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Upload Data

e Process Display Reports Tools Help

B: E
1
~ Open Files

— =T

[l pen Files
GenBank Sequence File[Optional)

Click Open Files icon in main
toolbar

Reference Files

Add

FRemave

Remove Al

Il

Sample Filez

C:hDatahkutationSurveyor \BRCATVS amples\ERCAT_012345_108_1_F acf
CADatahMutationS urveporBRCATYS ampleshBRCAT_012345_104_1_R.ecf
C:hDatahkdutationSurveyor \BRCATVS amples\ERCAT_012345_108_2_F acf
CADatahMutationS urveporBRCATYS ampleshBRCAT_0122345_104_2_R.ecf
C:hDatahkdutationSurveyor \BRCATVS amples\ERCAT_012345_10B_1_F acf
CADatahMutationS urveporBRCATYS ampleshBRCAT_012345_10B_1_R.ecf
C:hDatahkutationSurveyor \BRCATVS amples\ERCAT_012345_10B_2_F zcf
CADatahMutationS urveporBRCATYS ampleshBRCAT_012345_10B_2_R.ecf

C:hDatahkdutationSurveyor \BRCATVS amples\ERCAT_012345_114_1_F acf
CAMatabbubabionS oreenaet RRCA T S amnle\RRC&T M 234R 114 1 B ot

Samples Selected: 150 | Load Grouping File

3

0K

Add

FRemave

Remove Al

Ll

AddR-»5

Add GenBank Files (GBK/SEQ)
and/or
Reference Files (SCF/AB1/ABI)

NOTE: Both GenBank and Reference
files are optional when sequences
map to genes of Homo sapiens.

Add Sample Files (SCF/AB1/ABI)

FRemave

_Fomove|
[l
[ Coren |

Remove Al

Cancel

Click OK




Review Raw Data

[ i Mutation Surveyor : E 1
File Process Displav Reports Tools Help
= E @

5 s
. BRCA1 185720 108 1 F.scf BRCAL_012345_118_7_F.acf--=
BRCA1 185729 _10A_1 R.scf Fs a0 45 50 55 B0 B5 70 75 &3 a5 a1 85 100 105 110 115
ERCA1_ 185729 10A_2 F.scf 3300 AT €T?k@.ﬂ-.m’l'.ﬂt}'f G GAT GT TE CT T GOATAMCAC T ARAT AGEAGEAT TCAGASEGTTAAT GAGTET TTTCCAGANGTD
BRCA1_185720_104_2 R.scf wonnl ___________ ___________ ___________ __________________

Double-click on the files in the e e e

Browser pane to view the trace |~ . N T Tt R

I S N T ;
data T il
} | } L
BRCA1_185720_114_2 R.scf T | '“ ‘ |
BRCA1_185729_11B_1_F.scf i | i {
BRCAI1_185729_11B_1_R.scf J AT '
BRCAL 185728 11B 2 F.scf izl l“.‘.*.iﬁ‘u'i.'k_ dsé-..-;.i-;ﬂ!.!!‘éﬁél
BRCA1_185729_11B_2_R.scf | = 400 500 600
BRCA1_185720_128_1_F.scf
BRCA1_185729_124_1_R.scf BRCAL_185729_126_2_R.scf-->
BRCA1_183729 124 2 F.scf 2@00[35- #4045 - Z0- 55 - GO - B5- - 70-- 75 - @0 - B5-- 90 - 95 400105 190 115
BRCAL_185729_12A 2 R.scf 26001 T TTTTITCTTTALCTCT T.0ACT GOTAGAMIAALT AT CAAT TT.GLARTT-C4 GT ACAAT T AGGHGGACTT AGATT T CTACTGACTA
BRCA1_185729_128_1_F.scf 24000 - S bl b R R S S b
BRCA1_185729_128_1_R.scf 2200 - bomemnennnn SR boneemneeees emneenee demmneennnns Jomeoneenen bememnennnn R
i - 2000F------ e R T P e G deeees oo eeeeees
e N R - S S R T e S
ol i 1800t -~~~ b S T s e RS S [REa REEE BEH S EEE

BRCAL_185729_134_1_ R.scf 14000 4= -ttt --l ---------- e 1o A e
BRCA1_185729_134_2_Fscf 1,200 11- |i {5 i ity CAT TG e
BRCA1_185720_134_2_R.cf oo A Ltk ik j e,
BRCA1 155720 14a 1 F.scf ol e A 1 (L Hh 1 i I
BRCA1_185729_14A_1 R.scf o | a Wil | ' /] i '
E o4 A0 A0 9 C -mle 0 S m e I- | | [
BRCA1_185729_148_2 Fscf s ;_ ‘d _ .h Y] u nlu ! 1 |1 I il
BRCAL_185729_144_2_R.scf F IR A ALY VA Hmu il u.-.mlu ol L e S B L g
BRCA1_185729_154_1 R acf
B PRrA1 185720 158 2 F a-f [V]




Analysis Settings

File | Process Display Reports  Tools  Help

In the main toolbar select
Process - Settings...

bo720 108 1 F.Sl:f. 1 BRCAL_012345_114_2 F.scf--=

T
e TP T T L == A A =

| BRCAL_1 :
BRCA 1_1 Faw  Contig l kit ation ] Oukput ] Dizplay ] 2 Directionz ] Otherz ]
BRC&1_1f [ Contig o
BRCAT 1 Fragmert Size |1 2 =
BRCAL_1 M atching B ase Mumber |EEI
gggii—i M atching Base Percentage |3E|X [20%-30%)
BRCAL 1 I¥ Farce into One Contig
™o | Exclude 1st Basze Difference » :II [ BazePatch

| Calculate Lane Gluality \ithin the Begion of nterest
| Use Amplicon |0 to Canstruct Cantig
o [ 1|7 | €
Fairing
| Exact Filename FAR Match | Exact Filename Match Before FAR

T rirnrmirg

"] [ “ectar Tnm
[ B Trim bps [ 3 Trim bps
[v Score Trim |16 [10-40)

Contig Sort By
(" Sample Filename

(¥ Reference Filename
(" Contig Murn. of Sample Filez

For first run analysis
click Default then OK

[v GenBank/Feference Comparizon

ak. |I Cancel |




Analyze Your Data!

File Process Display Reporks Tools  Help

_185729_104_1_F.scf

BRCAL1_ 185729 108 1 R.scf
BRCAL1_ 185729 108 2 F.scf
BRCAL_ 185729 108 2 R.scf
BRCAL1_185729_10B_1_F.scf
BRCAY1 185779 10R 1 B.arf

BRCAL_012345_114_2 F.scF->

s 40

3 SO0 2 T s AT T

LWt Tu

30000 ------ Tosoemeoeee-

45 &0

Click Run icon in main toolbar.

You samples will be compared to
references

Browser Pane

Mutation Report

The first window to appear is the
Mutation Report

2 Matation Surveyor

File Process Disslay Reports Tools Help

+-[[8) GenBark Fie
+-{[& Reference File
+-[[&y
--_J Contig
- ContiglR (9)
BY BRCAL D12345 108 1 R.scfe-
< Genel_amplD.gbk-=
BRCA1 185720 108 1 R.scf<-
BRCA1 185729 108 2 R.scfe-
BRCA1 185729 10B 1 R.scf<-
BRCA1 185720 108 2 R.scfe—
BRCA1_2A4381_108_1 R.scf-
BRCA1_ 264321 108 2 R.scf<-

e = B HAY =
(%] (Untitled)
=I-{C3 File

ERCA1 264351 108 1 R.scfe-
El=

T | &
Mo, |Sample File Fieference File Dir Gene RF |Start  |End Size  |Clualit{dutH |Mutation T
1 |BRCAT_185729_10qsFieyMlctiagit 1-F  |BRCAT 2 30465 (3081 387 28 0
2 |BRCAT_185723 1 D.-l BRCAT_MZ2345 10:1-A  BRCA1 2 304E5 30851 387 28 D
3 |BRCAT_185723 1 EII| BRCAT_MZ2345 10:1-R BRCA1 2 30758 3085 95 12 0
4 |BRCAT_185729 1001BRCAT_D12345 1 1-K  |BRCAT 2 30758 3085 99 12 0
5 |BRCAT_264381_10dBRCAT_012345 10 1-R  |BRCAT 2 |304E4 308RZ 3|8 X7 D
E |BRCAT_264381_10BRCAT_012345_ 10 1-R |BRCAT 2 304E4 30852 3|3 X7 D
7 |BRCAT_264381 10IBRCAT_012345 1k 1-R |BRCAT 2 30758 30856 99 11 0
2 |BRCAT_264381 10IBRCAT_012345 10k 1-R  |BRCAT 2 30758 3085 95 11 0
9 |Genel_AmplD_R_S|BRCAT_012345 10 1-K  |BRCAT 2 30603 30855 354 700 D
10 |BRCAT_18R729_100BRCAT_012345_11: 2F  |BRCAT 2130873 31043 A F 1 30338445 356
11 |BRCAT_186723_101BRCAT_012345_11:2F  |BRCAT 230873 3043 A G 1 30338445 356
12 |BRCAY 185729 114BRCAT_012345 11:2F  |BRCAT 230872 47 448 11 |2 N407CA:C 496
13 |BRCA1_185729 114BRCAT_012345_11: 2F  |BRCAT 230872 47 448 11 |2 N407CA:C 496
14 |BRCAT_185729 11|BRCAT_012345 _11: 2F  |BRCAT 2 313|347 280 0 1]
ﬁﬁ ﬁ ﬁﬁiza ﬁﬁ & 23&5 11 oF F!Fll“g1 - 21138 {497 e[ [l




Graphical Analysis Display

By double-clicking a mutation

[ %L Mutation Surveyor

+-& GerBark File
+-{[[& Reference File
+-[& sample File
-3 Contig
£ ContiglR {9)
£ Contig2F {13)
£ Contig3F (9]
£ Contig3k (5)
= ContigdF (5]
B BRCAL 0123
V Gernel_ampll
B BrCal_1857:
B BrCal_1857:
B BRCAL1 2643
B BRCAl 2643
Genel_Ampll
ContiggR (9)
Bf BRCA1_0123<
v Genel_ampll
BRCAL_1857:
BRCAL_1857:

V] ] [ [ [

BRCAL_1837:
BRCAL_1837:
BRCAL_2643E
BRCAL_2643E

B BRCA1_2643F
Genel_Ampll
ContigsF (5]

BRCAL_ 26435 |

<

-3

yoooo

Contigsk (5]
ContigsF (5]
Contigsr (5]
ARt TE 5

| (2

™

File Process Display HReports  Tools Help

Quality(D-100): 46

180

185

BRLAL_U12345 15A_ 1 .50 o

Cuality(0-1000 31

| -
S ———

N938GFGARIZC 22T TT2

N9I8G-GARI- . 2277 1322
AN T-EOAS -~ 22T RN

4.83
7.91

1;:1‘) |M
2

>

== = B EEBEB aa=eprM=EHE C6eTHSA
=-{@] (Untitled) 1~ j _ ]
-3 File R ERCAL 12345 138 1 F.sch-o Qualtyl0-1000:23

] cell in the Mutation Report, the
Graphical Analysis Display
(GAD) window appears

Forward Reference Trace

Forward Sample Trace

Forward Comparison

Reverse Comparison

Reverse Sample Trace

Reverse Reference Trace

Mutation Table




Custom Report Builder

-3

Tools Help

File Process Display Reports
= = SRNER =
=-{@] (Untitled)

=-(J File

+-& GerBark File
+-{[[& Reference File
+-[& sample File

3 Contig

£ ContiglR {9)

£ Contig3F (9]
£ Contig3k (5)
- Cantig4F (5

i
i
i
i

£ Contig2F {13)

EEE &&=y

L]

Rz

_

BRCAL_D12345_138_1_F.scf->

Bl ceTH® A

|

Cualiby{0-100%:23

170

180

i

Click Custom Report Builder

icon in main toolbar.

Default settings will group
samples by Contig and pair
Forward and Reverse samples.

yoooo

B BRCAL 0123
V Gernel_ampll
BRCAL_1857Z
BRCAL_1857Z
BRCAL_Z643E
BRCAL_Z643E
Genel_Ampll
ContiggR (9)

Bf BRCA1_0123<
v Genel_ampll
BRCAL_1857:
BRCAL_1857:
BRCAL_1857:
BRCAL_1857:
BRCAL_ 26438
BRCAL_ 26438

BRCAL_2643E

BRCAL_ 2643t
Genel_ampll
ContigsF (5]
Contigsk (5]
ContigsF (5]
Contigsr (5]

CrntnTE S

12288': 2 Custom Repor i 1
1,000—=—1 [ =
SO0}
0 . i I I I I | T
1700 1,720||BRCAT_185729_11A_1_F scf . 1487delC na r.a. r.a. r.a. n.a. n.a. |
2, 000p=—=—========{|RRCA1_185729_114_2 F scf c1487delC na r.a. rLa. r.a. r.a. r.a.
s _|[pRrat 185729 108_1_Fset ¢ 10678546 na. na n.a. na na. na ha
210 o] BRCAT_185729_10B_2_F zcf c 106746 A, f.a. m.a. f.a. m.a. 1.a. 1.a.

e BRCAT_185729_11B_1_F.zcf n.a. f.a. m.a. f.a. m.a. 1.a. 1.a.
BRCAT_185729_11B_2_F zcf n.a. f.a. m.a. f.a. m.a. 1.a. 1.a.
BRCAT_185729_12B_1_F gcf n.a. f.a. c1B8FC:CT. f.a. f.a. f.a. f.a.
BRCAT_185729_12B_2 F gcf n.a. f.a. c1E8FC:CT. f.a. f.a. f.a. f.a.
BRCAT_185729_12B_1_R.scf n.a rn.a rn.a. 1973 1978ket_delTGC na mn.a. rn.a. rn.a.
BRCAT_185729_12B_2 R.scf n.a. rn.a. rn.a. 1973 1978ket_delTGC na mn.a. rn.a. rn.a.
BRCAT_185729 18B_1_R.scf n.a rn.a rn.a. mn.a. rn.a. mn.a. rn.a. rn.a.
BRCAT_185729 18B_2 R.scf n.a. rn.a. rn.a. mn.a. rn.a. mn.a. rn.a. rn.a.

Tatal by Trac Tatal by Trac Total by Trac Tatal by Trac Total by Trac
- Al7R.0%) C[50.0%) To0.0%)  Cr00.0%) CI50.0%)
1-R 1781 G[25.0%) T[50.0%) T[60.0%)
v 2 1897
< Grand Total £ Grand Total £ Grand Total £ Grand Total:2 Grand Tatal:£
= AlFE.0%) C[50.0%) T(o0.0%)  Cro0.0%) CI50.0%)
G[25.0%) T[50.0%) T[50.0%)
Sample Mame 309584, 407C 1408 J1608C 1894 319386 32003C 322327
BRCAT_264381_124_1_F zcf n.a. f.a. f.a. m.a. f.a. m.a. 1.a. 1.a. ™

<

B




Project Reviewer

Click Display menu in main toolbar and

File Process | Display Reports Tools  Help

choose Project Reviewer Report.

= v Browser |e\ﬁf»3' X
. "IE v Nuuflentidfas r j . .
+ [y v Amino Acids 21_AmplD_F_Synthesis_30934.5cf->= { Show All Contigs SImUIFane_OUSIy’ gl,‘oup
=3 Cgy v Pesk Table traces by Sample ID, view information in
: Project Reviewer Repork many WayS.

Ak

AN B2 el ofm

- 185723

~» BRCA1_185729_124_
<~ BROAT_185729_124_

< ] I |

s BRCAT_195729 108,
<~ BRCAT_195729 104,
s BRCAT_185729 104,
<~ BRCAT_185729 104,
-3 BRCAT_185729 105_
<~ BRCAT_195729 108_
-» BRCAT_195729 108_
<~ BRCAT_195729 108_
> BRCAT_185729_ 114,
<~ BRCAT_195729 114,
s BRCAT_185729 114,
<~ BRCAT_195729 114,
-» BRCA1_185729 116_
<~ BRCAT_185729 116_
-» BRCAT_185729 116_
<~ BRCAT_195729 116_

-3 RRACAT 1RRF™S 124 [v]
*

| 30895 30990 31085 31175 31270 I1365 31455 3165 J1405 31410
=S — S, —  —  —

2 2 G A G C G T C C

BRCAL_LES729_114_2_F.scf—> Quality(D-10073:11
2,000
1,000} -
o
9,000 9010 9020 9030 9040 9,050 9050 9,070 9030 9090
— B BROAL_1E5729_114_2_R.scf<-- Suality(0-1007:9
B 1,500 ; . ” ;
B 1,000} -
SDEI
B :
9000 9010 9020 9030 9040 9050 9050 90?0 9030 9090
BRCAL_185729_116_1_F.scf-—> Suality{o-100):0
""""" JLgJi?S.LT
. [ e A R
9,000 9 010 9,020 9030 9 040 9,050 9,060 gnm g DSD 9090
BRCAL_1B5729_116_1_R.scf<-- Quality(D-1007: 16
Legend GenBank ] C0S [ RO Frimer D 2,000
Hom Het Hom_Indel @ Het ndel gm C 1990

T T T T T T T T T
_AG 06 GT 9,000 9,010 9,020 9,030 9,040 9,050 9,050 9,070 9,050 9,090

Index | Sample Mame

utationl Futation2 Futation Mutationd |kutationd Mutations

13 |BRCA1_185729 11B_1_F.scf

14 |BRCA1_185729 11B_1_R.sct

15 |BRCAT 185729 11B_2 F.sct

16 |BRCA1_185729 11B_2 R.scf

Ooced JdaS7a0 408 4 ¢

L

3407C:CT.p. F|4SEHC 314
31407C:CT.p.R436RC.$38
21407C:CT p. R453ERC $14




Print Clinical Report

=is Mtation SUrveyor,

File Process Display Reports

& H

& Reference Fil &
& sample File

Tools  Help

EEEBE Qﬁr‘*i-* o €

L] |
R->  Genel_AmpID_F_Synthesis_30934,scf--» Sinical Re Report |

Click Clinical Report icon in

main toolbar.

1 ContiglF (47
1 ContiglR (4
- Contig2F (4

¥
¥

- Contig
¥
¥

Settings
[vw Print Samples with Mutationz Only

[ Print Samples with Megative Mutationz

Add a Custom Header File

B Gerel &
v Gerel A Sl =l = | 5 ot eneticabMutationS urveyorhD efaultH eader. in .. |
] BRCAL_1
,m L s SOV 5 A A T oA A G BRG]

i5]] 4 4 » # & Iv Calor Print :
=

SoftGenstics Contig Display -
Mutation Surveyor 21 =
Software: Mutation Surwveyor Company: SoftGenetics LLC 2D

Website: http: /s wmmr softgenetics. com Email: tech support@softgenetics.com
B--» Genel AnpID F_Synthesis 328385, sci §--» BRCAL 185725 15A 1 F.scf
g=<--— BRCAL_185725 154 1 R.scf B=<—- Genel AwpID_I_Synthesis_32898.scf
SNP:2E787T=C, E256P CATCT=CACCT SNP:22040CG=GA, 210405N, CAGCT=CARCT
5,000 F

Phone: £14-237-3340 or 888-731-1Z70
Fax: 814-Z37-9343

2,000 £ - o
oLt

; T ; i ; ¥
2550 2,700 2,720 2,740 2,760 2,760

r ; i ¥ T '
5,200 5,220 5,240 5,260 5,280 5,300

&&| View and print a snapshot

of each mutation call




