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Case | Gestational | Plasma Invasive Chromosomal Methods
no. age at sampling procedure aberration used to
plasma relative to confirm
collection invasive | karyotype
(weeks) - procedure ' _
01 24 177 Post-invasive | Cordocentesis | 22q11.2 FISH
: microdeletion
02 |284/7 Post-invasive | Cordocentesis | 22q11.2 FISH
' microdeletion
03 22.5/7 Post-invasive | Aminocentesis | 22q11.2 QF-PCR
_ microdeletion and FISH
04 12 3/7 Pre-invasive Chorionic villus | 22q11.2 Array
sampling microduplication | CGH
(2.4Mb)
05 20277 Pre-invasive Amniocentesis | 22q11.2 Array
microduplication | CGH
(2.4Mb)
06 21477 Pre-invasive | Aminocentesis | 3q29 Array
microduplication | CGH

(5.1Mb); 4¢32.1-
q35.2
microdeletion
(32.9Mb)

FIG. 8
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