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Gains and Losses




Hemizygous Loss on Chromosome 11

appli&dbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]

File View Exports Analysis ChASDEB Preferences Help
S HEe v s TIVE @S R & %5 IR @E\} & @ | chri1:0-135,006,516

(7 Hemizygous Loss Chr 11 and Chr 13.cyhd.eychp: Copy Number State (segments) N

Herizygous Loss Chr11 and Chr 13 evhd cychp: Weighted Log2 Ratio
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» This example illustrates of a
hemizygous loss on
chromosome 11.
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» The allelic peaks track shows a
pattern change from 3 to 2
bands, confirming the
hemizygous loss.
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Hemizygous Loss on Chromosome

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]

File View Exports Analysis ChASDEB Preferences Help
S HEe v s TIVE @S R & %5 0|, v LJ]\ [# 4 @ | [chr5: 104,039,685~ 180,015,260
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& [Hemizymous Loss Chr & LOH Chr 11 cyhd cychp: Copy Mumber State (segments)

Hermizygous Loss Chr 5 LOH Chr 11 cyhd.cychp: Weighted Log2 Ratio
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* Another example, this time an
o interstitial hemizygous loss on

chromosome 5.
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== Detail View V| &8 QC and SampleInfo ¥ 2 Chromosome Summary Data ¥ U
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Two Hemizygous Losses

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]
File View Exports Analysis ChASDE Preferences Help

S HE v s T(YE SR A% T W] () U[gw} i) @ | 3 0- 89,433,275

:Twu Hemizygous Losses Chr3.cyhd.cychp: Copy Number State (segments)

]
| Two Hermizygous Losses Chr 3.cyne. cychp: wieighted Log2 Rafio

» This example illustrates of
two hemizygous losses on
chromosome 3.

K :.. & ot
e “f M .

M

* These losses and the neutral
structural region in the middle
were all confirmed by FISH.
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= Detail View V| GE QC and Sample Info ¥ =, Chromosome Summary Data ¥ A 9 JU
ChAS Browser : NetAffx 20190326 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |




Hemizygous Loss and Gain

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]
File View Exports Analysis ChASDE Preferences Help

S HE v s T(YE SR A% T W] () U[gw} i) @ | [chra; 0- 35,700,555

"O'1[ Hemizymous Loss and Gain Chr B.cyhd.eychp: Copy Mumber State (segmentsy

Hemizygous Loss and Gain Chr 8.cyhd.cychp: Weighted Log2 Ratio
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» This example illustrates copy
numbers of 1, 2, and 3 on
“ chromosome 8.

a1 s
212 =Y
IR

o
:
L =

B VR G S SRR R s et B
qwmmawi mw.-wn st i mimr-ﬁ«mm
) 'mﬂ!ﬂlmn. wwﬂiﬂ!w mﬂs wzﬂ:- Lot Y RS g

» These copy number changes
were all confirmed by FISH.
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- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N U

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |
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Copy Number 4 Gain

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]
File View Exports Analysis ChASDE Preferences Help

S HE v s T(YE SR A% T W] () U@]\} i) @ | s 0- 86,001,852

(| Chd4 Chr s Unbal Translocation Chr 8 hosaic Gain Chr 12.cyhd.eychp: Copy Number State (segments)

CN4 Chr 5 Unbal Translocation Chr 8 Mosaic Gain Chr 12 cyhd cychp: Weighted Log2 Ratio
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» This example illustrates a
segment with a copy number of 4.

q4 ° The allelic peaks track shows that

G4 Chr  Unbal Translocation Chr 8 Masaic Gain Chr 12 cyhd cychp: Allele Difference
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one allele has been triplicated
and the other is a single copy.
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P15.33 p15.31 p15.1 P13.3 pl3.2 pl3.1

- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N s BGE U

ChAS Browser : NetAffx 20190326 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |




Unbalanced Translocation

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]
File View Exports Analysis ChASDE Preferences Help

S HE& v s | T v R s T (] | U[gw} i) @ | [chra: 0- 146,364,022

(o~ wenns
' &[R4 @@
(3 CN4 Chr 5 Unbal Translocation Chr 8 Wosaic Gain Chr 12.cyhd.eychp: Copy Number State (segments)

CN4 Chr 5 Unbal Translocation Chr 8 Mosaic Gain Chr 12 cyhd cychp: Weighted Log2 Ratio
=15

OB~ o o s on -

—-15 .
CN4 Chr § Unbal Translacation Chr 8 Mosaic Gain Chr 12.cyhd.eychp:

* This example shows a
hemizygous loss followed
2 by a big gain segment. This
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pattern is usually shown in
unbalanced translocations.
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- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |
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Fresh-Frozen Solid Tumor with Complex Chromosomal Aberrations

appliedbiosystems
ile View Exports Analysis ChASDE Preferences Help

Eile
S HE v s T(YE S| R A% T WL (] [g@\} i @ | chri7:0-81,195210
;EHE ¥ V| N overapMap ¥ =] Graphs ¥ [ variants ¥ i Query Samples ¥ [ Query Segments ¥
o) =
r

« This sample shows high
complexity with several types
and sizes of chromosomal

b

aberrations.
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High-Level Copy Number Gains on Chromosome 2

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]

File View Exports Analysis ChASDE Preferences Help

S HE v s T(YE SR A% T W] () @]\3‘9 i) @ | [z 0-42,725,304

3 | Fresh Frozen Tumor.cyhd.cyehn: Copy Number State (seaments)

F(|[R]e &)@ a @

Fresh Frozen Tumor.cyhd.cychp: Weighted Log2 Ratio
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Fresh Frozen Tumar.cyhd.cyehp: Allele Difference
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- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N

ChAS Browser : NetAffx 20190326 (hg19) | Restricted Mode: OFf | Edit Mode: Off | Weighted Log2 Ratio: Fresh Frozen Tumor.cyhd.cychp, Nearest chromosome position: (31,012,077, -0.08994777)
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« Two amplifications
(8 and >30 copies).

» These are visualized by

increasing the scale of the
smooth signal track.
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Complex Rearrangement on Chromosome 11

appliedbiosystems

Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]

File View Exports Analysis ChASDE Preferences Help

S HE v s T(YE SR A% T W] () @]\} & @ | chri1: 31,152,133 - 135,006,516
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> o &[R4 @@
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» A mosaic loss (estimated at
85-90%) interrupted by copy-
number gain segments and
high-level amplifications.

» The smooth signal track scale
has been increased for better
visualization.

| User: admin |
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Hemizygous Loss on Chromosome 13

appli&dbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]

File View Exports Analysis ChASDEB Preferences Help
S HEe v s TIVE @S R & %5 | [g@w [# @ @ | lchr13:20,231,622- 115,169,878
=

o (Rl 2 @a
(7 |Hemizygous Loss Chr 11 and Chr 13.cyhd.eychp: Copy Number State (segments)

Herizygous Loss Chr11 and Chr 13 evhd cychp: Weighted Log2 Ratio
15
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* A full hemizygous loss on
chromosome 13.

e This aberration was confirmed
with interphase FISH.

10000Kb 30000k 40000Kb 50000k 50000Kh 70000kb 80000Kh 90000kb 100000kb 110000k
11 glz2.3 ql4.11 * ql4.3
= Detail View N QCand Samplelnfo ¥ &= Chromosome Summary Data ¥ )
ChAS Browser : NetAfix 20190326 (hg19) | Restricted Mode: O | Edit Mode: Off | | User. admin |
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Mosaic Segments




Mosaic Loss on Chromosome 13 (1/2)

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]
File View Exporis Analysis ChASDB Preferences Help

MO T (Y o R % T MRS (]| [g\ [@ & @ | lhr13:20,026572- 115,169,876

s~ e P claa @

0 [hosaic Loss Chr 13.eyhd.eychp: Copy Number State (segments)

)
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Mosaic Loss Chr 13 cyhd.cychp: hosaic Copy Mumber State (segments)

Mosaic Loss Ghr 1 2.cyhd.cychp: Weighted Log2 Ratio
Lis

» This sample represents a mosaic
loss in the same region as in the
previous sample.

» 20% mosaicism is visible on
the smooth signal and allele

A = AP o peaks tracks.

» Confirmed by interphase FISH.

20000kh 30000Kkh 40000kh 50000kb 50000kb 70000kb 80000kb 90000kh 100000kt
aidil DEEE] ais3 211 q21.31 2133 - a3t.3 a23.1 33 v
- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N
ChAS Browser - NetAff 20190326 (hg19) | Restricted Mode: Off | Edit Mode: O | | User admin |
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Mosaic Loss on Chromosome 13 (2/2)

Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]

appliedbiosystems
File View Exports Analysis ChASDB Preferences Help
S Heae v s LTI V@B R A %

| O] \ [@ & @ | lhr13:20,026572- 115,169,876
& |[&] t | Q @ @

¢
> o
0 [hosaic Loss Chr 13.eyhd.eychp: Copy Number State (segments)

Mosaic Loss Chr 13 cyhd.cychp: hosaic Copy Mumber State (segments)

Mosaic Loss Ghr 1 2.cyhd.cychp: Weighted Log2 Ratio
Lis

« A mosaic segment/flag was
drawn with the “Edit” mode for
simplified identification.

20000kh 30000Kkh 40000kh 50000kh 60000Kkh 70000kh 80000Kkh 90000kh 100000kh 110000kh
qia.11 DEEE] ais3
= Detail View V| GE QC and Sample Info ¥ =, Chromosome Summary Data ¥ -
| User: admin |

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off |
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CLL Sample with Many Mosaic Segments

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]
File View Exporis Analysis ChASDB Preferences Help
SHa VY3 U | T(vYEHESZS R %% FW I L ] @[®] @ ¥ @ enmo-roase00sr |
; A kary Y| #y N L}l cytoreg N @overnapmap ¥ [ Graphs Y [ variants ¥ i Query Samples ¥ [ Query Segments ¥
o ~
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« This CLL sample has many
informative aberration types.

JIL BRI

=
i
=
[ 4]
23
o=
B
5

(p13.3

.
i

==

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off |
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Mosaic Gain

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]

File View Exporis Analysis ChASDB Preferences Help

S HE v s T(YE SR A% T W] () [-gw} & @ | lcnrsi0- 103,590,057

CAv T T T e

> —= D» |@ v | Q@ @ F-E

(| CLL with Multiple Moszaics.cxhd.cychp: Copy Mumnber State (segments)

CLL with Multinle Mosaics.cyhd.cychp: Mosaic Copy Number State (segrments)

CLL with Multiple hMosaics cyhd cychp: Waighted Log2 Ratio
5
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Chromosome 5 illustrates a
mosaic gain. The mosaic can be
identified with smooth signal

o and/or the mosaic segment/flag.

The mosaic level is estimated

at 60%.

The split in the allelic peaks track
can confirm the finding.

0 10000k 20000kb 30000Kh 40000Kh, 50000Kh, 50000kb 70000kb 30000kb 90000Kh 100000KH
- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N JU
ChAS Browser - NetAff 20190326 (hg19) | Restricted Mode: Off | Edit Mode: O | | User. admin |
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Mosaic Loss and Mosaic Gain

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]

File View Exports Analysis ChASDE Preferences Help

S Hevsu| T VR @S R & % [y | @\3@#!@)\1:7’%0-133‘671‘207
=
> o & |[&] % | @ @

(o) :CLL with bultiple hiosaics.cyhd.cychp: Copy Number State (segments)
]
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 * Chromosome 8 illustrates a
. mosaic loss and a mosaic gain.

La.
| GLL with Multiple Mosaics.cyhd.cychp: Allele Difference
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10000kb 20000Kh 30000Kh 40000Kh 50000Kh 60000Kh 70000Kh 80000Kh 90000kh 100000Kh 110000Kh 120000Kh 130000K

[ e — — e ————

- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |
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Mosaic Loss and Mosaic CN LOH

appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]
File View Exporis Analysis ChASDB Preferences Help

MO T (Y o R % T MRS (]| [g\ [@ 4 @ | hr11:69,901,850- 134,869,453

(~v weane
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» Mosaic loss is highlighted by the
light red segment/flag.

 Mosaic LOH/AOH can be

Las v .

I
|CLI
La

F: | identified by the absence of

_ . change in the smooth signal and
;":"... s 5 e AT oz oL e v e e e e T S BT ey the change in the inner bands of
+-05 . . . . 1 | II. i!ll « S ’ . I ' . i_ e ‘ y - .. . !'--q._"’l

the allelic peaks track.

:.TII[II][Ikh 75000Kh 80000Kh 85000Kh 90000kh 95000Kh 100000kh 105000Kh 110000Kh 115000kh 120000Kh 125000kh 130000Kkhb

- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |
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appliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for us procedures.]

File View Exports Analysis ChASDB Preferences Help
S Hevsu| T VR @S R & % | [g\ [@ & @ | hriz 36,146,806- 133,716,004

(o~
Y —0 & |[&] “ | @ @ @
“O1f CHA Chr 8 Unbal Translocation Chr & hosaic Gain Chr 12.cyhd eychp: Copy Number State (segments) N

CN4 Chr § Unbal Translocation Chr 8 hosaic Gain Chr 12.cyhd.eychp: Mosaic Copy Number State (segments)

|
| CN4 Chr & Unbal Translocation Chr 8 Masaic Gain Chr 12 cyhd cychp: Weighted Log2 Ratio

» This sample illustrates a mosaic
gain on chromosome 12.

» The percent mosaicism has been
estimated at 85-90% using the
smooth signal and mosaic
segment/flag.

Eobn i L L T Ry R s WA A BE KNIV 1 R TN R U B TR i e e Al & sk St et o, W S 2y
1 PIERCAAY SEN B IET MERE H Y I Sany s s T e 1y e, - -Gt SN R 7% eyl Wingrah: 10
. . '

40000kh 50000Khb 60000Kh 70000Kh B80000Kh 90000Kh 100000Kh 110000Kh 120000kh 130000Kh

q13.11 g13.12 q13.

- Detail View ¥ | GH QC and Sample Info N 2, Chromosome Summary Data N

ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |
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ROH/AOH/LOH Examples




Regions ldentical by Descent: Genomic Profile of Consanguinity

appliedbiosystems

ces Help
S HEE VU T VE S (Ea T WL @] ® 9 @ o-zesmee

§ 182 karyoview ¥ | A segments ¥ L)l cytoRegions N 4 OverlapMap ¥ [ Graphs N [ variants ¥ = Query Samples ¥ [ Query Segments ¥ El
(=] n2

» This example illustrates blocks of
LOH >10 Mb across a majority of

the chromosomes.
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‘ChAS Browser - NetAffx 20190326 (hg19) | Restricted Mode: Off | Edit Mode: |
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Regions Identical by Descent: Detailed View of Chromosome 2

ﬂppliedbiosystems Chromosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.]

SHEEY ST VE=S|Es ST ALz s o[ e $ e |ezouesim ]

.@“|@@<!>\QQ

» This is an example of two
blocks of LOH >10 Mb on
I chromosome 2.

» There is also a hemizygous loss
on this chromosome, illustrated
by the red segment.

nguinity.cyhd.cychp: LOH (segments)

enes

LI 1 T L TR T
liIMIHMIHIIHI”M ULV S I W (NN e R o 0 N ol RO v ANl OB T 1 RN B

10000kh 20000kh 30000kh 40000kh 50000kb 60000kb 70000kbh 80000kh 90000kh 100000kh 110000kh 120000kh 130000kh 140008

C

= Detail View V| GE QC and Sample Info ¥ =, Chromosome Summary Data ¥ A

S
‘ChAS Browser : NetAffx 20190326 (hg19) | Restricted Mode: Off | Edit Mode: Off | | User: admin |
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Copy-Neutral LOH on Chromosome 11: Karyoview

appliedbiosystems
Preferences  Help
BN (s % T M OB L &[]

DB
S Eea v sy TV

omosome Analysis Suite. [For Research Use Only. Not for use in diagnostic procedures.

@[] P ¥ O oz |

§ (18 karyoview V| A segments ¥ Ll CytoRegions N 4 Overlap Map ¥ Graphs N [&] variants ¥ 58 Query Samples ¥ [ Query Segments N
o =

I
°
I -
2

‘ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off |
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* Only one autosome (Chr 11) has a
block of LOH greater than 10 Mb.

« The X chromosome shows LOH

because this is a male sample.
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Copy-Neutral LOH on Chromosome 11: Detailed View

ppliedbiosystems

TV B & o

& W G

|

Chromosome Analysis S

For Research Use Onl agnostic procedures

PV @ |drito-tesmests |

Copy Number State (segments)

izygous Loss Chr g LOH Chr 11 .cyhd.cychp: SmoothSignal

JOE IONEY R | It
IR 000 OO v o NN |

20000kh 30000kh 40000kb 50000kh

10000kh

AN AN D D T AU RNIE 0 A O
(LA OO 1 1 060 NN 0 R O 0

60000kh 70000kh 80000kh 90000kh 100000kh 110000kh 120000kh 130000kh

&[R4 @@

55 Mb of copy-neutral LOH on
chromosome 11q.

wm Detail View @8 QC and Sample Info ¥ =, Chromosome Summary Data ¥

‘ChAS Browser - NetAffx 20190328 (hg19) | Restricted Mode: Off | Edit Mode: Off |

Y
| User: admin |
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Genotypes—Trio




Mendelian Error Checking

A B C D E F G H 1 J
17 #%Columns=9
18 #%Rows=23
19 Chromosome Display  MarkerCount MIE-Trio MIE-Mat MIE-Pat  Percent-Trio-MIE Percent-Mat-MIE Percent-Pat-MIE

20 1 1 56482 119 27 31 0.21 0.05 0.05
21 2 2 62283 115 31 28 0.18 0.05 0.04
22 3 3 52106 83 23 24 0.16 0.04 0.05
23 4 4 49517 86 21 34 0.17 0.04 0.07
24 5 5 46205 84 27 26 0.18 0.06 0.06
25 6 6 51944 125 33 49 0.24 0.06 0.09 ° 1 1
= s s s B 23 18 o2 acs 208 This set of samples represents a trio.
27 8 8 38796 61 14 20 0.16 0.04 0.05 1 H
Z : : o o . i~ o oo oo The Mendelian Error Check function was
29 10 10 35472 66 18 22 0.19 0.05 0.06
30 11 11 38846 83 23 24 0.21 0.06 0.06 used to CheCk for relatedness
31 12 12 33424 66 21 20 0.2 0.06 0.06 ) ) ) )
32 13 13 27733 &1 as 9 0.2 0.2 0.03 e The trio Is consistent, but there is an
33 14 14 26983 62 16 14 0.23 0.06 0.05 )
34 15 15 24981 1746 0 172 6.99 0 6.89 increased rate of errors on Chrl5,
35 16 16 20915 31 13 9 0.15 0.06 0.04 . .
3% 7w ames 36 18 10 0.21 0.1 0.06 compatible with a maternal hetero UPD.
37 18 18 20583 43 12 15 0.21 0.06 0.07
38 19 19 10921 28 8 7 0.26 0.07 0.06
39 20 20 16200 27 6 0.17 0.04 0.05
40 21 21 10382 25 7 10 0.24 0.07 0.1
41 22 22 8780 22 4 12 0.25 0.05 0.14
42 24 X 22104 37 4 19 0.17 0.02 0.09
43
44
Trio Proband.cyhd ® <]
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Genotype Calls on Chromosome 15

A B C D E F G H
1 |Probe SetID  Trio Dad Trio Mom  Trio Proband dbSNP RS ID Chromosome Chromosomal Position
269 S-3GCXH AA AA AA rs850792 15 23936717
270/ S-3NPFK AA AA AA rs850791 15 23936783

271| S-4GWYW
S-4ESRN
$-3YBOP

rs8040786 15 23936872
rs28706770 15 23940401
rs1852029 15 23547116

81208 : 0
rs1722791 23952738
rs17117346 23953241
rs12908679 23953590

rs1640501 23955391

rs1640496 23956478

S-3FUNK
S-4Q0EL
5-3J01X

S-4DFSB

EREEER2

5-30GZ1 AA AA rs77786018 15 23957080
S-35vDV AA AA rs55661344 15 23967550
S-4HZUW rs59545794 15 23967644
S-4HQZE rs61463741 15 23967664
S-4QEKP rs55788562 15 23968161 .
w0 15 23963670 * Chromosome 15 genotypes show how the UPD is of
5-3UGUA AA AA AA rs8043407 15 23970937
5-35XNS AA AA AA rs8035678 15 23971082 - - -
piseon| s maternal origin and is hetero UPD (most genotypes are
S-45Q0M rs8036092 15 23990658
S-3YWDK rs28470337 15 24000079
oo T |15 22000073 the same in mother and proband, and different in father).
S-ACLNS rs28716882 15 24001767
S-4PWIG rs37609891 15 24001809
S-4LBWS rs824192 15 24002327
S5-3LIPN rs§24191 15 24003165
S-4MPHB AA AA AA rs12324464 15 24004680
s-asniz BB Be e 579465442 15 24004754
5-351UQ AA AA AA rs101626381 15 24004836
sawev BB BB B8 | rssesiass7 15 24008519
S-4HOHB AA AA AA rs74003334 15 240089390
s3RFQP | AB AB AB | rs2140005 15 24009288
S$-45UBS AA AA AA rs28838355 15 24011364
303| S-3RUCR AA AA AA rs115340368 15 24011445
304 S-4JLPC AA AA AA rs61685710 15 24014226
305/ S-4LGRJ rs824198 15 24014325
306| S-3VCPY AA AA AA rs78126437 15 24015186
Mendelian Error Check Chr 15 ®

READY
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Non-diploid Normalization




A Non-diploid Sample Processed with the ND Algorithm—WGV

This sample (T12-24) had several aberrations and hyperdiploid status. The baseline was not set correctly.
The ND algorithm successfully corrects the baseline and calls.
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A Non-diploid Sample Processed with the ND Algorithm—Karyoview

e

i %_ FEEFErTY | i

This sample (T12-24) had several aberrations and hyperdiploid status. The baseline was not set correctly.
The ND algorithm successfully corrects the baseline and calls.
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