the UK

, Paki...

b 15731236

A=0.5490
G=0.4510

A=0.8846
G=0.1154

Oy, A=0.9596

G=0.0404

A=0.7323
G=0.2677

A=0.7529
G=0.2471

om L...| A=0.7969

G=0.2031

, Peru | a—p.gg24

G=0.1176

A=0.6927
G=0.3073

Puert... A=0.6010
G=0.3990

m th... | A—0.5588

G=0.4412

A=0.5841
G=0.4159

igeria | A=p,6898

G=0.3102

C=0.3627
A=0.6372

C=0.6635
A=0.3365

C=0.7424
A=0.2576

C=0.2828
A=0.7172

C=0.3706
A=0.6254

C=0.5938
A=0.4063

C=0.7824
A=0.2176

C=0.4479
A=0.5521

C=0.4135
A=0.5865

C=0.3529
A=0.6471

C=0.4112
A=0.5888

C=0.3981
A=0.6019

48,238,757 48,238,837 48,239,835 48,272,895
157975232

rs1544410  rs2228570

C=0.4461
T=0.5532

A=0.4706
G=0.9412

C=0.8798
T=0.1202

A=0.5577
G=0.8462

C=0.9596
T=0.0404

A=0.6970
G=0.8687

C=0.7475
T=0.2525

A=0.3232
G=0.9798

C=0.7647
T=0.2353

A=0.3882
G=0.9765

C=0.8047
T=0.1953

A=0.7500
G=0.7813

C=0.8765
T=0.1235

A=0.9176
G=0.5294

C=0.5573
T=0.4427

A=0.3854
G=0.9792

C=0.5913
T=0.4087

A=0.6250
G=0.8750

C=0.4657
T=0.5343

A=0.3922
G=0.9608

C=0.5841
T=0.4159

A=0.6075
G=0.8411

C=0.7037
T=0.2963

A=0.3519
G=0.9722

SNP: rs1544410..VDR.Bsm1.
Percentage of typed samples: 156/156 (100%)

rs1544410..VDR.Bsm1. allele frequencies (n=156)

All subjects

group=0-control

group=1-case

Allele|Count |Proportion |Count|Proportion|Count|Proportion
G 268 ]|0.86 124 |0.85 144 |0.87
A 44 0.14 22 0.15 22 0.13
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SNP: rs7975232..VDR.Apal.
Percentage of typed samples: 156/156 (100%)

SNP: rs/31236...VDR.Taql.
Percentage of typed samples: 156/156 (100%)

rs7975232..VDR.Apal. allele frequencies (n=156)

rs731236...VDR.Taql. allele frequencies (n=156)

|| All subjects

H group=0-control H group=1-case \

H All subjects

H group=0-control H group=1-case

Allele||Count||Proportion| Count |Proportion|Count|Proportion Allele |Count||Proportion|Count|Proportion [Count |Proportion
G 187 ||0.6 80 0.55 107 |0.64 T 288 ]|0.92 133 |0.91 155 ]|0.93
T 125 0.4 66 0.45 59 0.36 G 24 0.08 13 0.09 11 0.07

MIF -173 rs755622

¥ Study: |The 1000 Genomes Project (ph

Go to Selection

&

Scroll Region

4« P

N

Populations / Samples

» ACB

» ASW

» BEB

» CDX

» CEU

» CHB

» CHS

» CLM

» ESN

» FIN

» GBR

» GIH

» GWD

» IBS TIberian Population in Spain

African Carribbeans in Ba..

Americans of African An...

Bengali from Bangladesh

Chinese Dai in Xishuang...

Utah Residents (CEPH) w...

Han Chinese in Bejing, C...

Southern Han Chinese

Colombians from Medelli...

Esan in Nigeria

Finnish in Finland

British in England and Sc...

Gujarati Indian from Hou...

Gambian in Western Di...

' G=0.8333

24,236,302
15755622

G=0.9209
C=0.4545

C=0.6250

G=0.8852
C=0.6721

G=0.9651
C=0.5116

G=0.9785
C=0.3226

G=0.9798
C=0.3232

G=0.9709
C=0.3398

G=0.9429
C=0.4000

G=0.9362
C=0.4362

G=0.8788
C=0.6061

G=0.9798
C=0.3535

G=0.9670
C=0.3626

G=0.9126
C=0.4272

G=0.8230
C=0.7257

G=0.9533
C=0.3364

Pada penelitian ini:

SNP: MIF..173
Percentage of typed samples: 156/156 (100%)

MIF..173 allele frequencies (n=156)

All subjects group=0-control | group=1-case
Allele |Count |Proportion |Count |Proportion|Count |Proportion
G 240 ||0.77 109 ||0.75 131 |0.79
c 72 0.23 37 0.25 35 0.21

(National Center for Biotechnology Information, 2021)
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Perbedaan Ekspresi Gen VDR sesuai genotipe VDR

VDR 228570

Target Biological Group Control Expression Si')ﬁzrgslsllgcv 9E5)‘(’/Fo’r(ejlsillci);h P-Value
GAPDH C/iC Cc
GAPDH T/IC_TIT
VDR C/C C 1.00000 0.37658 2.65548
VDR T/IC_TIT 1.10767 0.61455 1.99649 0.852312

25.1
& i
.2 [
@ I
o 20 +
= T
x
1]
g 151
©
£
2 10
[
2 |
B 051
m L

00 L I

VDR
Target
B cc B
VDR rs1544410

Target Biological Group Control Expression gs)f,zrgslsﬂgnw 9E5)‘(’/Er(e:IST-II(i);h P-Value
GAPDH G/A_A/A
GAPDH G/G C
VDR G/A_A/A 1.13172 0.39958 3.20533 0.829547
VDR G/G C 1.00000 0.56069 1.78351
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Relative Normalized Expression

t
VDR

Target
Bl G/A_A/A G/G
VDR rs7975232
Target Biological Group Control Expression gsﬁzrgslsﬂgnw gg)ézrglsﬂ?;h P-Value
GAPDH G/G
GAPDH GIT_TIT
VDR G/G 1.14342 0.49686 2.63136
VDR G/IT_TIT 0.66885 0.35241 1.26942
= 25 +
E‘ 20 +
g
S 19
E 05+
['4
00+ ;
VDR
Target

= G/C mmm GT
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VDR rs731236

Target Biological Group Control Expression gEs)izrgsﬂgnw gEs)ézr&S?_'l?gnh P-Value
GAPDH T/IC_TIT
GAPDH T C
VDR T/IC_TIT 1.05086 0.25826 4.27598 0.945005
VDR T C 1.00000 0.58075 1.72190

4 L
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VDR
Target
T/CC/E T
Perbedaan Ekspresi Gen MIF berdasarkan genotipe MIF
MIF -173 G/C rs755622

Target Biological Group Control Expression gli:’x%r%slsl_lgnw glis)ézrglsﬂ?gnh P-Value
GAPDH G/C_C/C C
GAPDH G/G
MIF G/C_C/C C 1.03529 0.54006 1.85163 0.935779
MIF G/IG 1.00000 0.55308 1.68689
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Analisis hubungan genotipe VDR dengan ekspresi gen VDR

Parameter Estimates

95% Wald 95% Wald  Confidence
Confidence Interval Hypothesis Test Interval for Exp(B)
Wald
Chi-
Parameter B Std. Error Lower Upper  Square  df Sig. Exp(B) Lower Upper
(Intercept) -1.317 .2325 -1.772 -.861 32.070 1 .000 .268 .170 423
[C/C=.00] .077 2377 -.389 .543 .104 1 747 1.080 .678 1.720
[C/C=1.00] 02 1
[G/G=.00] 118 .2656 -.402 .639 .198 1 .656 1.126 .669 1.895
[G/G=1.00] 02 1
[VDR_A_GG=.00] -.323 .2398 -.793 147 1.818 1 178 724 452 1.158
[VDR_A GG=1.00] 02 1
[VDR_T_TT=.00] .084 .3304 -.563 732 .065 1 799 1.088 .569 2.079
[VDR_T_TT=1.00] 02 1
(Scale) 1.861° .2107 1.491 2.323

Dependent Variable: EXPVDR1L
Model: (Intercept), C/C, G/G, VDR_A_GG, VDR_T_TT

a. Set to zero because this parameter is redundant.

b. Maximum likelihood estimate.
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Analisis hubungan genotipe MIF dengan ekspresi gen MIF

Parameter Estimates

95%  Wald Confidence 95% Wald Confidence
Interval Hypothesis Test Interval for Exp(B)
Wald
Chi-

Parameter B Std. Error Lower Upper Square  df Sig. Exp(B) Lower Upper
(Intercept) .106 .1301 -.149 .361 .668 1 414 1.112 .862 1.435
[MIF_GG=.00] .011 .1956 -.373 .394 .003 1 .957 1.011 .689 1.483
[MIF_GG=1.00] 0?2 1
(Scale) 1.473° .1668 1.180 1.839
Dependent Variable: Relative MIF Gene Expression
Model: (Intercept), MIF_GG
a. Set to zero because this parameter is redundant.
b. Maximum likelihood estimate.
Analisis multivariat
Parameter Estimates

95% Wald Confidence 95% Wald Confidence

Interval Hypothesis Test Interval for Exp(B)

Wald
Chi-

Parameter B Std. Error Lower Upper Square  df Sig. Exp(B) Lower Upper
(Intercept) 5.902 1.6642 2.640 9.164 12577 1 .000 365.693 14.014 9542.841
[GENDER=1.00] .132 .6015 -1.047 1.311 .048 1 .826 1.141 351 3.711
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[GENDER=2.00] 02 1

[C/C=.00] 1.262 4764 .328 2.196 7.014 1 .008 3.532 1.388 8.985
[C/C=1.00] 02 1

[G/G=.00] -.364 .5136 -1.370 .643 .501 1 479 .695 .254 1.902
[G/G=1.00] 02 1

[VDR_A_GG=.00] -1.189 .5144 -2.198 -.181 5.344 1 .021 .304 111 .834
[VDR_A GG=1.00] 02 1

[VDR_T TT=.00] -.268 .6279 -1.499 .963 .182 1 .670 .765 .223 2.619
[VDR_T_TT=1.00] 02 1

[MIF_GG=.00] -.033 .4509 -.917 .851 .005 1 .941 .967 .400 2.341
[MIF_GG=1.00] 02 1

[SMOKER=.00] -1.046 .5878 -2.198 .106 3.166 1 .075 .351 111 1.112
[SMOKER=1.00] 02 1

AGE .022 .0163 -.010 .054 1.754 1 .185 1.022 .990 1.055
BMI -.307 .0615 -.427 -.186 24887 1 .000 .736 .652 .830
EXPVDRI1L -.395 .1763 -.741 -.050 5.032 1 .025 .673 AT7 .951
Relative MIF Gene .039 .2044 -.361 440 .037 1 .848 1.040 .697 1.553
Expression

(Scale) 10

Dependent Variable: TB_NONTB
Model: (Intercept), GENDER, C/C, G/G, VDR_A_GG, VDR_T_TT, MIF_GG, SMOKER, AGE, BMI, EXPVDRLL, Relative MIF Gene Expression

a. Set to zero because this parameter is redundant.

b. Fixed at the displayed value.
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Variabel OR?2 (95% CI) Nilai p?
Umur 1.02 (0.99-1.06) 0.19
Jenis kelamin Laki-laki 1.14 (0.35-3.71) 0.83
Indeks massa tubuh 0.74 (0.65-0.83) <0.0001*
Bukan Perokok 0.35(0.11-1.11) 0.08
rs2228570 (VDR Fokl) T/C-T/T | 3.53(1.39-8.99) 0.008*
(CC ref.)
rs1544410 (VDR Bsml) G/A-AA | 0.7 (0.25-1.9) 0.48
(GG ref.)
rs7975232 (VDR Apal) T/G-T/T |0.3(0.11-0.83) 0.02*
(GG ref.)
rsf7;31236 (VDR Tagql) T/C-C/C (TT | 0.77 (0.22-2.62) 0.67
ref.
rs755622 (MIF -173 G/C) G/C-C/C | 0.97 (0.4-2.34) 0.94
(GG ref.)
Ekspresi Gen VDR (Log) 0.67 (0.48-0.95) 0.03*
Ekspresi Gen MIF (Log) 1.04 (0.7-1.55) 0.85

* Nilai p signifikan

BAnalisis disesuaikan dengan umur, jenis kelamin, IMT, status

perokok/riwayat perokok, polimorfisme rs2228570 (VDR Fokl), rs1544410
(VDR Bsml), rs7975232 (VDR Apal), rs731236 (VDR Tagq|l), rs755622 (MIF -
173 G/C), Ekspresi Gen VDR (Log), dan Ekspresi Gen MIF (Log) dengan
menggunakan kontak serumah sebagai referensi.
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Parameter Estimates

95% Wald 95% Wald Confidence
Confidence Interval Hypothesis Test Exp(B) Interval for Exp(B)
Wald
Chi-

Parameter B Std. Error Lower Upper  Square  df Sig. Lower Upper
(Intercept) 5.223 2.5587 .208 10.238 4.167 1 .041 185.548 1.232 27952.758
[GENDER=1.00] -.397 .8877 -2.137 1.343 .200 1 .655 .672 .118 3.830
[GENDER=2.00] 02 . . . . . . 1
[C/C=.00] 1.462 .8353 -.175 3.099 3.063 1 .080 4.314 .839 22.175
[C/C=1.00] 0?2 . . . . . . 1
[G/G=.00] -1.037 .7680 -2.543 .468 1.824 1 177 .354 .079 1.597
[G/G=1.00] 0?2 . . . . . . 1
[VDR_A_GG=.00] .833 .8249 -.784 2.450 1.020 1 312 2.301 457 11.587
[VDR_A GG=1.00] 02 . . . . . . 1
[VDR_T_TT=.00] .689 1.0032 -1.278 2.655 471 1 492 1.991 .279 14.223
[VDR T _TT=1.00] 02 . . . . . . 1
[MIF_GG=.00] .094 .6590 -1.198 1.385 .020 1 .887 1.098 .302 3.996
[MIF_GG=1.00] 02 . . . . . . 1
[SMOKER=.00] -1.474 1.0242 -3.481 .534 2.071 1 .150 .229 .031 1.705
[SMOKER=1.00] 02 . . . . . . 1
AGE .007 .0277 -.048 .061 .060 1 .807 1.007 .954 1.063
BMI -.244 .0821 -.405 -.083 8.844 1 .003 .783 .667 .920
EXPVDRI1L -.267 .2178 -.693 .160 1.498 1 221 .766 .500 1.174
Relative MIF Gene Expression  .326 .4058 -.469 1.121 .645 1 422 1.385 .625 3.069
[afb_index_case=1.00] -1.086 1.0739 -3.191  1.019  1.022 1 312 338 041 2.771
[afb_index_case=2.00] -1.378 1.1323 -3.598 .841 1.482 1 .223 .252 .027 2.318
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[afb_index_case=3.00] 02
[relationshipwithindexcase=1.00 1.340

]
[relationshipwithindexcase=2.00 3.058

]

[relationshipwithindexcase=3.00 02

]
(Scale) 1°

.9202 -.464 3.143

1.0573 .986 5.130

2.120 1

8.365 1

1
.145 3.819 .629 23.182
.004 21.286 2.680 169.070
1

Dependent Variable: IGRA

Model: (Intercept), GENDER, C/C, G/G, VDR_A_GG, VDR_T_TT, MIF_GG, SMOKER, AGE, BMI, EXPVDRL1L, Relative MIF Gene Expression, afb_index_case,

relationshipwithindexcase

a. Set to zero because this parameter is redundant.

b. Fixed at the displayed value.

Variabel OR?2 (95% CI) Nilai p?
Umur 1.01 (0.96-1.06) 0.81
Jenis kelamin
Laki-laki 0.67 (0.12-1.38) 0.66
Perempuan 1

Indeks massa tubuh 0.78 (0.67-0.92) 0.003*

BTA kasus indeks:
1+ 0.34 (0.04-2.77) 0.31
2+ 0.25(0.03-2.32) 0.22
3+ 1

Hubungan dengan kasus indeks
Orang tua/anak 3.82 (0.63-23.18) 0.15
Istri 21.29 (2.68-169.07) 0.004
Lainnya 1

Status perokok 0.15
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Bukan Perokok
Perokok

0.23 (0.03-1.7)
1

rs2228570 (VDR Fokl)
T/IC-TIT
CC

4.31 (0.84-22.18)
1

0.08

rs1544410 (VDR Bsml)
GIA-AA
GG

0.35 (0.08-1.6)
1

0.18

rs7975232 (VDR Apal)
G/T-TIT
GG

2.3 (0.46-11.59)
1

0.31

rs731236 (VDR Taql)
T/C-CIC
TT

1.99 (0.28-14.22)
1

0.49

rs755622 (MIF -173 G/C)
G/C-C/C
GG

1.1 (0.3-4)
1

0.89

Ekspresi Gen VDR (Log)

0.77 (0.5-1.17)

0.22

Ekspresi Gen MIF (Log)

1.39 (0.63-3.07)

0.42

* Nilai p signifikan

@Analisis disesuaikan dengan umur, jenis kelamin, IMT, status perokok/riwayat
perokok, polimorfisme rs2228570 (VDR Fokl), rs1544410 (VDR Bsml),
rs7975232 (VDR Apal), rs731236 (VDR Tagl), rs755622 (MIF -173 G/C),
Ekspresi Gen VDR (Log) dan Ekspresi Gen MIF (Log) dengan menggunakan
kontak serumah IGRA negatif sebagai referensi.
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