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GT Samples / 7798 [12] (1pxI=185KB)
1'01“_ L R R A i T S Y e O SR -y it dhn s e i e 0l e A N ek S Dyt P b St - D e

=
S

B Allele Freq
=
-
ARG
FRRTY. - < i

021 - . .
llllil.ll.. ek 0 i "‘a:;"-..-". 3 :.-.'-._;;% N i,

GT Samples / 7798 [12] (1pxl=185KB)

2.00

Log R Ratio

a
=
=

-2.00

GT Samples / 7798 [12] (1pxl=185KB)
e

e e i e e —
081" X

o . .

@

& 061 .

o H

T B . .

I 0y

[--]
0.2
0.0 o I ;-_.-,‘a- BT T o P " - e b -

2.00

Log R Ratio




&RS\ QXPEHU ORVYV
S

GT Samples /8413 [T7] (1pxI=238KE)

2.00

1.00

Log B Ratio

-1.00 ¢

-2.00

_T

=
=

- % |

=
fu

I o] p24.3 B e *—u—#——#ﬁmﬂ—* pl2.5 .. Wl E—— . m e LECRE




&RS\ OXPEHU JDLO

GT Samples / 8297 [43] (1pxI=T4KE) \

2.00

1.00 4

Log R Ratio

-1.00 ¢

-2.00

GT Samples { §297 [43] (1pxI=T4KB)
—— o ——e—— - e <—BBB

-
(—]

6 85 : ; ... ... _.% *—ABB
OGN i gt EOpRIAT T IR . BB 12 oo G AR BMAE SR Y I

b/

* |+ AAB

B Allele Freq
=
=

=
P

<« AAA

]2 T B e pl2A b2 1121 gl1.23) gl2 h-‘ihﬁﬂ_r_#cnhhh-ﬂm‘-




FOY3DUWLWLROQ

GT Samples ! 8276 [38] (1pxI=189KB)
¥

2.00

1.00

Log R Ratio

1
-1.00
-2.00
GT Samples / 8276 [38] (1pxl=189KB)
1.0 rrrr—s e r———— e s TR Y T ——rep——— rarr———— —r—rr—————

=
)
nowgp "

=
o

b ok i i SV U LSRR

}

B Allele Freq
=
=

=
o

i
|

7 it e o311 . . e ——B




S\WRIJHQHWLF GLDJQRVLV |

UHWDUGDWLRQ
S

known chromosomal
pathology ? non specific phenotype

| |

\/

2007-2008 : HumanCNV370-Duo and HumanCNV370-Quad
2009-2010 : HumanCytoSNP-12
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Uniparental disomy
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Carrier status of dystrophinopathy
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Presymptomatic diagnosis of high cancer risk

2.00

Log R Ratio
-
=
-

GT Samples | 8432 [83] (1pxl=10KB)

Base Position

Cytogenetic Band
Sequence [+

8,390,440 89,36

1,380,360 52,856,520

53,732,880 34,509,140 85 485,400 56,361 560

Mo sequence data file foumd for this chromosome.

87,237,820

88,114,180

t aF1300a4 b CrooresT
1 sFTPaz 1 PLACY | SH2D4B
{ sFTPaz 1 PLACS
| sFTrat ¥ P DYDC
| sFTRaq ¥ anxat
t aF130084 4 C100rf3g
| sFTPD H TSP&N14
1 sFTPo W TSPaM1g
b Cooris?
{ PLACS
¥ anxan
¥ ot
¥ arxai
| mK125824
I matia
I matia,
b ovD
b oD
| MEC1E186
| MGC1E186
{ ciooriss
B AKO74555
W TSPaNT 4

I GHITM
I GHITM
I GHM
b C10orfaa
b c10orf9g
I PCOH21
I pcoH21
I PcOHZY
i HH aaiizs
1 LRRC2
I LRRC21
|
I rCR
I RGR
I RGR
I RCR
| RGR
HHH stz
Hib kisat12s
H Kials1128

#H-H——4++ cRrID1
#H—+H——+4 GRID1
4 GRID1

b onragrz B MINPRY
| wkrz B wiNRR
I sncs B mINPR

HH—— GrR ) snos Hl paps
B ien0261 H paps
B kian0261 H Paps
W Kan0261 H paps
B kien0261 H paps
B izs0zen HIFamass @ ATa
W kien0261 B oaTa
B Kian0261 | PN

| opna HI|Famasa KR A
| opng H A
1 oPng
I oPng

Al BMPR1 A
Al BMPR1A
| ak1za04

- S 6L
I c10or116
¥ cLuot
I




L OQWHUSUHWDWLRQ SUREOF

Diagnosis in a mother of hereditary neuropathy with liability to pressure palsie
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Fortuitous diagnosis of a lymphoma
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Using the Illumina cluster file
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Clustering SNP with the patients of the same technique
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