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Bartonella henselae PCR 1.200 Polyomavirus (BK & JC) PCR 1.200
HMAERERSHREHERE ’ ZEREREERERE ’
BCG genotyping 2000 TB amplification detection 900
TNEERS R ’ EROSIZEEZBIEIRE
Chlamydia pneumoniae PCR 1.200 TB PCR 1.200
Bl K IR 2 = A 8 8 12 B ’ ERORIERBREEHEERE ’
CMV PCR 1.500 Rickettsia africae PCR 1.200
B mER S5 HERE ’ RN SEREE R SR R ’
CMV viral load 2500 Varicella zoster virus PCR 1.900
CMV FHES ’ KB IRERZ s R a e iE R ’
EBV PCR = T & = =l
o 1,200 P = Al He 250 18 B -NT
Epstein-Barr mE R HERE 2
EBV viral load
2,000 DPD SNP 7% 2,000
Epstein-Barr ABEE =
HBYV viral load
1,800 EGFR SSRI1 VNTR & 2,500
BUFAFEEE
HBV YMDD and L528M detection
o N 3,000 EGFR 17 SNP #&7E 2,000
B B S m BN M R i exon
HCV subtype detection .
oop 1 2,500 ERCCI SNP $&% 2,000
CENXFERAET
HCYV viral load
2,500 GSTM1 SNP #7E 2,000
CHFXFEES
HCV viral load and subtype detection .
N R il 4,500 GSTPI1 SNP #&7E 2,000
C X FESHES R AETE
HHVS8 PCR
- s o 1,200 GSTTI1 SNP #&E 2,000
AEBEPRESE/\LBEEEERE
HFV-6 viral load 2,500 CYP2D6 SNP #5E ( *3+4*5*10 Dup ) o o 000
HHV-6 mEEE 5—515 1,250
HPV PCR
o o ot 1,500 TS 3'UTR SNP #7E 2,000
A RFE R SRR E
HPV genotyping , .
wer g 2,000 TS 5'UTR SNP #&%E 2,000
ABARFESHL
HSV PCR
o - s 1,200 XPD SNP #7& 2,500
BrRiBPRs2aEEERE
HTLV-1 PCR
N e s 1,200 XRCC1 SNP #7E 2,500
ABTHEARFSE—DNESHEERE
Influenza virus RT-PCR ( A,B typing) . 3,500
N . 2,500 CYP2C19%*2,*3,*17 SNP #& oo
REFBELR AB HB = 5—EE 1,250
Leishmania PCR 1200 Irinotecan {LEFHIFERE-1 2500
HEFTERBESHIEENE ’ ( UGTIA1*28 VNTR %7€ ) ’
Mycobacterium marinum PCR 1,500 Irinotecan {EESFHIEFIRE-2 5,000
BENEERERSHEEERE ’ ( UGT1A1-3156 SNP #%7F ) ’
Mycoplasma pneumoniae PCR 1.500 Irinotecan {LEFHIFRBRE-3 2,000
Mt BERE R SRR E ’ (UGTI1A1 *6 SNP & 7F ) ’
NTM genotyping 2000 Irinotecan {EESHERFRE-2 4.000
SERERDHRENE ’ (UGT1A1*6*28 -3156 ) ’
Parvovirus B19 PCR 1,200 Warfarin #ZMHIRE 3.000
B/ NES B EIEHEERE ’ ( VKORC1 & CYP2C9 SNP #7E ) ’
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( tumor or blood )
BCR/abl real time PCR

EGFR exon 18,19,20,21 10,000 BnEEEE 3,000
BRAF exon 15 codon600 2,000 BCR/abl RTPCR 2,500
’ B REREY ’
JAK2; codon617 ( blood or BM ) 2,000 PML-RARA real time PCR 3,000
K-ras; hot spot ( codon 12,13,59,61 ) 3,500 EWS-E1AF translocation 2,500
H-ras; hot spot ( codon 12,13,59,61 ) 3,500 EWS-ERG translocation 2,500
N-ras; hot spot ( codon 12,13,59,61 ) 3,500 EWS-ETV1 translocation 2,500
CE}IH:T gge;;;u.tit j?n (KIT+PDGFRA ) 12,000 EWS-FEV translocation 2,500
PDGFRA exon 10,12,14,18 8,000 EWS-FLI1 translocation 2,500
B-catenin; hot spot 32,000 MLL-ELL RT-PCR 2,500
CML Glivec resistance ( blood or BM ) 7,500 MLL-ENL RT-PCR 2,500
Her2/neu exon 19,20,21,23 10,000 PML-RARA RT-PCR 2,500
PDGFRa T6741 mutation 2,500 SYT-SSX1 translocation 2,500
PIK3CA exon 4,7,9,20 10,000 SYT-SSX2 translocation 2,500
KIT D816V 2,500 SYT-SSX3 translocation 2,500
P53; Hot spot 10,000 COL1A1-PDGER fusion gene 8,000
FIP1L1-PDGFRa mutation 5,500
RIFBEEMHERREWAIER (blood )
LDLR full length sequencing 40,000 ochondrial HiI#R# 5B &
MLH]1 full length sequencing 40,000 Mitochondrial quantity real-time PCR 3,000
MSH?2 full length sequencing 40,000 EEE RS &
MSHE6 full length sequencing 40,000 T cell gene rearrangement- 3 chain 2,500
NF1 full length sequencing 60,000 T cell gene rearrangement- y chain 2,500
BRCA1 full length sequencing 40,000 B cell gene rearrangement- K chain 2,500
BRCAZ2 full length sequencing 35,000 B cell gene rearrangement- A chain 2,500
CDH1 full length sequencing 35,000 B cell gene rearrangement- IgH chain 2,500
APC full length sequencing 40,000
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