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25286 |ABO genotype 0 248,900 249,000 |&dolz @ TICHZALS St at
26690 |CDH1 mutation 0 1,012,200 1,012,000 | &2l ) TIChHAte|Stnt
29581 |CFH Gene, deletion/duplication (MLPA) £5817}k(1) |CZ581 0 622,700 623,000 (AHo|z @ TICtZAto| gt at
25636 |CSF1R gene mutation(HDLS) (443) 0 549,200 549,000 |&dolz @ TITHALe &t at
28153 |CYP21A2 gene deletion/duplication L5817t |CZ581 0 615,300 615,000 (Ado|Z @ TIchAAo|Sknt
25657 |DICER1 gene, mutation (DICER1-related disorders) 0 1,098,300 1,098,000 || ) TIChAALQ|St It
31151 |F8 gene, deletion/duplication (factor 8 deficiency [=5817}(1) |CZ581 0 615,300 615,000 (&do|=Z @ ZIChAARS|Sk It
28041 |FISH_ALK gene rearrangement 0 321,300 321,000 |&dolz @ ZITHAALe &t Tt
26467 |FISH_Centromere 4/10/17 (&) 0 218,400 218,000 |AMo|E2 @ TICHA At St}
25781 |FKTN gene, mutation 0 473,600 474,000 | 22|22 Y TIChHAte|Stnt
25774 |HBA1/HBA2 gene mutation(MLPA) £5817}(1) |CZ581 0 615,300 615,000 |&dol=@ Tt ALe|Etat
25769 |HBB gene, deletion/duplication(MLPA) =5817k(1) |CZ581 0 615,300 615,000 |&dolz @ ZICHALe & Tt
28060 |HNF1A(TCF1) gene, mutation(MODY3) 0 529,200 529,000 |&dolz@ Tt ALe|Etat
29599 |NF2 gene, deletion/duplication(MLPA)(£fA) =5817Hk(1) |CZ581 0 615,300 615,000 |&dol= @ ZICHALe &t at
29131 |PARK2 gene mutation (sequencing, MLPA) Lt580CHe| |C580822KZ 2| 0 1,440,150 1,440,250 |2l | TIEhA AL St
28280 |PLP1 gene del/dup 5817} [CZ581 0 615,300 615,000 |24l Y TIEHHALC|E at
26810 |PMP22 gene, duplication (CMT1A) 58174 |CZ581 0 615,300 615,000 |&dolz @ T ALe|Stat
31152 |Prader-Willi deletion/duplication =5817Hk(1) |CZ581 0 615,300 615,000 |&dol= @ ZICHALe &t at
64003 |Prenatal Diagnosis, known mutation 0 653,100 653,000 |&dolz @ Tt ALe|Stat
64005 |Prenatal Diagnosis, maternal blood 0 43,100 43,000 |etdolE @ TITHAAC[S It
27641 |PROS1 gene del/dup(MLPA) £5817}(1) |CZ581 0 615,300 615,000 |&dolz @ T ALe|Stat
29000 |PSENT gene analysis 0 580,700 581,000 |&dolz @ ZICHALe &t at
29598 |SERPINC1 gene, deletion/duplication £5817}(1) |CZ581 0 615,300 615,000 |&dolz @ T ALe|Stat
51987 [SMN1/SMN2 gene deletion (spinal muscular atroph{=5817} CZ581 0 615,300 615,000 (&M o|2 @ TITHAALCS L
29596 |SPAST gene, deletion/duplication (SPG4) =5817k(1) [CZ581 0 615,300 615,000 || ZICHAALS STt
28169 |SPINK1 gene, mutation 0 285,600 286,000 (AMo|= @ TICHHALS St at
29230 |VHL exon deletion 58174 |CZ581 0 615,300 615,000 |&dolz @ T ALe|Stat
29260 |WT1 gene mutation [sequencing] 0 724,500 725,000 |Ado|z @ FICHHArO|Stat
27755 |FISH FOXO1 0 521,200 521,000 |&o|= dHe|at
27758 |FISH, CDK4 0 448,100 448,000 |&dolz et
27756  |FISH, DDIT3 (CHOP) 0 521,200 521,000 |&do|=2 AHe|at
27757  |FISH, FUS 0 521,200 521,000 |&AMo|=2 Ae|at
28002 |FISH_BCL2(18g21) translocation break apart tissue 0 388,300 388,000 (&0l dHa |t
28008 |FISH_BCL6 gene 0 393,500 394,000 Aoz e nt
28201 |FISH_.MDM2 (&) 0 521,200 521,000 |&dolzHe|qt
28203 |FISH_PDGFB gene 0 392,400 392,000 Aoz e nt
29273  |FISH_RET gene 0 392,400 392,000 |&fd2|= e at
29015 |FISH_SS18 gene translocation 0 393,500 394,000 |AfAMo|Z e at
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