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No | GCR- 24 Abey PEHs EIC 2009;”*20105 T2
1 X088 |Alagille Syndrome =595 | CZ654 590,000| 619,000 A S0tAE &
2 X054 |Androgen insensitivity Syn 595 CZ663 330,000 346,000 A S0tAE &
3 X401 |Anti NMO IgG(Neuromyeli.) £422-4|Cz422-4 93,000 97,000 A S0tAE &
4 7226 |CADASIL w595 | CzZ619 194,000] 203,000 A S0tAE &
5 P538 |CADASILII=EE - - 70,000 73,000 A S0tAE &
6 C611 |CAH major mutation =595 | CZ608 306,000| 321,000 A S0tAE &
7 X216 |C-Kit 1 exon w595 | CZ625 88,000 92,000 A S0tAE &
8 X217 |C-Kit 3 exon w595 | CZ625 143,000| 150,000 A S0tAE &
9 X348 |C-Kit 4 exon w595 | CZ625 187,000| 196,000 A S0tAE &
10 C956 |DAX1 Gene Mutation - - 293,000 370,000 A S0tAE &
11 M679 |DMD/BMD Deletion =596 | Cz814 187,000| 196,000 A S0tAE &
12 7026 |Fabry's disease +329 | CZ329 88,000 92,000 A S0tAE &
13 7053 |FGFR2 w595 | CzZ693 153,000| 160,000 A S0tAE &
14 X157 |HPRT1 Gene Mutation =595 | CZ599 236,000| 247,000 A S0tAE &
15 X025 |LDL Receptor gene Mutation =595 Cz622 391,000/ 410,000 A S0tAE &
16 M682 |Menkes syndrome(ATP7A) 595 Cz681 575,000/ 603,000 A S0tAE &
17 X130 |MSP(Methylation Spe.PCR) - - 155,800| 163,000 A S0tAE &
18 X015 |NPC gene Mutation - - 140,000/ 147,000 A S0tAE &
19 X453 |Paraneoplastic Ab(& &) £422-4|Cz422-4 168,000| 176,000 A S0tAE &
20 E414 |Paraneoplastic auto Ab £422-4|CZ422-4 93,000 97,000 A S0tAE &
21 M747 |PML/RARA &2k Z At =596 | CZ807 175,000] 183,000 A S0tAE &
22 X014 |SMPD1 gene Mutation - - 140,000| 147,000 A S0tAE &
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23 X555 |SPINK1, PRSS1 gene mutation =595 | CZ7083 329,000 345,000 A S0tAE &
24 7355 |THRB gene mutation - - 140,000/ 147,000 A S0tAE &
25 X079 |BTK gene Mutation =595 | CzZ664 473,000 497,000 MENMESYR
26 X208 |CACNA1A Gene Mutation =595 | Cz628 1,533,000| 1,610,000 MENMESYR
27 X431 |CDH1 Gene Mutation Analysis =595 Cz601 665,000/ 732,000 MENMESYR
28 X140 |CFTR(Cystic Fibrosis) =595 | CZ631 917,000| 963,000 MENMESYR
29 X284 |CMT2,MFN2 Gene Mutation =595 | CZ646 584,000| 613,000 MENMESYR
30 M740 |CMTX,GJB1 gene Analysis +=595 | Cz617 212,000| 223,000 MENMESYR
31 M560 |CYP2C9 genotyping(Full) =597 | CZ905 391,000 430,000 MENMESYR
32 X161 |CYP2D6 genotyping w597 | CZ901 401,000 441,000 MENMESYR
33 X039 |DYSF Gene Mutation Analysis =595 | Cz627 1,796,000| 1,886,000 MENMESYR
34 P540 |EBV PCR & & 598 | CZ965 88,000 92,000 MENMESYR
35 X100 |Family Study T.M.Analysis =596 | CZ834 64,000 70,000 MENMESYR
36 X168 |FSHD.D4Z4(Southern Blot) =596 | CZ820 404,000 424,000 MENMESYR
37 P546 |GST genotype(T1/M1/P1) =597 | CZ899 241,000| 265,000 MENMESYR
38 Z162 |Marfan syndrome(FBNT) 595 | CzZ613 944,000| 991,000 MENMESYR
39 P545 |MDR 1(CIHRHIWWA S X =596 | CZ835 121,000] 133,000 MENMESYR
40 S218 |MPZ sequencing =595 | CzZ618 383,000 402,000 MENMESYR
41 S867 |Mucopolysaccharide confirm =321 Cz033 232,000| 244,000 MENMESYR
42 S809 |NF1(Neurofibromatosis 1) =595 | CZ629 967,000| 1,015,000 MENMESYR
43 X519 |PABPNT1 gene point mutaion =595 Cz641 109,000/ 114,000 MENMESYR
44 S217 |PMP22 sequencing =595 | CzZ616 259,000| 272,000 MENMESYR
45 M713 |Prader-Willi PCR =596 | CZ832 152,000| 160,000 MENMESYR
46 E0O01  |Proinsulin L206 | CZ206 28,000 29,000 MENMESYR
47 Z166 |PTPN11 gene(noonan syn.) +595 | CZ621 306,000/ 321,000 MAYANSYA
48 X209 |RB1 Gene Point Mutation w595 | CZ600 897,000| 987,000 MENMEYR
49 S219 |Rett syndrome(MECP2) =595 | Cz642 348,000| 365,000 MENMESYR
50 X409 |SPG3A gene mutation Analy. =595 CZz630 468,000] 491,000 MENMESYR
51 X410 |SPG4 gene mutation Analy. =595 Cz615 402,000] 422,000 MENMESYR
52 X004 |STK11 Gene Point Mutation +=595 | CZ602 358,000 394,000 MENMESYR
53 X009 |TP53 Mutation,Major =595 | CZ596 645,000| 710,000 MENMESYR
54 X147 |TSC1 Gene Mutation =595 | CZ638 818,000| 859,000 MENMESYR
55 X122 |TSC2 Gene Mutation Anayl. =595 | CZ639 1,322,000| 1,388,000 MENMESYR
56 P535 |UGT1A1 genotype w597 | CZ903 395,000 435,000 MENMESYR
57 M523 |VHL gene mutation 595 CZ595 227,000/ 250,000 MENMESYR
58 7896 |WAS gene(Wiskott—Al.syn) =595 | CZ633 509,000| 534,000 MENMESYR
59 S538 | Tryptase 154 | BZ154 71900 79,090 Ot=CHerg &
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