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T IA VA=V TUEa—%05 SeqScape V7 bU 27 ZEEICHIBRT BICiE. T DHEICEE S N=FIEIC
TOLADME H->TLEEW, 7YA VA=)V Tav A TR, ROUHNETENET,

e SeqScape Y7 R Tz TICKS>TA VA M—IVENZTXRTDT H)IVE LT 7 A VIR
ENET, 2L, DA VA NIV BB LTz SeqScape VT b 2T DT VA
RT7AIE, TUYA VA=)V Tt k> THRIENT, HIBRENRVEELH D
ES

. D PIMER LT 7 A VERIET AR UE R A, 7T 7 Y ORI
ERLTeT7 7 AVizE, 770 r—ay THVRISGBNENTLZT 7 AV . 7oAV
F—b 7O A THIBREN T Ao

VI b7 OHIBR SeqScape VI bUITETVAVAM—=IVTBICIE

1. [Start]> lPrograms]> [Applied Biosystems]> [SeqScape] >
Uninstall SeqScape vx.x| ZFERNL £ T

2. BRI TVY I NI 2727 VAV AR—=ILLET,

TUAVAR=IVR T UERET, V7 b7 70750 77 A )VETRXTHIBRE
NTHWET, 7—X 77 AMFAVEa—RIIKENET, TUVA VA =T, 4V
A= NVRBIERENTZ T AV EERE T 7 AVEHIBRLESAs AV A M —IVIZICHE
U7 IV ERT 7 A)ViE, FEITHIBRS 208 0H 0 £7,
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SeqScape V7 bz 7 &=¥SHTIENT S

VEEAEBIRT BRIl VI MU T7ERINCEE LIz X, 7RIZAML—X THY Y M e{ERT 2585147
07 Ry 7 ANEKRENET, SeqScape V7 F 7= 7IC7 FRZAFL—4% (admin) &L
TaZA YU AFR LT SAT— R 2 AL TL ZE N,

PR —YZERT 31, Adnin ELTORTA VT ERENHOET, 2—PFLKTOI A
Y U785, SeqScape V7 b 7 TR IA—YDR T AT 7 M U TIT - TAFEEDORGH
LB ENTEET,

VI Y 7R 28— A7 3V OREROZEINC OV TIE, (18 D F2—5 0 )
EBILTLEE W,

TP AIVEnBR]  —BOTECIFIE. VR EET 7 ANVRIHEATE A, HTERVIFIERDO L
B TY,
AN— A
\/:*?" <>

INEDOLFOWINAZEH LIZHE, TI7— Avb—IDRERRINK T, Kifrd Bicid,
TRV TZHIRT 205D D 9

BE! VI T 7DTON—T 3 YT, seqscape_admin &\ 5 I—YH M TEEE
Poo MHTD/IN—2 3 Y TCTOIA—THZMA L TGS, BhD 7 7 VAR ) ICHEL
LIca—PHICEBELTLRE N,
SeqScape V7 hrYIT7ESHTEST B
AY 757
VILTITDEE | 2,107 ko SeqScape VT R 2 TOY a— kA REXTILI w5 LES.
['SeqScape Registration| 27177 K 7 ANHE LT,

ﬂSEchape Registration x|

Product Begistration

Uzer Mame: |AdminU$er |

Firzt Mame: |."-\l:|min |

Last Marme: [User |

Fassword: | |

Re-enter Password: | |

Group: Adrmin

QOrganization: [Yours |

Registration Code: | |

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F 2-9
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IFColc

5.

[SeqScape Registration] 21717 Ky 7 AT, TFAL 74—V FITTRXTDE
Ww AN UET, [User Name] & [Password] DEEIX 6 ~ 15 XFHICT ZH6ENH D
SN

RANCAERE Nc2—PICiE. 7 FIZ XA L—2HERDAIMICED Y TENEX T,
VT Uz VIO — RICidfiE Niegika— R 2 AL E T,
TOKJ] ZZ7Vw o7 LET,

TG T LNHRFPAENTOBME, AT Ty v alifh&rEIn, X< MLogInl XA
Tag Ry 7 ANHEET,

Uzer barme: lt-‘n.dminUSEr

Pazsword: I"'"‘"""'|

Mote: Uzer Mame and Password are case sensitive.

0K | Exit |

A—YHENAT— R2fEANL, TOK) 22Uy 7 LET,
MLicense] XA 7077 Rw 7 ADHEEXT,

B License Dialog x|

Computer Configuration

Applied Biosystems supplies or recommends certain configurations of computer
hardware, software, and peripherals for use with its instrumentation. applied
Biosystem= reserves the right to decline support for or impose extra charges for
supporting nonstandard computer configurations or components that have not been
supplied or recommended by Applied Biosystems. Applied Biosystems slso reserwves
the right o require that computer hardware and software be restored to the
standard configquration prior to providing service or technical support. For
systems that have built-ih computers or processing units, installing unauthorized
hardware or software may woid the Warranty or 3erwvice Plan.

Limited Product Warrantcy

Limited Warranty
Applied Biosystews warrants that for a period of ninety (90) days fron the date LI

TOU ACENOWLEDGE THAT TOU HAVE READ THIS END USER LICENSE AGREEMENT, UNDERSTAND IT,
AND AGREE TO BE BEOUND BY ITS TERMS AND CONDITIONS. ¥OU FURTHER AGREE THAT THIS END
USER LICENSE AGREEMENT IS THE COMPLETE AND EXCLUSIVE AGREEMENT EETWEEN YOU AND
APPLIED EIOSYSTEMS.

IF ¥O0U ACCEPT AND AGREE TO THE FORGOING, please select - Accept -
IF ¥OU D0 NOT AGEEE, select - Decline -,

in which case, the program will exit and terminate or, if installation has not been
completed, installation of the program will stop.

& copy of this End User License Agreement is available as a text file. Select the
"Print” button to print out a copy. IEf you have any questions regarding this
agreenent or if you wish to request any information from Applied Biosystems, please
use the contact information provided in the sbout box or enclosed with the disc or
other media containing this program.

Decline | Accept Service | Print |

X 2-1 TLicense DialogJ]

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



SeqScape V7 bV T 7 EVSHTEENIT S

At A8 A, [Accept] Z#271)w 7 LET,
SeqScape V7 b 2T DXLV U4 Y FUDHITET,

W seascape -
File Edit View Tools Analysis Window Help

Ruth Palmet is logged in

o= E & TEE x/p@ EH o]

O DEEE DEEEE Ee

=] TabJump:

|| iseasezpe va.0r3

Astert| | (1) @ B \yeibinliava.exe

| 88pant shoppro - imagst [[ceascape - Ruth.. | 7uzem

R —F DIER

SeqScape V7 b =770V U b ERIA—YORERZIEYT 5728, Applied Biosystems

Tld, aYEa—% LD SeqScape V7 + 7 = 7 2T AN LICI—YZIEKT B &
EBEDLET, Users| 72T 2L, INHDI—FDI—FHLIBXTT 7t AHER

ZLYAR—FTEET,

BEE! 7RFIZAFL—%IE, Users] 2T DIHEMREREBICEHTE M —DI—WT
9, TOXTOEPUEHIE., MOTRTOI—PIIEHARATEEIC > TWET,

FHR1I-YZRET BIcE

1. [Tools]> [Options] #3ERL T, Options| XA 705 Ry 7 AEHEET,
2. TOptions] XA 712 Ry 7 AT lUsers] Z7%ZFR L., New| Z7 1) v 7 LET,

x|
General | Database Wsers | Authentication &Aud\tl
User Namg) First Name | Last Nameg | User Group | Last Modified .| mactve |
[lewlser | New User Adrnin |05 5ep 2002 st 09:26:11 POT [
Userbdmin |User Adrmin Adrmin |11 Gep 2002 at14:28:45 PDT [T
guest Application |Default Usg|4 ﬁUser Management: User Creation, Update?- x|
Scientist | Scientist | User
AdrainUser |Adrmin Usar A
User Mame; [
First Mame: [
Last Name: |
Password: |
Passward must be 6 to 15 charactsrs lon
User Group: [Seientist |
[~ Inactive
lew. Open | Import Unlock
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Authentication (G2EF)

& Audit (B5&F) D
RE

WYz 1—H%, SAT— R, @, #Eiz AL, [User Group) Ruwy &y U
O SI—HYDLANVEERLUET,

¥ User Name | I3 FE DI E ASTILTLIZE W, TDT ¢ —)U RiZid., Microsoft®
Windows® OS 7 7 A )V Y AT LICHER L TOWIENAR—ZARYERZH LT LIETE
Ftho 29R—=TYD 77 )bl Z2B LT EE W,

FHL—YD [Users)] 27 DY A MIERENKT,

ERHOOAVE 2 —RCA—VEZRETEHE. 7 FIZAFL—X DB ROBFZEITT
BT LBEdLET,

a. I—PDYRAPZFERLET,

b. 2T 7 AL AR—FLET,

c. D> ¥ a—HIT SeqScape VI b 27 2A VA F—ILLE T,

d. =Y 77V EAYR—FLET,

SeqScape V7 b =T 20 o e AT L THES LR, Filla—9Dhn s A2 TE5 L9
[faa OB S S

T RIZARL—% ZN—TICJET % 2—H3., [Authentication & Audit] X7 T7 V) r—
g DbF VT A BEREDT I 4V M REERLEHTZCENTEET,

¥ 7 RI=ARL—%IZ. lAuthentication & Audit] X T DEREREB X CLHETE S
Me— DL —YTI, DX TOBIRFH G DT RTOI—P R HARATREICZ> TWE T,

lAuthentication & Audit] DOXA VTl HEOLHTE, N7V, TakAkky, Juvs
7 NOEFRBMHTHT ENTEET, BHEFITT 51X, [Audit Trail On) ZF v 7
BRENHDET,

SREE (Authentication) &E5ZF (Audit) #RET BlciT

1.

lAuthentication & Audit] % 7 7Z#4R L T. [Authentication Settings] D7 7 # )L k7%
ZHELET,

x|
General Databasal Ugere Authentication & Audit |
Authentication Setting FAudit Trail
[ Audit Trail On
Lockout user after |3 invalid login attempts Audit Reason
within [1 minutes | Reasan &
Reason 1
Maintain lockout for |1 minutes Aeason 2
Reazon 3
Reazon 4
Autarnatic timeout after |60 minutes
Change password every IQD days
Mew.. | Open |
7 e |
OK | Cancel |

a. I—YPDPRIELR/SAT— FEida—Y4%%, TLockout user after invalid login

attempts| 7 4 — )L FTEREINTVWABBEHMA NI LGS, ay 779 hENEX T,
BEANTED. TIAINVIREDEFICLET,
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b. f'within minutes] 7 ¢ —)U RIC A ) E N7RERINIC IR KB DRI T Th M I
I—PRav 77U FENET, BEANTED. TIHIVEREDERICLEXT,

c. 'Maintain lockout for minutes] 7 ¢ —)l Ficid, Z—47 SeqScape ¥V 7+ =7
morw s T NENTth, BRI AU TEDR LSS E TICpBsibmntiets
ELET, DOHMNTHEZANTZN, TIHIV I eREDEFICLET,

d. 'Change password every days] 7 ¢ —)U R Tid, Z—VDWHHSAT—RD AT

FEREINZEIICEDETOHRZRELET, HEZAIT 20, 774V &k
EDEFICLET,

2. [Audit Trail] X4 > lAudit Trail On) F v 7 Rw 7 XA&EIRLUT, SN
HDRET B L HEICEA T Ry 7 AW LS LET,

3. TAuditReason] XA VT, A—F vk FL—IV&iT5HEBEANILET,
a. [Reason 1] 74— )V REXTILIV v 7T 5454 LT, New] ZZ VU

7LET,
i Audit Reason Editor x|
Reazon: IBase Change
when a user makes apase change =
Description:
-
[ Inactive
oK | Cancel |

b. Reason] 7«4 —JVRIC, 7BV 7 MWL TIThbNIZHEZRAT 2 72D
EANLET, fzLzid, HEOZHDNNY T VDAV R—Fx LTI,

c. WENTIEUTHIH (Reason) D] (Description) Z AJJLEX T,

d. Audit Reason Editor T OK| Z27 Vw7 L%d, [Options] XA 717 Ry AD
U A MCERAIDOEHNERENE T,

x|
General| Database | Users Authentication & Audit |
Authentication Setting Audit Trail
¥ Audit Trail On
Lockout user after |3 invalid login attempts Audit Reazon
within |1 minutes | Feesan (]
Base Change
hdaintain lockout for (30 minutes Reason 2
Reason 3
Reason 4
Automatic timeout after |60 minutes
Change password every IQD days
Mew. Open |
o |
oK Cancel |

e. 70V b Ea—DWINMhTEEMTObNS 2T, KITRT X574 [Audit
Reason Editor] XA 7027 Ry 7 ANHAEET, Fay FZ 72 UXAMHSEHD
It (Reason) ZBIRL TL 7230,
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1—-HIRHRDEE

inudit Reason Editor x|

Event: Sample sequence substitution

Reazon: [SERENSELE

Deszcription:

Ok | Cancel |

4. REITETT, lOptions] XA 7157 Ry 7 AD [General | 27 T Export] Z27 VU~
U, HDavEa—2ZRBE L TRELZL I AR—FLEXT, Mmport] H% > Tld,
WEZADIAVE 2 —ZNEA Y R—FFTHTENTEEXT,

5. [Options] #1715 Ky 7 AT TOKJ Z7 Vw7 LT, &k (authentication) & %:
# (audit) OREZRIFLE T,

7 . [Authentication & Audit] OFEIE, IV E2—2BTA VR—bE/iFT 7 AR—1
THIEMNARETT, 722X, 7 FIZA P L—&iF, 2HOI—PITH U CGREB K U
BEEWRZRE LT, IXTOT 7 A )V 23R L. SeqScape V7 b = 7 Z2flifll L T
AT LICZ I AR— T2 EMTEEXT,

RETHL—YDT T+ )V FRERLEETHENTEET,

FE! 7RFIZAML—XIE, [Users] 27 DERZHREBLCLHEHTEZHE—DI—YT
o TORTOFREHIE, MOTXRTOI—VRMEHATEEC > TVET,

11— DRREEET BlclE

1. [lOptions] #4700 % Rw 7 AT, [Users) X 77 #RLET,

2. UAXMANOHHTEZATIVI Y 7 L, [User Management | XA 7157 Ry 7 A%=FlE £,

mUser Management: User Creation, Update LI

User Mame: ISCientist

First Mame: ISCientist

Last Mame: IUser

Password: I

Password must be 6 to 15 characters lon

User Group: IScientist ;I

[ Inactive
Unlock |

Created:13 Sep 2002 at13:52:10 PDT
Last hModified:19 Mov 2002 at 17:41:33 PST

Cancel |

3. A—UPMMELERIIMEEL, TOK) 227Uy 7 LET,
4. REITJLTCT, [Options] #4705 5Ky 7 AD [Export] R&x>zr7Uy oL, 77

Vr— g YRENPH—REEB— Y OREZEME NI of BATZ 7 AR—F
LEd,
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FTHIE FALYRY
DBE

5. [ExportUser] XA 7075 Ry 7 AT 7 AIVDLY AR— Ko/ 27% AL,
lExport] 271U v 7 LE9d,

6. TOKJ ZZ7VwZ LT lOptions] XA 705 Ry 7 ZAxHTET,
FocovatvAiE, BAOT RIZARL—ZM, BIMOI—FHZIEFO7 RS = Ak
L—AR%ERETZEXMHENET, AVEa— X TCI—YREEA VR—-—FEZTy
AR—FFT BT EMNARETT, 72 2, 7 RIZAFL—XIF, 2HOI—FIIHLTaL—
PIFRERE LIk, IRXTOI—Y 77 1)V #EIR L, SeqScape V7 My = 7 ZHHT %
MDY AT LTI AR T HTENTEET,

T—=R T7ANEAVR— FBXTLI AR— 9 2IE, 2—PFICHLTTIHVE T
L7 M) ZERETHZRENDHDET, 74 L7 B RABFEINTOEWES, 774
T4 L7 RUELTCAMHEET,
T74IVE T4 LT MU RNRERET SIS
1. SeqScape V7 b7 DALY 1Y RUT, [Tools]> [Options) ZEEIRLE T,
2. REICLU T, lGeneral] 27 C#ylaF =y 7 Ry 7 AZ#ERLE T,

a. [Display Reports after Analysis| Fx v 7 Ry 7 ZZ#ERLE T,

b. HEICIL U TIExport Reports after Analysis |5 = v 7 R 7 273K L., [Format |
Ry 7ZY Y YA RDNEII ZAR— T EEREEIRUET,

General I Datahasal Usersl Authentication & Audit

[¥ Display Reports after Analysis

[¥ Export Repors after Analysis

Format [HTML =

HThL
FDF
Detault Path for tt:
C\SeqBc2 D\Ad\IML—_Iiem_Data\ Browse.

Ok Cancel |

3. [Browse| Z7 Vw27 L., 77ANVODRERELTHHTS2T 74V 70 L7 FUIC
BEILED,

4. TOpenl Z7VUv o7 LZET,

IOVAR=FLIELR=RE TIHNV P ELTERLIET 2 LY FVIMEENE T,
5. TOKI 2270w 27 LTT4 L7 Y RNAZHMFEL. XA 707 Ry 7 AZHACET,
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HR1I—YicKsmPoOs 1>

R1-Yons1r

YAV ERENRTT B L. TRV T Y e 71O d AV TEBL51CHD
E

SeqScape V7 buz7lcOd4 v § 3l

. FRIFMwTEOYa—Fhv b g ZETVIVw L VT b T REHLET.

2. [LogInl #4707 Rv 7 AMHWT, BEICHHLEI—VOHFINERENKT,
A—YHENAT—Rz2 AL, TOKI 27Uy 7 LET,

BE! -4 FERERRATV—-—RZENTLESTZESE. 7T RIZZAFL—RIIBM
WEDbEL7ZE W,

User Mame: IScientist

Password: [y

Mote: Uzer Mame and Password are case sensitive.

OK. | Exit |

SeqScape V7 F U 7 ZEHTES K 5ICAED T,

7 . SeqScape V7 MY 7 DLIHTDN—Y 3 ¥V THRIE SN TN 2T N TORHEL—HIciE,
T7FUAMERDPEOYTENE T, 2— P2V AL T A A LB T FTIVAMCEHETE
2DF. 7RIZAML—F IN—TICE/TH5L—FDHRTT, LHiDON—T 3 VY THRIES
NTWeZ—PDHYIDT SeqScape ¥V 7 b 27 V2.1 ZfFHL LS &5 L., 22— T
T7 AN FHIBERUSAT—F) ZRETZ2XIRKDENET,

2-16
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SeqScape V7 bV 7 DIEE

SeqScape V7 b 7IE, KD 2DDAA Y T4 Y RUZHIHRENTNET,

o RNTZRAITT B DI B ElE A B X UEHT % [SeqScape Manager] W 1 > R
o RNTHERZE IS % [Project] W1 >~ R

‘ SeqScape V2.1 VI hz7DALY 4V R ‘

— SeqScape Manager — [ Project | 4> K i |
_ﬁ Joszsk ‘ — Report Manager Sample Manager
Ly P‘\roject
—ﬁ Project Template ‘ ta— —>‘ Analysis QC LR— k ‘ ‘ HUTIL NS A—4 ‘
L, UITLYR —> ipec_imen —>‘ Mutations L#— + ‘ Analysis Protocol ‘
T8 IT - | AAVariants L—t |
Ly ariants LR—
—ﬁ Analysis Protocols ‘ > ifagTent
* N Specimen Statistics
—ﬁ Analysis Defaults ‘ L,/ Sample LR—
. ) Ea— Sequence
_>{ Display Settings ‘ > Confirmation L #—

> 54750

Ly Bas;e Frequency
LiR— b

—>‘ Library Search LAR— ‘

> RDG L~ b

|
—»\ Audit Trail L— k \
|

—>‘ Genotyping LR— k

; 750 BREOET. s
e [ e j [IOZ#'Q’—I\ Eﬂﬁﬂ] BB

2-2 SeqScape V7 b T 7 DIEE

F'SeqScape SeqScape Manager T3, Project Template Z{FK L C7HY =7 b ZREL X9, Project
Manager] 7« >~ K> Templates i, HEOT 0V 27 FTHOELFIHT S ENTE, =7 AR— kL THOW
HHELHAT ST L EAEETT, Project Template 113, ROHFHRNFTENE T,
e VI 7L VR 7 v AEH
* Analysis Settings (Analysis Protocol %z %5)
» Display Settings
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MProject] 74> K7 [Project] V1Y RUTIE, ROGETT—RZZERTBHTENTEEHT,
#£2-3 [lProject) Vs FonDE 21—

Ea— Bk
Project 21— JIT7LVRA = VR BARYAY AVE VYR V=5V A FNFN
DARVAVICEEFNDZY IV 774)VDI LY FO7 2075 LDk
BHRREINE T,

Expanded Nucleotide £ 2 —Tl&. IXTDXT LA F FHARTENET,
Collapsed Nucleotide &2 —Tl&. X7 LAF FD/INUT > ~DHHERRE
nx9,

Expanded Amino Acid E2—Tl&. IXTDT7 I /BHRRINEKT,

D77 L>AERUEXE (NT £fzlid AA) 1EFY b TRENEY,
[Character/Dots] RZ Vid. Ea—DRREFERTEYVIVEZET,
Project £ 2 —DTFERICERREINS ldentification] X1 icik. 17351
DIFFERITENE T,

Specimen E2— | &4 7)L0D Clear Range £ AE. LUV T 7L YR ¥—F7 2 ANDFEE
& 7T 4 775 ROl NRENTBERA VHRTREINE T,

Segment £ 21— YT IVERDER, ROITET Vv o3hE ZOTICHRT BTV ¥—
TYUARKTRINE T, lLayout] 27 ITiE. ET AV MCEENEEY VT
IWDOABHARREINE T, TAssembly] 2 Jicid, AV HRX =45V
K7 SAAY MENY Y TIVHARTRENE T, BIERI I, 7+T7—F
BECIVN=R =5V R NUT7V M ROIDBRENT T, 1 DFRIFITAN
TDY—TVRCDWTCIL Y AT OIS LERTIBHIEDNTEET,

Sample £1— YT IVOBEBRARRINE T, TN 7/ 77— 3>V, Y—FT VAL
ILY+A7IA95 40 KU Raw Data haEnfd,

CNHDOE 2 —DFHICDONTIE, F10&E YT ILBIU Oy P AD Quality Value
SR LTLEE L,
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SeqScape V7 bz 7DV —VIN—

SeqScape V7 bz 7DV —IVIN—

SeqScape V7 b7 2 7 DY —)LN—IZiE, BHBIMHTEY T U 2 T ERED R X VKR
ENFT, BARZVOHHET, . F—F—F Za—FAv MIOWLTE, XD 2 DDOX%
SHLTLRE WV, K231RT FEORAZ VG, a7 v—ITd,

New Project Import Samples Sample Manager
[Ctrl] + [N] into Project FSample Manager
R0z b [Ctrl] + [M] D4V FUERERT,
ZERLET, MyScience
www.appliedbiosystems.com
Save Project Find Again iU LTWET,
[Ctrl] + [S] [Ctrl] + [G]
R /MEELE BIRLIEY—T VR % . .
Tz BiRRLET. Rnapysis Settings
RizLET, l'Analysis Protocol
Print Delete T4 RUDREE. BERLE
[Ctrl] + [P] BIRLT Y TIWDR—= -],
* IV b E Ty X R—=2X, Clear
IR LET, Range. 8&U 7121
VIREREAIITEERT,
_ : . |
o & = & 0B &8 - X - e =
SeqScape Manager Undo Base Report
[SeqScape Manager Change Manager
gAY FW’EB??%??'O [Ctrl] + [N] [Ctrl] + [1]
IReport
. Manager]
Find LY
[Ctrl] + [F] %F’I’ﬁ% ig—o
IR L exX=F5]/1UB
Open Project dA—F%EI—452 R RDG Properties
[Ctrl] + [O] WNTHELET, [Ctrl] + [D]
BEO7OVIo M IRDG Properties ]
MEEY, T4V ROEBREXT,
New Specimen Analyze Samples
FIRODARY AV EREET, [Ctrl] + [R]

B2-3 XA Y—bI\—
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2-4 1R FEDORZE, ER LTy 27 FOFRRA T2 3 /T,

Display Settings

[Ctrl] + [Y]
AP S8 N0
IDisplay Settings. Zoom In
T4V RUERELY, [Ctrl] + [=]
Inverse View
Expanded Zoom Out UI) [ﬂ’lzetstel ?:i 73 L4
Nucleotide View [Ctrl] + [-]
Expanded Amino
Acid View Show/Hide View
Consensus QV Aligned EP
Show/Hide
Electropherogram
Segment/Assembly
Ea—CHEALET,
RS LT R - o e s |- J@|
Characters/Dots Full View View Original
BEZN—Z2I—/UiE of Electropherogram Sequence
XFTREN, BC [Ctrl] + 1] Sample
AN—ZJ—JUx R Electropherogram
Collapsed Show/Hide All View Column Selector
Nucleotide View Electropherograms
Show/Hide
Sample QV
[Ctrl] + [K]

2-4 HRRY—IVIN—

2-20
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SeqScape DALY T4V RIDAZa1—

SeqScape DALY V4V FIDAZa1—

2-513. SeqScape DAA Y U4 YV FUDAZ 2 —#iEZ/RLTVET,

AL AZa— YIAZa— YIAZa—
SeqScape J——»( File >——>< New Project
Software —»( Open Project
—>< New Project Wizard
—»( Close Project
—>< Save Project
—>< Save Project As

—>< Import Samples To Project

—>< Import Text Segment
Sample Sequence File
—= —
( Export ( (Sample E2—) )
—>< Print

Consensus Sequence
(Specimen & U Segment £a1—)

Aligned Sample Sequence
(Specimen & & U Segment E1—)

Project Alignment - Nucleotides
> (Project E2—)

—»( Last 4 Projects Opened
ot Exit

—»( Edit )——»( Undo Base Change

NN AN AN AN \/\/\/\I/\/\/\/\/\/\/\/\/

_>< Find Groject Alignment - Amino Acid Repo§

—»( Find Again (Project E'a—)

—>< Delete

—»( Rename
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$3E Analysis Defaults $ & U Display Settings DEEL

CDENDT— 70—

¥ 3E

1. Analysis Defaults &
Display Settingsd e

s g o=z

F4E

2. YIFLYR T—4 TL—TD
35

P

®5E

A4

FUITFLIYR D=7 ADEM
- ROI o fERk

s LAY OER

SIA4TIUDY Y

3. Project Template ®{ERk

EFUER

P

% 6E

- RDG
- Analysis Defaults
- Display Settings

ROI

SXRYLFAF R RYTUEOEM
S TE/EBANYT Y ROEBMR
SINYT U REAILDEE

4. 70Tz Y +OERERIT

=

BE7E

Project Template M#4R

ARY AU MEM
YT TR wR—+

VI bz TREBETT H0E

P R—Za— oY
CIJANBYVY
CTFEVIL
SaAvEUYR
CTIAAUE

- B

F S4TSR

5. T—2 & LKR—bORR

v

75

- Project Ea—
- Specimen £ a1—
- Segment Ea1—

- Sample Ea2—
$£8E
6. T4 OB LwE
ER
7. THRR— b+ EERI - LiR—

STIA A REhETRS I b
CAVEUHR V—HUR

STIA AV REREYUTIL = UR
cHUTIL TFAL

Report Manager

+ Analysis QC L/R—+

- Mutations L7R— k

- AA Variants L7R— k

- Specimen Statistics L/K—

- Sequence Confirmation
LR—

- Base Frequency L7R— bk

- Library Search LK— k

-RDG LKR—k

+ Audit Trail L7R— k

- Genotyping LAR—k
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Analysis Defaults DERE

Analysis Defaults D&E

Analysis Defaults {3, Project Template DFXIHH Td, Y0¥z 7 A Y KR—FENid
NTOY > 7 )LD Analysis Settings Z7EET 5 7zDIHHINE T,

Analysis Protocol D{ERk

Analysis Defaults Z{ERLS S H1IC. Analysis Protocol Z{ERKd 208 h0H D X9,

ABI PRISM® SeqScape® ¥V 7 k7 =7 v2.1 ® Analysis Protocol &, ¥ > 7 )VTEH T NS
fEti et 2 5%E L £ 97 Analysis Protocol DFE, 1 DU EDOY > IV L TIEET S C
EMTEE T, Analysis Defaults 2389 S FiIC. Analysis Protocol 2289 5408 H D
F9, Analysis Protocol DFREICIE. RORENFTENK T,

s R—Za—VYV%5

s IVITAN-A

* Clear Range

PEIZ DN

Analysis Protocol Editor x|

General | Easzecalling | Mixed Bases | Clear Rangel FiIterI

~Analysis Protocol Description

Nam33INewAnaIysisF'rotocol

Created: 16 &ug 2002 at 14:28:10 PDT Created By: MewlJzer. New User
todified: 23 Sep 2002 at 11:27:33 POT hodified By: Mg
Source: Mia

-

QK I Cancel

3-2 TGeneral)] 2 7Hh&RE NIz Analysis Protocol Editor
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#3E Analysis Defaults 35 & U Display Settings DERL

Analysis Protocol
Editor »% 7

Basecall DFREDIEE

XD Analysis Protocol Editor D% 7" £ &iBHZ{l/H L C. Analysis Defaults Ti#&Rd %
Analysis Protocol Z#E L E 9

[General] %73, #mi. {ERH. EIEHZR E Analysis Protocol 1< B9 2 —fiFA %
RENET, K32 28U TIIEEN,

[Basecalling) % 7icid, V7 bY 7 I K BERDFHAID FIEEIEET 5ED TR
INET, 3INT % Basecaller l&, HTAHEELTIAMIICKS>TREDET, X—
A=V 7 77 Ak Dye Primer Set DFEREL DM DOV TIE, {8k A [Basecaller
& DyeSet/Primer 7 7 )V | ZBIRLTLEE L,

Mixed Bases] %Z7'® [Use Mixed Bases Identification] R 7 A&, EEH IUB 2 —
RIZHEo TANT R =7 DIFRZHHID £9, 2 v 7 AX—ADMHIE, 2 FHOE—2
DALY Y adi—)V MEDREFBVE—TDREDEIGEHELWLHN I NZBA TVWD5E
DRFEFTENET, TOLN)WE, YU IVOFEHE, KicF v b, BEUBEITECK >
TRELET,

Clear Range &, 5 & 3 OliRLEG T AV T 4 DEWKE T T —DRELPTNI—
TFUABRORYTIHEAEEIMIZ ST — =T Y RERN U IRICES Y~ VA
DT, FPHIET 74V ELTIRET ST LM TEE T, HIT [Use reference
trimming | Z3#ERT 2 L EBHDLET,

[Filter] 2 7 Tld. B/ NOEAER TSR Wy — 7 VA RHBRT 3120 0RER LET,
T IVER) VT ORERG SN — T AR, TRV TIVENRE A,

Basecall DFEEIBET BICIE

1.
2.

[Tools] > [SeqScape Manager] #3&RL %9,

[Analysis Protocols | # 77 #ER L, VA MDOREZZLEFT S I0Y 7 MEIRL
9,

Properties] 227V w27 LEd,

Analysis Protocol Editor T, [Basecalling] #7Z#RL, N—Xa—V VT DFEE%
FZRLET,

Analysis Protocol Editor x|
General Basecalling I hlized Basesl Clear Hangel Filterl
Basecalling ~Ending Base
I~ 4t PCR Stop
Easecaller:
[KEbep =] | T oater |5 Ns in [10 hases
DweSet/ Primer : ™ after IZU— Ms
[KB_3100_POP4_BOTv3.mob 4|
I~ After IBUU— Bases

 Processed Data Quality Threshold
' Call all bases and assign QY

© fssign ‘N’ for bases with W < |15

" Flat Profile

| Ok I Cancel
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Analysis Protocol DER

5. fiH9 2EEE I U7z Basecaller 23R L £ 97, sl DWW T, I8k A [Basecaller &
DyeSet/Primer 7 7 1)V ] ZZML T ZE 0,

6. fHHEEM O DyeSet/Primer DFE (mob IR TERFDOTL Y T ¢ 77 A)V) ZEIRL
9, FEHICOWVTIX, {18k A [Basecaller & DyeSet/Primer 7 7 1)V | ZZH L TL
ZEW,

7. PCR 7 X7 FWEWEG, X—ZXa—U /% PCR 70XV FORBETHE T 546
ENHO X, TOHER. TAtPCR Stop] Fxv 7 Ry 7 AZ#RL £,

8. Fic, FHELT N OREXZIIFEMDIEADRIIN—RAa—) T 2E1Ed5LE T
EEJ, RENDLEHZ A LT,

Basecaller D& E D FEAIIC DWW T iX, TABI PRIsM® DNA Sequencing Analysis ¥/ 7 k
V7 A=Y =AA R ZBRLTITZEW,

9. KB Basecaller DIF&EDH. [Processed Data] fHIET. T — X DFERIT1E% True Profile
3 & U Flat Profile » 538N L F 9,

True Profile - f@#i 7 — 2 DERAT —IVIE—ETT— X EERTSDT, RLBHNT S
FIVEB O — 7 EIIFIE—RIT DL CATr—IVEFHEELET, E—27D 71
7 7 4V Raw Data IZ3EILE T,

Flat Profile - fig##i 77— 2 DX R AT — )VIEEBTINCHEE L T — 2 2R d 5 DT, &5
WO — 7 @ICiZE KT DR OCAT—VEREELET, ¥—rDTm77A
T — 2 O (8 40 SEED B T H—IcED X9,

10. KB Basecaller D¥55 D, Quality Threshold Z5%7E L £ 9,

Call all bases and assign QV - COFEIX, TNTOAEICH U THE L QV Z#|D
WMTCRGAICHHLET,
Assign ‘N’ for bases with QV> - CDEEIR. QV WREMEATGOEEIC N 20 4T
BLAICMHLE T, QV ZKOTERENKT,
FE | Applied Biosystems Tl&. f##frlc KB Basecaller #fERT 5 L HHESHLET,
KB Basecaller (&, SeqScape ¥ 7 b7 =7 v2.0 B XU Sequencing Analysis V7~ =7

v5.0 THAAFEFNE Lz, CO7IVTY XL, §lEFEERILEIN TV FETT, ABI
Basecaller & W7)VTd) ALT, VI M7 O5HBONET TRHEIRENS FETT,

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 3-5
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SYIOAR—RAD
SREDISTE

Clear Range D5

SYIAN-ADHREZRET Bl

1.

2.

Analysis Protocol Editor T, [Mixed Bases| %7 7Z#RL £,

Analysis Protocol Editor x|

Generall Basecalling Mixed BdSESl C\earRangeI Fi\terl

~Mixed Bases Settings
¥ Use Mixed Baze |dentification

Call IUB if 2nd highest peak.
is 2= |15 % of the highest peak.

0K I Cancel

E S HHKS TUB O — RIZHE> T T ¥ — 7 DR FHiAHELS 128, [Use Mixed Bases
Identification] F v 7 Ry 7 ZAZHERNLET, I v I AR—ADKHIK. 2FHD
=@ ALY E— T EOREDAGLHFE LA TNEBIA TOWAHEICORETE
nE9,

Y IVOREE, KISFy bR, HREREERINSEEICE>TTDLAN
WERELET, IV IAR=AEGFHNB ALY ¥ adm—)V Rz, BEHOE—T7D
%fEE UTATILET,

EE | Applied Biosystems Tld. 77+ IV ME 15% KU NhEWMEEAALEWLWT &
EHEBOLET, HEOMNI Y I A R=AZBHT B 72DICT 7 4V kOEIGE RS
8. NI R ITFINELED, v T AXRN—ANEHICHRE NG R
LAREMEN DD 9, TORMZHATHENTLIEE W,

[Clear Range Methods ] DR TX/zE—HD7 )V IV ALZ AT 2T ENTEET, 754
Vo R EDS FAIEICEHE 1, ED 7 )V T ZLDFGEIC K - T Clear Range M EL 7%
5T LidH D EBAAERNC, X E/NE W Clear Range MMl N E 3, U > 7)LIC Analysis
Protocol DFREZ HhifH 9 % & it > T IVDOBHAED Clear Range ZH#HF 3 2551, D
Clear Range XAV v FEFERLEZWTLIZE L,

BE | Clear Range AV v REBIRETICT O b aA— IV EERTEZTEETEETN VT 7
LYAD N VT[T 1dIc Dix & & 1 DD Clear Range AV v R7ZERT 5 &7
BEIHLET,

[Clear Range| 27 CTld. 7A VT4 WEWERERTI— T VAR ZRET D ENTEX
T IOX VT BNENER =T Y ATIT— N Db Dk HEEOFHELD % Spacing
MEY)RC EEE®RLE T,
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Analysis Protocol D1ERL

Clear Range DREHEEFRET Bl
1. Analysis Protocol Editor T, [Clear Range] %7 ZERL X9,

Analysis Protocol Editor x|
Generall Easecallmgl Mixed Bases EI Fl\terl
Clear Range Method
™ Use clear range minimurm and maximurm 5 P
FirstBase>=[30 | @ EndSese [F0 |
- -

" Bases totrim from 3 end |2D First bp Last bp
¥ Usze quality values Remove bases from the ends until lezs RS
fewer than |4 bases outof |20 have QVs less than IZD Q\,-‘) W Qv:x
" Use identification of M calls Fermove bases fror the ends

_A re

untillthere are fewer than |4 Mz outof |20 bases <HM's per Z bases < HN's per Z bases

R |

™ Mazk b132 universal sequencing primers _
¥ Use reference trimming rerzrenc: [
- £

Multiple clear range methods are applied in order. _
- -
Smallest clear range iz the result IREnES Lk

‘ QK I Cancel

SeqScape ¥V 7 k7 = 7IEHEE L @ Quality Value (QV) ZHHT 5728, Wk
Quality Value Z A 2N H DIREDOBAAET 22 —7 V ADTIEZEHNT 5 K 53
REZTENTEET,

2. [Use clear range minimum and maximum | Z3R L, /) ORGERE L RAKOK T
B 72 13U 30E U, Clear Range D 3° Kiimh S bY I 27 LET,

3. [Use quality values] Z#RL. R ZlH7=0 QV MY KimDHEEMN X HAIIC %
2 E CHEZHIRL X9,

4. [Use identification of N calls] 7R L., R Y H720 D N H X KiiEic x5 £ T
HEHIFRLET, UK, BEHDO N BIFRENTVWE T 4 VY RUDBREESNET,

5. [Mask M13 universal sequencing primers] %33R L, Clear Range h'5 M13 751
R— V=T VAN LET,

6. TUse reference trimming] Z#R L, V7 7 LV RAICEDETT I/ AV bEnfzo—
TFYADBNEEND XS ICHBICY > TIVD R VT RITVET,
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#3E Analysis Defaults 35 & U Display Settings DERL

TZ4IbRV)G@D TFlter] 27Tk, s/ NOZMZE TSR0 —r v AR (Reject) 12T 2 7z DHEHER
HMEDIBE RELET., 74 VIORERE RN —Tr Y A, TRy TIVENEL A,

IV I AR—ADREKREEZF., TL—L VT M RRERTDTDIHHLET, N ORKEE
ERNEDFEIE. S OENTIC 05T — 2 TIEELTWE T L RMERT 5 0ICHHLUE
T, THUCTED, NIEEHEEHBA ST —RIE550WELENET,

Fles RRY YN Ra7id, o=V AD I F V) T 1 2@ MR 272Dl LE 9, 20
ZI8ET % &, Clear Range IC 7 X N5 9 XTDIFHOF Quality Values Y 20 L EDIGE
IC, T—ANVRRINET, chE, 15100, b5 1% OTT—RITHYLLET,

TR VT OREEERT Bl
1. Analysis Protocol Editor T. [Filter] %7 7ZERL £,

Analysis Protocol Editor

Generall Baseca\lingl hixed Basesl Clear Range Filterl

[ Filter Settings

haximum Mixed Bases (%) :

b axirmurm MNs (%) :

kinimurn Clear Length {bp)

kinimurm Sample Scare :

oK I Cancel

2. RORITIRITREDFHINZZEICL T, RENDZEHEZ AT LET,

INGA—4Z

A

Maximum Mixed Bases (%)

H>7FIL 77 41LD Clear Range THAETNSIv IR
N—XADEFEAREE. TOBEEBZ DT> TIVISERT
EE A

Maximum Ns (%)

H>7IV 77 4L Clear Range THFAT NS N DEFR
KEIG, TOREEZBRZY Y TIVIERFITEE S,

Minimum Clear Length (bp)

H 71V 774 1L®D Clear Range Il EREREDHR/IDE
T, TOBEITHRGEWY Y TIVIEBRTELE EA,

Minimum Sample Score

ARENSH/) Quality Values X J7 (Clear Range D
IRTOY VTV QV OFH) , &L 1 ~ 50 TS (10-3
R—=I® T4 7V Quality Value] #BBLTLZEWL),

3. Analysis Protocol W5E L7565, TOK] Z27 U w7 LTH LLWREZRIFLE T, HL
WREZRRE L EWEAIE, [Cancell 227w 7 L TURIOREZIREL £

E AEZEHT SHICIE TOKIZ 7Yy 7 UTIRIE L. R 2 AT 2 08N H D 9,
IRTCDT VR VTR A LTy =T YA, 7Y TINVENKT,
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Analysis Settings DIETE

Analysis Settings DIgE

Y TIVOLEB D AT FERD T AV T 1 =i Fi T B2, Y2 TIVOMRITIAER 25%
ERBIEL, Y TIVICHERT S ENTEET,

ZHIZ, 7OV 7 MIEENS Analysis Defaults 38 X U Display Settings IC{#{F 9 5 &
&, SeqScape Manager IC{#1% L T Project Template T35 & & TEE T,

Dkt 7y a Tk, —#OY > T IVHO Analysis Settings 723389 2% FIHIC DWW CHEA
L9, 25D Analysis Settings (&, Analysis Defaults & UTIRIF9 % & &, SeqScape
Manager ICf#7 92 LETEEXT,

i Project Template O OFEHIC DOV TIE, 6-17 X—I®D D Project Template %
L0y 7 FOHEfENT ] 22U TLRE N,
Frv T XFIbT0&  TProject) 2 TDEE
TIRT LYY g RFLT 1 OB, BEBARYAY AVEVHR Y= Y AES L. BETA

NFIVT os . Z .
FIVT A Koy avte s PR s VALY T 7 LY AL DT A AY M ENET .
%]
General | Specimenl Samplel
~Setting
Gap Penalty: 300 (Recommended value: 30.0)

Extenzion Penalty: |1 0 (Recommended value: 1.0)

V¥ Couple the amino acid alignment ta the nucleotide alignment

Save To Manager Az... QK Cancel

3-3 Analysis Defaults @ Project) 27

FrvIBIXOZIAT Y ay XP)IVT 02BN 5558, CNOOREICK>TY—T
VATIARAY MIEFry w TIHEAET N, OF v v RXF)F 0 X377 (G+Ln) IZid
WX EDYIGE IR ASNIREY — 7 Y ADTEBETCT IA A M 2IETEET,.G lE
Fyrwv I RXRF)IVTF4,. LEFv v TE n3EEKRTT, coLE FrvIckoTT7 o4
AV N OARMEFRMENRKEL TD 20, TIA AV MIHATNZET v v SIZD0TXRF)V
TADELEIMNET,

7 Applied Biosystems Ti&, 77 4V MiZfiH T2 LzBEH LIS, 774V D
BB, WICZOREO 7 )V I AL REEENTVET,
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[Specimen) 2 7 DFRE

Fry v IBIOCZIATay RPNV TF o DREF. VIT7LVANDY V)V 754 R

~ 2L —
Y hOREICHHENE T,

Analysis Defa x|

Generall Project : | Samplel

~Setting

Gap Penalty: [22.5 (Recommended value: 22.5)
Extension Penalty: |8.5 (Recommended value: 8.5)
# Library Matches: |2D

¥ Basecall Samples
¥ Calculate Clear Bange

Save To Manager Az... QK Cancel

3-4 Analysis Defaults @ 'Specimen) %27

Analysis Defaults @  ##R Analysis Defaults Z{Em 9 3 Icid
=nes
R 1. SeqScape Manager T [Analysis Defaults | % 7 7Z#R L. New| Z27 Vv 7 L%,

2. [New Analysis Settings|] %717 Rv 7 AD [General] %7 T, Analysis Defaults
DT AT LR,

XL o4 NCIE. Windows 7 7 AV VAT LICHEILL TOWIRNWAR— ARG
DEBETEMTEEFEA, 229 RX=VD T 7 O)bmBHAL ZSIELTLIZE 0,

New Analysis Settings x|

Gieneral | F'r-:jedl Specimenl Samplel
rMame

Analyziz Defaults Name: INew.t‘-‘malysisDefauIts|

Created: MA Created By:  MNI&
flodified: M Modified By, M
Source: NA

rComments

Save | Cancel |

3. [Comments| R 7 Zic, ¥ Analysis Settings ICBHS 23 A F 2 ATILET,
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4. T[Project] Z7%#BEINL, BREIIGLTRFINVT A OREEZHLET, #EIND
Fyrw I RXFIVT 41330, VRT3 XFILT 41310 T,

FFryOBXUCI ATy RFINT U, AR YR = A EY T
LUABXUCAVE YR =TV AES LIKEDETT IAAY T B EEICHRET
NETIARAYE TIVIAVZXALTDORTIA AV IENET, 7Ty TIVDRHY T
NWEDVIT 7L VRAICEDLETT IAAY T B EEICIHELEE A,

Settings x|

General ; Specimenl Samplel
Setings
Gap Penalts: 30.0  {Recommended value: 30.0)

Extension Penalty: IT .0 {(Recommended value: 1.0)

[¥ Couple the amino acid alighment to the nucleotide alignment

Save | Cancel |

5. [Specimen] 27 7ZERL X7,
M# Library Matches] w7 Hhv 7 A, BRLIIATSVRRICE->TREENS
Ly MIERLET, HERENEF v T XFILT 113225, TVAT VY gy )
VT 11E857TY,

New Analysis 3

Generall Project | Samplel

~Setting

Gap Penalty: [22.5 (Recommended value: 22.5)

Extension Penalty: |8.5 (Recommended value: 8.5)

# Library Matches: |2D

¥ Basecall Samples

¥ Calculate Clear Bange

Save | Cancel |

a. BEITECT, REZEBELXT,

b. Clear Range DFtE &Y > 7 )LD Basecall 2 HEINICEITT %5513, [Basecall
Samples] 73R L E 9, [Basecall Samples | Z#EIRLEWGE, Y 7F)V 774
WIENR—=Za—=) 2 7ENT | T—RETTIIN=—RI—=) 7 EN, wEIHLTL
5EDERZREINET, XR—ROA—V Y IWNAFyTEND L. VT bY 7 IR
WEROT VRV 7T TVICHERET,

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 3-11
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Yo7IVTED
Analysis Defaults

Settings MiER

6. [Sample) #77%#{R L, [Analysis Protocol | Ry 7X > U A M5 E X1F EIERK
L7z Analysis Protocol Z33R L %9,

New Analysis Settings |

Generall F'rojectl Specimen Samplel

—Setting

Analyzis Protocol: [RE el e gl ols]]

Save | Cancel |

7. TSavel ZZ7VUv 7L, 2OTBAY LY FOHLOREZMFLET,

8. [Close] &7 1 w2 LT [SeqScape Manager| XA 7% Ry 7 Z%HATCET,

7 Analysis Defaults ZZH L TE, I TCIKTBY 7 MFEES Y 2TV D Analysis
Settings ICIFHE L XE A,

H 7V &I Analysis Settings #i#iRT B ICiE

1. Project ©a—TY > FIVEFERLET,

2. [Analysis] > [Analysis Settings| Z#RL K9, Y7 77 1)L T & D Analysis
Protocol W& X9,

3. RTEEYNICETEL., ISave] #7VUw 7 LET,
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Display Settings D¥gE

SeqScape Tld. T—F DU HICHDE THIROXTRGILEZENT 5 LN TE X T, Display
Settings 1&, BIEL TRy y MCH#EHAT A2 N TEET, HEINL 2% E% SeqScape
Manager IZ{#(7 L. Project Template Cflifld 5 & TEET,

Display Settings (&, ROREZHIEL £,

o WHERT T+ OBBXTAXAI

e I/ a7zl I LORRBITIAr—)b
e NUTYFDERE 22—

X7 LA F FRIROEFRE 22—

* Quality Value DFERBI T AL v ¥ 2 F—)V Ri

Display Settings #§E 9 5l
1. SeqScape Manager T [Display Settings] % 7 7Z3RL., New] Z27 Vv 7 L% 7,
[Display Settings] %4 717 Rwv 7 ANFIE, [General] X 7HEREINET,

Display Settings x|
Gemerall Basesl Electrnpherngraml Viewsl
rDisplay il Description
Display Settings Name I
Created:  MNI& Created By:  MNis
Modified: K& Modified By: Mg
Source: M
o
Save Cancel
2. IDisplay Settings Name| 7+ —)V K7z~ Vw7 L., ¥} Display Settings D% A
hLEd,

BE | CoO&FNciE. Windows 7 7 A ¥ AT LICHEHLL TOWENWAR— AR ER
BB EDTEFT A 29R—TVD 77 A)IVEEHET ZSIRLUTLEE L,

3. YU OVWTEHERLTBEZWIXA Y M2 AN LET,
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#3E Analysis Defaults 35 & U Display Settings DERL

4.

[Bases| X7 &ENLFI,

x|
Eledropherograml Views'
Quality Values
FontSize: iz earcoior0 [N N
S T e

Base Scale

Show hase number every 10 hases

| Base Colors

Base Syle
apm cm e | .
otherii R

Save Cancel

L BERICOWTTFRARNDRAZA N e OEFLEEBDICAIILET, [Base Font] t

72avTC, Y= VADEREIMERN TS T4+ N EERT S, T4V R
L%,

. [Base Scale| 27> 3 T, Project Ea—IcV T 7 LV A ¥—7 Y ADERZFIR

TRHEEASILET,

. Base Colors] 7> 3 VTC.o— 4 VADEEBIXCZ L7 a7 zualI L FL—

AT 2 028N L X9, OZEINT 5Icid. affEoRy 7 X (A G Ci
BRUOTOH) Z7V v L, ho— Fy—bEAZET HrLnEzsER L, TOK]
ZIVw I LET,

. [Quality Values ] 27> 5 T, Ay EDN—%Z 7V v 7 LTHhT— Fv— bR ZE,
WEWECTEREFRLE T, ALy ¥ ah—)V RMEZERT 51, oMicdh 3
NEN—Z2 TV I LET,

D CTTIRETZAZA)VE, NI TV MCBEHENEE A,

Quality Value DFHICOVWTIE, H10% Y7V BXTa Y 2HAD Quality
Value] Z2ZM L TLIEEW,
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Display Settings D5

5. [Electropherogram] 2 7ZERL, TL 7 +a 70l I LBXCHORRIHEHT
ZRER AIILET,

a. AT—V VT BIUMOREZTAELVICATILET,
b. ['Vertical Display | D& ([Real Values] %7zix Relative)) Z#RLE T,
]

General| Bases | Electiopherogram] views|

Scaling Axes
Row Height (inches): [1.0 Counts Per Tick
Horizantal 0

Yertical Seal [0
ertical Scale Vertical: 0

Vertical Display:  [Real Yalues 52

Save Cancel

6. [Views] #7723 L. Project € 2 —3 XU Specimen ¥ 2 —Icflifd %5EZ AL
ES

Electropherogram £ 1 —%##RLE T,

General | Bases I Electropherogra

General View rProject View Settings
- &
CharactersiDiots: B Display Mode Iﬂ M| Jl
H EP Window (bp): |1D
Electropherograms: @ indow {bp)
Shown GT Pos. ah
Confidence Bars: Iﬂ!l B Hidden GT Pas on
rExpanded NT—————————
MT Tab Jurrip: [Multipl... =l
v 5
A4 Tab Jump: [Multiple 2| Mlsunmary
¥ Show Overview. I ariants
Wiew Column Selector. ¥ Index
¥ Referance
Sample View i ¥ Refersnce-A4
Original Sequence: ﬂ
_ i View 5 Caollapsed NT
. ¥ Summary
I Halicize Reverse Strand e
Clear Range . ¥ Index
Showe All: B [V Reference
rExpanded b4
¥ Summary
¥ &4 %ariants
¥ Index
¥ Referance-as

Save Cancel |

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 3-15



#3E Analysis Defaults 35 & U Display Settings DERL

. [General View Settings| 7> 3> T, 70V 27 b TAUVICRET 2ZRDRZ

271w L%Y, Electropherogram ¥ 2 —7%=#R L £3,

A OB BN LW E, Assembly Ca—%HIRIL/zE ZICE—T 07
FAAYFENET A,
TORTICH 5% DREE, SeqScape DA AV 74 ¥ RID FERY —)LN—IC

FRENZERRZVEFRILUTT, 2220 R—ID [FIRY—)bN—] ZBRL T
T,

ROy 72T YA S, [Tab]l F—IC KB T—2DY v VI iEZERLE T,
. Sample View Settings] ¥ 73 > C, wDY—7 Y AZFERT BLHERI 7 A%

BHRLU X,

L IFIT =R =T VAR VUN—R = Y A% KHIT B, [Specimen View

Settings | 7 > 3 > [ltalicize Reverse Strand| Z3#RL £9,

. [Project View Settings| 27> 3 >® [EP Window | 7 ¢ —)U RIZ, Project € 21—

DILY ba7 20l S LORKICERRS B GZE A LEY G Miid 3),

[Save| Z7 Vw7 LTEEZIRFEL, XA70T KNy 7 AZHTET,
¥ Display Settings /% SeqScape Manager ICIBINENE T,
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V77 LYR T7—=52 JI1Ib—T DIERK

COETIF. ROWEHICDWTHHLET,

DB D T = T e e 4-2
VI7VLYVAT—=R TI—=T RDG) ..o 4-3
4= REMHUZHRRDG OFERL ... o 4-5
SeqScape Manager Z i L7z#HHHI RDG OFFRL. ... ..o 4-9
FRFAIH (ROD DIETE . oottt e e 4-12
TROL Z 7 G . . 4-14
TGATTUDIERL oo 4-16
LAY OUERR 4-19
RDG NN T N ORI o 4-23
TIA AV RENAVE YA = ANEDRDG OFR ..o 4-26
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B4E

DI77LYR T—32 FIb—TDIER

CDENDT— 70—

%3 E

1. Analysis Defaults &
Display Settings® &

2. JIFLYR T—8 TL—T0D
{324

P

®5E

S UI7LYR V=i v ADEM
- ROI o ERk

s LA YO

FIATSUDI VY

3. Project Template ®1&R%

EIREE

%6 %

- RDG
- Analysis Defaults
- Display Settings

ROI

s XOLAFE NYTURDEM
S TE/EANYT Y ROEM
SRYT U REALDEE

4. 7Oy OER LR

v

Project Template ®5&4R

EARDEBM
HUTI T7ALILDA UR—b

V7 b THEBETT HME

s R—=2a—=Y vy
STANBYVY
s TEVINL
SaAVEVUYR
STIA AV

- B

s SA4TSUBRER

E
5. F—H & LK— FOET | T
7| - Project £a—
- Specimen Ea1—
- Segment Ea1—
- Sample Ea—
8 E
6. T—42 OBREITLFEE
E9®
7. TH RKR—+EHR s LAR—+

CTIA AV RERETAY Y b
CAVEVUHR V—HUR
CTIAAVRINEY TV V= UR
CHUTIL DAL

Report Manager

- Analysis QC LAR— b+

- Mutations LAR—

+ AA Variants L7/R— +

- Specimen Statistics L7/R— ~

- Sequence Confirmation
LiR— b

- Base Frequency LR—

- Library Search LR— k

- RDG LKR—

- Audit Trail L7R— k

- Genotyping LR— k

41 YTPLYR F—8 G- TOERFIEOMER

4-2
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D77LYR 7—%2 J)b—7 (RDG)

VI77L2YR 7—% 71b—7 (RDG)

DI77LVA T—4R
FIW—FIc2WT

GenBank DigaE

V77 LY AT—2 7 )—"71&, ABI PRISM® SeqScape® V7 b =7 v2.1 D) 77 L VR

D= VALK LTAYE YR BT A MRS AEOY = Y ARER L, £V

T7VLVARA =RV T 7 LY AICHET 57— 2 THEKENET, VI7L VA O—

FUAR VTR TL—=ITRYIENZ 1 DU EDV T 7 LA T AV MHERKD,

TRy D Ny IR=V] = VAR L E T,

RDG i, BT/ TICEE R ERD TN TEEN. RONAETHKEINE T,

e 1 DLUEDV T 7L YA T AV N THRE NS KX T2 Rl D S —7r Y A2 58
T7VLVA =V RA

e XULAFRENUTUE

« TI/WNUT Vb

« BIERaFV&

o TVl FTHTHAILZZ LAY, RBIUBEROID LA YICTIL—TkEhiz
K5EE (ROD

o HEHTABTLIVIATIV

e TuIx V7 FANDNYT Y FRHINT BTcDDI—TERZD AL A )

V77 LY AT AV ME, B—0#ifi Lz DNA o —7 Y AT S, VT 7 LV A v—

TUADEG LI I XY FTY, TN, HREETEHOET, VIT7L VA BT AV

ME. RDT 7 A IVTHRENET,

o RNTRAT > TIV T 7 A

s TFAMDADIER, FASTA, Fld seq 7 7 AV

e GenBank JEXD7 7 1)V

% GenBank TV F VX, H Lz — VY ADN 1 DI DEEMNIFSNTVWET, chik
V—AMEREL LIRENFET, COV—HF UV RICIF. BIZ 1 OEEMITFENET,

T DIz, H—0 GenBank I k VICEESIF SNtz — Rk, $55E RDG TH—D 1)
T7LYAVTAY MCEZMAONET, 774NV TR, TOETAVMTHEN—R
ROI NOFES(JFF 1 M EHBFEZLIITHRESNTVET,

FANTOD GenBank TV MUICIE, BREEERDNDH O X9, TNHOMEEI. HL5E RDG TS
MELAVICHEEMAONET, ROKXT {} THENZEARZ., ZOHEET—IIH L THids
5N % qualifier Z/RLET (& 21X, {gene} I& \gene qualifier DIETY ), qualifier /°
BWGGIE, O ICEES A ONE T,
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BTA4E VIFLYR T2 JIL—TDIER

GenBank 7 71 IL®D
AyvA—F

FHEOUTFLVA
T=2 JIb—7
(RDG) DIERRICDWNT

#F4-1 GenBank DigE

GenBank D##4E X9 B¥3E RDG DIEE

V=2 AFYTENET, VAL, BEERINZ Y 77 LV AV M2k
ICEEEMIT SN REHIHEE LE T,

IOV {gene}_exon{number} & WS WRBIFHIMERINET, T 74V TEEHEZ
AIBECT Y,

2N =p {gene}_intron{number} & WS MRBIIMERENE T, 774V b TlEEEH
ATCELHA,

BF {gene}_gene L WS HRBIHIMEREINE T, 774V b TEERZARETT,

CDS ({gene}l{product})_CDS &5 LA VYHMERENE T, ZD CDS ICHET 5F

EHZ AR ﬁﬂ%nﬁiﬁm‘fﬁﬁ'%%é\ TNSDEEDS LA VHERENE T,
ZhUADBE. BEITSCTHEORREFEMERENE T, FHHRD ROI X
{layerName}_region1, {layerName}_region2 i & D&#IIcEY £9, 2FH;Z
7 L—L &AM, CDS qualifier (complement() $&U \codon_start)
HoHENET,

misc_feature {note} LWL\ SHRBEFHIERRENE T, 77 4IV M TIHFEETRATET A

KHDHERE {feature key} E WS RREIHADMERENE T, T 74V M TIEFEESHRATEZE
/UO

COEIWMZREZMHL T, BAGEHHTZFF IR0 ZED RO 2T 5 2 LW A[HET Y (2
EZE, TV MVICKREDONNY T— 3 YD EBEIEFET 55
A2 =2y b5 GenBank 771 )IbEZA U >O— F93IciE
1. Web 77097z &. XD URLZANLET,
http://www.ncbi.nlm.nih.gov/
2. T[Search] X=2—T INucleotide] #ERL F I,

3. Tfor] 7FAF R ZRCVT 7L VAR V= VATHATAIZLAF REASL,
[Gol #27 Vv o LET,

4. HWOY—r VAR - T5. Accession No. DEMIOTF v 7 Ry 7 A58 IR L
7,
5. TOR—VDLHICH S ( [Display] OFiD) [Genbank] ZiERL. [Send to File]

ZENUET, 77 AIVDMEEGINCREENE T, 2DOT 7 AL RDG I A~ HR—
TEXT, 770U gb, fegi. 72 cgi R TF2HTE X9,

BE! iIHRDG BHRETESHDIF. TRIZAML—&RFEZIYATZ VT4 AN T)—7
DIA—FDHRTYT, FTN—TIEHENBHEROD Z MZOWTE, 8D D [Z2—FD
MEBR] 2SR TL 720,

Wil RDG OYERRIZRDITETIT A T,

¢ RDG V1 ¥'— FZzfliH L TERENZIERICHENE T,
» [SeqScape Manager| v ¢ > F U2 L TARATID RDG ZE £9,
RDG D&Y 1 ¥ RTIWCDWTHRS %728, BT U TRD RDG 7 o« '— FOFIHEIC

P> TLTZE WV, ZDT%, SeqScape Manager Zffif] L T RDG Z{E L TL 72 E W, 4-9 X—
PD [SeqScape Manager 2 il U728kl RDG DOfERk] 2L T EE W,
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U« ¥ — FZER LIFiR RDG OFRL

71 Y¥— FzER LI RDG OERK

Y4 — RK&E{EHLf  SeqScape Manager DV ¢ H'— RZFIHT % &, HHl RDG OFEICDODWTHEST 2 LT
VIEUITDERE EF.
RDG 7« % — F%fER LT RDG Z1ER T Bl
1. SeqScape DA A > R T, [Tools] > SeqScape Manager| Z#RL £9,

2. T'Reference Data Group) # 7 7Zi#IRL., TOX—Y D FEICHS [Wizard) 227V
J7LET,

i SeqaScape Manager E x|
Projscts | Project Templates | Heferance Daia Group]| Libraries | Analysis Defaults | Analysis Protocols | Display Setiings
Referen.. &| Created | CreatedBy | Modified | Modified By | # Libraries | Reference NtVariants || &aVariants | Commen ts |
HLA-C_ex2-.. |05/ 2002 at .. [Mi& 06728102 at... |guest Appli. 1 1086 9 [
HL&-Cex2-. 1201/97 at ... |palmenrm. ... [12/01/97 at... [palmerm: .. 1 1068 2 [
FOXB2PHRT (0922100 at . [Nt (11730097 at... guest Appli o 1256 [ o
FXB2PHRT . 09122100 at . NiA [11730/87 at... [guest Appli [ 1256 [ [
Dew. Wizard... Froperiies Save As Import... Export Delete
Close

3. Windows 77 A1)V Y AT LICHEHLL 72881 RDG O%4RiZ AT LETS, 2-9 XR—=TD
(77 V&AL 22U TLTIZE W,

New RDG Wizard x|
Name the Reference Data Group
Enterthe name and specify the general attributes of the Refersnce Data Group.
Data Group i
Reference Data Group Name: [RDOGE=ample
Created: Created By:
Modified Modified By
Source:
rGeneral Settings
Codon Indicator Calor:
Codon Table standard <
i
Next >> | Finish | Cancel |

4. REICIS LT T, [Codon Indicator Color| DEMODR Yy 7 A&7V w7 L, Lk
RUET,

5. iZ. {9 % [Codon Table] Z3HRL 9,
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F4E

DI77LYR T—32 FIb—TDIER

Next] Z27 U w27 LEd, RDX—IC [Reference Sequence] XA VHFERENE T,
VT 7 LYR =0 VA&, Db DNy 7 R—=V AR L, 1 DU DY 77 LY
A X TAYENEKD £T,

J&Fd TAdd Ref. Segment] %27V w27 L. [Reference Sequence| Ict 7 X k723

miEd, VI7LVARTAV NI, 7F A 77 4)VFT=E GenBank 7 7 1 )Uip
54 VIR—bFENTZH—DY—F VA TT,

New RDG Wizard g Xl
Add Reference Segments
#dd the Reference Segments thatyou wantta include in the Reference Data Group
1 Refe Seq - -
Add Ref. Segment Paste Ref. Segment Split Ref Seament
<< Back | Next>> | Finish | Cancel |

GenBank 77 ANEE, VUIF7 L VA U= UADKHENT T 7 AIVICBEILET
(7 7 AIVHERTH .gb DBFERH O £9),

ﬂlmport Reference Sequence

Look in: ;IAdvanced_F'roject_Data;I | | ﬁ<| s

File name: |HLA—C_e>c2—3.gb Import |

Files of tvpe: IGenElankfnrmat (*.gb) S sEIectedﬂle

BE! Y4 VRYUT, VI NI 2T DA VA N—IUWHSHRE LT« L7 MU DRHEE
o TIAINVE TALZ FUBREENTOERWVIEA, W2 Y R TC\ RS54 THH
X, 77V T LT MU ERET S, [Tools] > [Options| > [General
ZEIRL, [Browse] Z27 Vw7 LTT«4 L7 MU ZIEELTLIEEW,

4-6
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U« ¥ — FZER LIFiR RDG OFRL

9. Tlmport] 227U w 7 LET, ROKITRT LI, AV R—bENs—F VABNZA
Ty Ry I ADHEMDRA NCERRENK T,

New RDG wizard E x|

Add Reference Segments
Add the Reference Seaments that you wantto include in the Reference Data Group.
2] Reference Sequence | 1 YCTCCCACTC CATUAUITAT TECTACACCY COYTUTECCY a0 |
= a1 gocegEECge gUAgAgECCe GOTTCALCOT Agtoggetac a0
a1 gtggacgaca cgoagttogt goagtbcgac agogacgccog 1z0
121 160
161 YYAUYYUCCY JAYTATTOUY ACCYYIATAC Acagaaytac 200
201 asgogocagy cacagactga cOYANLUAagT CLUCUYAACe 240
241 tgcgeggcta ctacaaccag agogaggocy gtgagtgacc 280
281 CCYUCCoUYy JOYCAUItoa CUACCCOTOC CCALCOOCCA 320
321 goetegecce magtetcccy gretgagarc 360
361 ctycggaace 400
401 gy a T 440
a4l T coocycgyyt © asn
481 goggetgace ac 520
531 tcacaccotc cagaggatght atggobgoga cotggggcco 560
561 ELCUCCTAcy 600
501 acggcaagga Cacatogec Crgaatgagy accrgogote 640
641 ctggaccgee goggacaagy cggotcagat cacccagogo 680
681 aagtgguagy GgUocoOtga gUcgUagCay GYYagagoct 720
721 ACCLOYAYY CACUTOCURY GAUTUYCTEC goagavtacct 780
761 ygagaacygy asgaagacyc TUCAGCUOOT gf 792
Pasts ot Segment T
<< Back Next 2> | Finish | Cancel |

10. Next] ZZ7Uw 7 LET,

3 [Paste Ref. Segment] RZ VOMHTFIHICONTIE, 4-12 =YD VT 7LV A &5
AV FDXR=RZ b ZBILTL 72X 0, ISplit Ref. Segment | R % > O HFIEIC DOV TIE,
421 R=VD [V =V ZANDY T 7 LY A T L—r7 08N 228U T IEE W,

U4 Y= RiE FHLAYZBINL, ZOLAVISHREK (ROD ZiBINYT % 72 Dff/RIC
HHET, ROLIG, TV, A bay, ATIAR Iy rvay, TOMOEREEE
#HIBVI7LYA VT AV FOHEKTT,

TP LUYREGTAVE VIZ7PLYREGTAY M EERET BICIE

s

DEE | Joyloz o—ryz (Er@ny sR—2) LTS, BRSO L
%9, [Reference Segment| XA > T, FIv 7 LU THEZERT ZH, [Find ROLJ T
NIV NCHIRIERE R THEEZ AN LE T,

New RDG Wizard E x|

Create ROIs
Create Regions of Interest (ROIs) for Referense Searment "AF250557"-1 of 1

R0OIs for Reference Segment "AF 260657

_ |Roibame Seq. Start |Seg. End |ROIStart |ROI Length | Translation | Calar |
[ aF 250557 1 792 1 792 o =]
2 |HLA-C_exonz 1 270 1 270 [

3 |HLA-C_gene 1 792 1 792 I3

4 |Hac_intonz an 516 1 248 [

5 |HLAC_sxon3 517 792 1 76 4

i iy

Reference Segment "AF250557"

[paFz508557
1 UCTCCCACEC CATURUUTAT CUCLACAccy COQLYToocy g 2l Fndro
a1 atcgc agtgguctac g

d Starting with:
5l Otggacgaca cgcagttogt goagttcgac agogacgocy 1z l—
121 cgagtcocaag agggyagccy cggucgocgt gugtguagea 16p Find

161 g gagrattagy zo0 Ending with

201 aagegccagy cacagactya cogagtyage ctgcggasce  pgq
241 agogaggecy w0 il

78] COQYCCOUYY YOUCAgUTOa COACCOCTOC CCATECCECE 370

3zl C guyteycocs gay a TS 360 Add ROI

3§l CAcoocgAagy CLUCOYAAcc Cgoocagace CLOgAactga  40p
401 gagagcocca ghoacchtta cooggtttca thLtoaghbtt g4p

cpsck | Mee>> | Fish | cancl |

2. TAdd ROl ZZ7VUw oL, =Y ADLIcEKRENS [ROL) XA 2D ROI LIt
TRAY Bl &9, HEREIZT ROI ZEBMLEJ,
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BAE VIF7LYR T2 FIV—TDIER

3. INext] Z7Vv 27 L%,

4. RIS TLAVYEBML, TOLAYICROI ZEBIMLET, LAY 1EVY I
TICX>TERENTay Z7EN, IV T 7LV A =YV AICKEDET,
New Layer] Z27 U w7 L, BINT 5% LA VICHEIZHTET,

BE ! RiELZHT 570, BINT 5% LA VICREGOHAHTZN T TIEE,

5. [TLayer] XA >®D [Layer] I~NVD NCERENZHHL A VY2V 7L, [ROLJ X
A>T ROI® lonLayer| Fxwv 7 Ry 7 AEFRL, BIRU LA VICBEAT E
T, MET 2 LAY T LI ORMERITVE T,

BE! 1 DOLAYT, HHEICA—/N—Fv T3 ROl ZEHT ST LIITEEEA,

Add ROIs to Layers
Click New Layer to add a new layer. Click ROls to associate with selected Layer.

<< Back | Finish | Cancel |

6. [Finish) 227V w7950, BRNEZLE T S5EEE [Back] 227wy 7 LET,
HHVER L7z RDG A [Reference Data Group| U A MIFE/RENET,
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SeqScape Manager %R L7z## RDG D1ERL

SeqScape Manager = £ LT3R RDG D{ERX

VEE%BIIRT Saijlc  SeqScape Manager % fiif] L THi# RDG Z{Fkd %113, 7 F X =X  L'— & (Administrator)
KBV ALY T 0 AR (scientist) HEFRDLETT,

R RDG Z{E S BRiIC, ROMEREEE T LTITEEW,

e GenBank 77 A )VEZIZ FASTA 7+ A s 77 A )V EX Y a—R35h, AEa—X
WKV T 7 LVA = VAR RET
e UI7LYVA I VAW LUTHEET S ROL, LAV, T AV NEERTS

SeqScape Manager V7 7L YR F—& ZV—TRERT B DI ERIEEE. XDEBOTI,

DSDRDG DIFEL | )5 2 by kv H— 15
. ROI %{F7 %
. LAYRIERT S

SeqScape Manager H*5##R RDG Z{ERR Y Il

1. SeqScape DAA > w1 R T, [MTools) > SeqScape Manager| 73R L .
IReference Data Group] % 77=#IRL £,

2. INewl Z7VUv 27 LZ%Ed,

3. [General] %27 T, [Reference Data Group Name] 7 ¢ —)L Ric#ifiz AJILE T,
[General] % 71Ci&. RDG ICBHT 2 —fEHMNERENE T,

4. BEITJS LT Codon HOFEZFIRNL, I XY M EBMMLET,

5. TROL Z277%ZERLET,

BE! OK| 27Uy 7 LAENTLEE Y, RDG DREICIE. EBICFIEDLETT,
DI77LVRI—H52VRA VI7LVA =T VAR, 1 DUEDOVT 7LV A BT AV ENEHD. ZDOMTXTD

IZDOWT V=T VARKNREHDOIB R E G ZNy IV R—=VFERBV T 7LV AZERLET,
RDG DA VR—FRICV T 7 LV A V=T VAEEHEHEIHET S LI TEEFE A,
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BAE VIF7LYR T2 FIV—TDIER

DI7LVRETAVES VI7LYVRA =TV AZIERT 213 1 DU LD T AV b oA VA= 2080 H D
DA VEKR—F &9,
P77 LR ETAV A VR—=FT BT

1. TROLJ Z7DHONTWEWSEAEE, TROL 27 ZERLEd, XREhsa X7y
Ry I ADEFRA S, T L—A FIVZ & LTI Reference Sequence ] B FERENE T,

roperties
General | ROI| NTYariants | 44 Variants | Yariant Stle |

Layer 1

g
Iew Layer Layer Name l_LayE” Index Codon Nurmber [ Orientation
Library - E‘ Translation Frame [ Right =

Add Ref. Segment Paste Ref Segment Split Raf Segment Add Yariant | fdd ROl |

2. JERo [TAdd Ref. Segment] Z27 Uy 7L, UI77LYRA =TV RACET AV Nz
BIMUET,

3. UIPLVAV—FTUVADNGENDE T 7AIARBEHLEST, TDT 7 1)Ucid.
GenBank 7 7 AW EEZAVEa—RIHFELT T 7 ANVEMHTEET (77 AL
wTH gb DEFENHD X9 ),
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SeqScape Manager %R L7z## RDG D1ERL

4.

Mmport] 227V w7 LE7,

VI 7L YA =T VAR LAY TIREFEELE T, LAV 1R@3ry 7ENT0E7D,

BIETEEE A,

L1 Y ROEHD ROI
LA¥1T

Oy o&Ensf ] - =
< -
U77L>2R
V=R — :
ayer
<
lLock] VaF 250557 Jt— V77X
- 2 |PHLAC exand S
Vit =p% JL—=7
rLayer) | JHt— AT
\ 7oz ] N
N1 ] 3 pPEZ
7 Layar 1 sstiing
iz ey Layer Name [Cayer 1 Index rmber i Orientation
bray: [ =] @] TrenslsionFrame [ 5] [Right =]
U77L>2R
~, = ROI N E 1 Seq. Start |Beg End | A0l Stat | ROl Length | Translatien | Col Layer 1
P B e [Sog. Start [eg, End [F0I 5t R0l Longh [Transiation [Calor_[an Layer1 | RO}
. & ] aF 250557 AF150557 i 792 1 a1 [ I g 0
N—RA 2 [741434BlamblA)27 % gil7414348]emblAd 1 276 1 276 o T - / 0%
3 A AFI5055T 1 270 0 270 ~ r
4 AF250557 1 792 0 792 ~ C [—
5 |HLA-G_intron2 250557 71 516 arn 246 r (| he
77 LY | 2
tﬁ\)( \/ |\ 2] Reference Sequencs - 1 (CLCCCACTE CACUAGUTAT CLOTACACCH COUTOLCOCH a0 =
60557
057 a1 QCCOUYCoUt YUAZAQOCCC YOTLCATONC AUTYUUCTac 80
F4BemblAI2P 71021 HE, 0 grogacyaca cqUagtiot gragtiogac agogacgeey 120 — FSequenceJ
r 121 cgagtccaay agggyagocy cgggcgecgt gggtggagea 160 /\04, \/
Reference 161 goUagggycey gagtatigyy accgggagac acagaagtac 200 —
201 aagcgccagyg ga ccgagtgage ot 240
Sequence] s o ceceseos fssamses fnsnorsos QRS
N1 201 cotgeowny yeucangtoa cyassootes coatooooca  azg
| | _'ll 321 COYACHHCCC gYUnoQecCe UAGTOLOCCY GUCTUAUATE 360
4 L3 -
#ddRef, Segment | Paste Ref, Segment Split Ret Segment sddvariant | addmol |
oK Cancel
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F4E

DI77LYR T—32 FIb—TDIER

*&ElE (ROI) DESR

ROl DE=

D77LVRAETAVH

DRX—R b+

ROI £fcldL 1V D

HIBR

D77 LYRETAV b

DHIER

BUVI7 LA VT RAY M, FNFhay 73N ROl WMEELET, BT % ROL %
HEL, COBMEGHLTY 7Y 27 TROIZE&HLET, 727 L. GenBank 7 7 1)L
T 255, ROIL £33 R T TICER I N TVE T, KBTS U T, ZO1thod ROI
FRFTBINT 5L ETEET,

ROl #E&&9 5lclE

1. [ROL] 27T, ZZEADOLAVEIZ ROl ZEHTSLAYEEIRNLET,

2. [Nucleotide Sequence | XA > T T A FEEIRL (KT v 7 U THSRBEBZZHN L X
9). TAdd ROl Z7 Vv 7 L%d,

3. [ROLJ XA »®D [ROI Name] 515 LD I ROI D4RTZATLET,

4. NHREEE RT v I LUTERTEZMTFH A Ry 7 A ROL DBBERSZ A LT, &
B EIZ I ROL 228 L E S,

THFERA T4 2 FRFY—T0 TadSLTy—r VARERFERIEZAIL, B TZF0x

AV FZRDGICOAE—FT 3T EMNTEET,

R—=ZAFLTYVITPLYABTAY N REHT BT

1. TFAFNT7ANEHE. VI7LYARTAYFEUTHAT B 05M0EEE 7Y v 7
RSV AL TEIRLET,

2. TEdit] > [Copy) Z#ERLET,

3. [RDG Properties] #4712 ;Rv 27 AdD [ROLl 27T [Paste Ref. Segment] 7%~
Uy 7L, ZUyTR—RCae—LkV I 7LV A T AV M 2EHLET, J¥—
LIz 77 LA 27 A MY [Reference Sequence | XA VICERRENE T,

4, JE—LRVT7LVA BT AV MZHIRT 51CiE, ©7 A2 M 2#ERL T [Delete]
F—2# L. [Confirmation] XA 715 Ky 7 ZXT [OK|] Z7Vv 7 LET,

ROI £feldL A Y. UT77L YR T XAV FEHIBRT BICIE

l. ROL LAY, £l AV Me#RLET,

2. [Delete] ¥—%ZMLET, HIBRTE2DIE, By 7 ENTVWEWITORTT,

3. HlfREhizcezY T b7 THERLET,
BE! A7V bOYIBRE. TOBREEITICRT T LI TEERA,

B TW 5 [RDG Properties] 7« > FoIic 70y = 7 RABEN T SN TOEWEE, V

T7LYAXTAY M Z2HIRT 2T W TEEXT, [Reference Sequence] X+ > TH#ER LTz

VI7VLYARTAY LIV 0T 2Ry TT7 T A= a—hE, ERLUEET A
Y AEEEEBHIRT S EMTEEX T,
FEIVIT7LVARTAVRELAY 1Ry 7 ENTWB LA VICIEET 2728, [Layer)

RAVTHEIRLU T [Delete] F—THIRT 2 LI TEERA, El2. LTV REE B Y o
IR THATNTVSEELHIBRTE EE A,
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&\ (RO DESH

DI 7LYR ETAY M 2HIRYT BICiE

1. SeqScape Manager T [Reference Data Group| % 7 7Z#R L. HIRT 2V 77 L >R
Y IAYIDEENS RDG EZNATA N LET,

2. TProperties] Z#7V w27 L., TROll 27%%7Uv 7 L%,
3. [Reference Sequence ] X1 VT HIfkdT 2V 77 LY A T AV M et 4 FLET,
4. HZ7YwILT, Ky T7v T A=a—n5 [Delete] ZEERLET,

[Confirmation| #1717 KR 7 AMHAEET,

ﬂtunﬁrmatinn x|
& Remove reference zegment "AF250557_part1”,

Thiz will rermove the reference segment from the Lavers
and ROl tables and diz-aszociate any ROls.

You cannot undo thiz action.

Cancel |

5. [Confirmation] XA 707 Ry 27 AT [OK] ZZ7 Vw7 LET, [OKJ] DTV v Ik,
HIRR B ERTCICIR T T LI TEE R Ao

RDG Propetties x|
General ROI | NTVariants | &4 Variants | Variant Stle
Layer |1 106 208
»AF250557_p... |[PAF250557_partz_part1 14F260567_part2_part2 <]
2 PHLA-C_gxon... |[PHLA-C_exon2_2 DHLA-C_exan3
3 PHLA-C_exon.. |PHLA-C_exon2_2 H...|HLA-C intron2_2
| 108 297 792
1| |
Layer 1 setiing
New Layer LayerMame [Layer 1 Index Codon Number [ Orientation
Library > E‘ Translation Frame 1 [ Right =
ROl Name: [Segment [Seq. Start [Seq End |ROIStart | ROl Length | Translation | Color  [on Layer 1|
I & | AF250557_partt AF250557_partl 1 105 1 105 M ~ E
2 @ |AF250557_part?_pat! AF250557_pan2_p 106 297 106 182 = ~
3 b |AF250567_partz_pan2 AFZS0557_panz_p. 298 792 298 485 =] 2
4 |HLA-C_exon2_t AF250557_partl 1 105 1 105 [} C
5 HLA-C_gene_1 AF250557_partl 1 104 1 105 [l C ~
1) 3
Reference Sequence | 1 gotoocacte catgaggtat ttotacaccy cogtgtoocy a0 =
= B Eoname a1 JOCOYYOOYC YUagagcoos JoTToatoys Agtyygctac a0
AF250557_par, a1 JLUYACHACE CUCAYTTOUT HTAGT 108
AF250557_par|
Add Ref. Segment Paste Ref. Segment Split Ref.Segment Add Variant | 4dd ROI |

oK Cancel
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F4E

DI77LYR T—32 FIb—TDIER

'ROLI %7 DA

MLayer] A > DHEE

ROILI N1~

[ROLJ %70 TLayer] XA Y (4-11 X—=Y DK 42 2B T ZEW) 1TE, ROBRE
NHHET,

Layers - LAY 1 TRV Z7ENTWVWARI T 7 LYRA =T VY ALZ LA YVICBEHENNT 5H
7z ROI MERENEK T,

[New Layer| R& > - Hi#lL A V7% Layer ROmBKITBML £ T,

Layer (L1 V#S) Settings - #EIRLIZLAVYORE, LA VIIEGORELFFEET,
Layer Name - L' 7 Y D%, fREATHETT .

Library - 7 LIVE7i3NT a2 A4 TOBINEEITT 5 HBIGEIRT 254 75U NEEHN
£9, BHEII2T5 1475V Z#EIRT 5 E T, [Library] 74—V FIZRANICED £,
T4 7 VI RDGICAE—TEEIH, MLibrary] Fawv 77X o> JZXMNEERT S
XCHHEMNI N A AT TV ZERT B L. [Library] 74 —IVRICZEDTATZ
U DHFIMERENE T,

Index Codon Number - &#]D 7 X /BEHREI/RENET, COFEEEF., FicVTI7L VA
YT AV FORAIOEEOFSICHEHELTWET, FOFESDORTI,

Translation Frame - LA VY ORR 7 L —LEZFRELET, fHid 1. 2. 3 TI,
Orientation - LA YDA (74P —F) £izidk (VN—X) IR ELET,

[ROI] XA NNTIERDOBERED D D £,

17227V v 73 %E, ROI WEIRENE T, RDG ND ROI #FRFT B L, V77 L VR
YIRS EEET L U ANEREN, A7a—ILLET,

V77 LYA 2T AV bOA VR— MHSHERE N2 RO ROL &1y 7 &N, [Lock)
TAAYTRENE T, TNH5DOERMAID ROL IE ROIEDSIFHIBRTEEREAMN H7 U
27 LT [Delete] ##R L. [Reference Sequence | B — 3> XA U HHIRT % T
EMTEXT,
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ROl 2 7 DA

ROl XA >DAHS L. [RDG Properties] XA 710757 Ry 7 ADOHRICHZ TROL XA XE, KDHT LHH D
%9,

ROl numbers - ROl D&FE, LAV 1 DU T 7L VAR =7 VAIZ, oy 7E3NE
To VIPLVA =T VAR THV T 7LV AT A say 7ENEd, oy
JENTVEWVLAYIZV T 7LV A BT AV FORICEREIN, WREDTTRETT,

ROI Name - ROI D44, B 7 ENTHELH T, MEEEE ROI %4, ROI #IEEETH S
WENH D X,

F:IROL RAYTYUT 7 LY A BT AV FOARIZHRET 5 LIETEHREA, Mk
9 %IclE. Reference Sequence] 77— 3>y XAV TET AV b7 U v UL,
Rename] Z#HRL X9,

Segment - ROI BBHEIIF SN TS 1T XV kDS,

Seg. Start - ROI WfEENZV T 7 LV R =V ADRX 7 LA F F&ES,

Seg. End - ROI 7' A > ks O T i,

ROI Start- @ ROLICEID B TBRMD RV LA TF R, EXTZIFHDOFRSZMEHTE
9,

ROI Length - ROI DEE, [Segment Start] £7zld ROI Length| DEZZLE T 2L, C
DG EBINICHEFREINE T, CORCEEZ AJ19 % &, ROl Length] OfEAHE)
ICHFIRENE T,

Translation - ROI Z#iRS 50 E S Z2iE L X9,

Color - ROI OtaNERENE T, ROI DAELTH T HICiE, 7V w7 LTHEAED [Color
Picker] XA 707 Ry 7 AEERLUET,

7 ROI ZE#£ LR RTIE. ROI DAHNCEEDNTT 7 )V FOEMB#EHAENE T,

On Layer (number) - Fv 7 Ry 7R, TOHTLOTN)UE, BIRLIZLAVICST
TELET, Fxvl Ry I REFRT % & ERUIZL AV LI ROIBEDIAZNE
T, ROLIFEBOL A VICEEFII BT M TEET, 72720, HU LAY TROIHA—
N—Tw T T2 LI TEEEA, T7%b5. ROI Start] / [ROI Length| O#FIFHMNT T
I LA VICBE T 5N T3 ROL OFiF & A —N\—F v TLTWEE5EEIE, 2OF vy
7 Ry 7 ZIEHTERLAEDET, THITK D, Layer T ROl DA —/N\—F v 7|
WMTBHTENTEET, A—N—FvTFTB ROl ZHEIRLKS T2, X477 KRy
JAMERENK T,
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F4E

DI77LYR T—32 FIb—TDIER

514735V

SA4T73VIED2WT

T7IA A7 MENE

FASTA 7 714IL®D
£/

v—IbEFERL
Z714I1LD
ToAAV

FAT IV RNTUA RERB T TaA R ATV LTHHL, FaVyeTX ¥—
TYALDWTERTBTAT T Xy T OBEEET 5R0ENHOET, ATV v
FiE. 1207 b, FleBEIAVEVTR =7V ARKIFE—HT 27 LIVOKTY,

NTaA R SA4T7IVIiE, B—DEEDH (AGCT) ZFHFOV—T VAWEENE T, /N
TUA R IA4T IV LU THMEZHITT S L. SeqScape V7 F T =27 ICk>TITA4 75V
RYFIREENET, 54T TV v FIE, FAVEVYR =T VADTI /) ZA
TIIRBILVWY =T VA ONTaZAT) ORPEENET,

T4 TaAR FATITVIKIE, H—DERORKR, FRIZHE—-DERE I Y I X X—2ATHIK
ENBZY—TUANEGENE T, T4 TAA R IATIVICH U THREERITT S &,
SeqScape V7 b 7L K2 TTIAT IV Iy FHBHEINET, 5775 v Fik,
BAVE YA =TV ADY ) ZA S ICRE T BH—DY—T VA TI,

FAT TV MEREEZFHTHICE. T I AV NENEE Y~ AFASTA 77 1)V %
SeqScape V7 b 2 7ICA Y ER— T HRENDH D £, —#D FASTA > —7 VY ANH %
Wi, 77 ANEY T EU 2 TICA YR= T BHEIC, VIV HLTINGDY—7 VA
BT IAAV L, B—DT7 IA AV NENZEI— 2 A FASTA 7 7 A V72 ERKT %06
EhH D ET,

BE! 9475V HADITRTOY—FT VY ADETRFE U THEZRENH O TS, oy —7r
VAKX =T U AWMEET BIEE. Bvva () BHEHLUTCHEEORESEHS T &
WCEET,

—HDOTFEAS V= URAFRZILZ b u T o a bS5 LB 555, FASTA 7 7 A )V E{E
KL, V=IVEHFHLTINGDY =T VAT IA XY ML THE—DOINVF TI3A4 A
FASTA 7 7 A )V EIERT 20 ENH D 9,

—fRIC, TIOAAY MENT-ZEY—4 > A FASTA 7 7 A IVOERICIE. Clustal X Z1fHfiH
LE9, Clustal X DAFEAEEMBHFMEICOWNTIE, {8 F T<)LF 7514 X~ FASTA
T 7 AIVDIER] B LTLEEW,
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475 DR

SATSYDERE X XD 5475 0OFE] OFIEEHEELTHE, KD 4-19 X—=TD [HHLA YOI
Bl DT a NTHEATLIEEID, FHLAYOEKRFIEICES IS, ROFIETSA TS
VEREIRLUTLTIZE W,

SATSUERET BIIE

1. SeqScape DAA > v« R T, [Tools) > [SeqScape Manager| 73 L.
lLibraries| 2 772& KL £,

i 5eascape Manager |
Frojects | Project Templates | Reference Data Group |Libraries | analysis Defaults| Analysis Protocols | Display Setings |
Library & | Length Crested | CreatedBy | | Modified | Modified By | Type #Entries | Polymarphi..| Comments |
HLA-C_ex2-4 822 16 May 200... [Ni& 1 May 200... |quest Appli.. |diploid 48 10 Sorne HLA-.
HLA-C_ex2-..|522 16 May 200... [NiA [1§ Sep 200... [guest Appli... |haplaid 48 10 Sorne HLA-..
SeqScape Manager @
lLibraries] %27
New... Properties Save A5 Impar, Export Delete
Close

2. TNewJ ZERL KT,

3. Library Editor ® ['General| %7 C. #7175V O%niz AJ) L. THaploid] X713
[Diploid) %R L £9°,

Entriesl

~Library Description

Name:lH LA-C_ ex2-d_w2

Created: 16 hay 2002 at 17:23:53 FDT
Created By MiA

kodified: A
kadified By: MiA

Source: Mi&

& Haploid
" Diploid

~Comment:

Some HLA-C alleles

Ok | Cancel |

4. [Entries] 27 7%3R L. lmport] 27V v 7 LET,
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F4E

DI77LYR T—32 FIb—TDIER

TIARY FENTZEL—r VA FASTA 77 A)V2A Y R—FL, TOKJ 27U v
JLEY,

SeqScape Manager C 'Reference Data Group) # 7 Z#R L. 1475V V79
% RDG Z#ERL X7,

[Properties] Z27 Vw27 L., TROll 27 %2 27Uy 27 L%,

X COEET. RDGIZLAVYIMEELEWLD, LAY OIERITEN IR &,
4-19 R—=YD [HHLAVOIERR] ICHEATLIEE WV, FNUSNDEE. ROFIEICHE
HET,

[Layer] XAV TLAVZZERLET,

Library | Fry 7% YA RT, Fl2 ~5 TIERLIEIET 254750 2R L
9,

ILibrary] FOwv7&o> JX K

RDG Properties x|
General | ROI| NTVariants| 88 Variants | variant Stle |
Lawer 1 1
paF250557 bail714348lermblAJ277102.11.. =
2 [PHLAC esenz PHLAC eond
| o2 276
il 2l

Layer1 q

New Layar

Layer Name [Layer 1

Index Codon Number [i

Orientation

Library l——;, E“‘I Translation Frame [ <] [Right =]
ROI Mame [Segment [Seq. Start [Seq. End |ROIStart | ROl Length | Translation [Color | on Layer1 |
i & |ar2s0ss7 AF250557 1 792 1 792 = [ca =
|2 & |gi7414348lemb|a)277: gil7414348lemblad 1 276 1 276 =2 il
3 |HLA-C_mwon2 AF250557 1 270 0 270 | r
4 HLA-C_gene AF260557 1 782 0 782 =2 C [—
5 |HLA-C_intron2 AF250557 271 516 270 246 |mi r _,;|
_‘| »
= JCTCCoaCto Catgaggtat TTCTAacaccy COPEgtoccy a0 A
a1 OCCUYCCUE gUAYAUCOCe GOTTCALCOC agtuggeotac a0
8lemblé)277102.1HS. a1 gtogacgaca Cooagttogt goagttogas agogacgecy 120
121 cyagtccaay aggggagccd cgggogccgt gggtggagca 160
161 TYRU0UYCCY JAQTATTYUY accgyagac acagaagtac 00—
201 asgegecagy cacagactia cogagtiage ctgoggaacc 240
241 tgcgogycta ctacaaccag agogagyocy gtgagtgaco 280
281 ccggoccgyy gogoaggtca cgaccocctoc cocabtccococa 320
4 | _’,LI 321 CUYACYYCCE gUYLCUCOce gagtotcooy Urotgagatc 360
Add Ret, Segment | Paste Ref. Seament | Split Ref.Segment Add Variant | Add ROI |

aK Cancel
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LA v DIER

R LA v DIERK

LAYid, B LA —N—=F v T'D ROI DV )L—T%ZHHE L 9. ROI Z L1 YICHiAL
TBHT LT, MROMR L TA T 5V OMRZERB TR O IEREICITAZ X DICED KT,
Layer &ICI&, LA VICHKE Nz ROI R RENE T,

ML AV ZERT BICIE
1. [ROLI #7® lLayer] X4 > 7T [New Layer| %7V w7 L. [Layer Name| 7 1 —
VR4 Z AJTLE T,

2. TLayer] XA T, [Layer] INIVDFDLAYEZIY Yy 7 U GERLES, 91475
VDFHNTDONTIE, 4-16 R—ID TS TS VDIERR] ZBIRLUTLIEEL,

a. 7 LIVERENTa 2 A TOMNZITd 556, [Library] Fay 77Xy 2 J Xk
NoTA4TT)EFRLET,

b. AT 5V T4 )VR T A A2 EFERL, Library Editor ZFIWTZY M) ZRRLET,

wer |1 1
poF2o50557 il7414348]emblas277102.1|H. | 4

702 278

\
L] 2l

Layer 1 setting
New Layer Laysr Narns [Layer 1 Index Codan Mumber [1 Orientation
Lbray: [ ] E’“I Translation Frame [ <] [Riaht =1

Library Editor ZF< &EIc7 U v 7 LET,

7F: [Library] Fay 7272 Y X R TEIRLET A7 VUM, [Layer Name] 7 « —
IWEDLAVICEENITBENET,

ROFNTRT X 5 7% Library Editor B Z £ 97,

Library Editor x|

| Entriesl

rv Description

Name:lH LA-C ex2-d

Created: 16 hay 2002 at 17:23:53 PDT
Created By MiA

kodified: MiA
hdadified By: MiA

Source: Mi&

" Haploid
& Diploid

~Comment:

Some HLA-C alleles

Ok Cancel
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BAE VIF7LYR T2 FIV—TDIER

c. [Layer] X+ >, llIndex Codon Number| ICAJJLE T,
d. [Translation Frame | %3&H L FE 9,
e. [Orientation] ZENLE T,

3. [Reference Sequence| N+ V' TiEY)RY 77 LA 7 AV M2ERL, ROl 27
V=V A%NATA LT TAddROl 227V v 7 LET,

ROI A% TROLJ RAVEFRLIZL A VITBMENED,
4., TOTAVAEBEOIRU.EHZELZROL ELAVYHRIRTEENL LAV EEELET,
5. ROI Z#itEd %1cid. RO XA v TEMZRINL, ETEHERELE T,

6. TV ITEINTWVWIEWVWLAVICEFED ROL ZZ851E. LA VYEFERTZ0MERL. 7
DROID IOn Layer] Fxwv 7 Ry 7 Az#ERLEXT,

P x|
General | ROT| NT variants | a4 Variants | variant Swle
Layer 1 1
ViF 250557 bail7414348 embis 27710211 4|
2 |PHLAC exon2 PHLA-C sxond
| 702 278
Al |
Layer 1 setting
Mew Layer Layer Hame [Cagar T Index Codan Number [f Orientation
bray: [ =] E“‘I Translation Frame [T <] Right =
ROl Name [8egment [Seq Start [Seq. End |ROIGtart | ROILength [Translation | Color | on Layer1 |
] aF 250557 AF250557 1 792 1 782 F ~ =)
2 & | gilT414348/emb|AJ2T T gil7414348[emblad 1 276 1 276 V¥ v
3 HLA-C_exon2 AF250557 1 270 0 270 |3 C
4 HLA-C_gene AF250557 1 792 0 792 ¥ r [~
5 HLAC_intron2 AF250557 271 516 270 146 r r -
Al >
2] Reference Sequence ;I 1 QgCLCoCcacte catgaggtat CLCTAacaccy cogtgtcoog an -
250557 a1 gooogygcoyc ggagagocce gottoatoge agbgggotac a0
B gil7414348emblAJ27T102.1|HS, a0 gtogacyaca cocagttcyt gragttogac agogacoecg 120
1zl cgagtccaag aggggagecy cgggcgecgt gggtggagea 160
161 ggagyyyccy gagtattgyy accgggagac acagaagtac 200 =
201 aagcgccagy cacagactya Cogagtgagc ctucguaacc 240
241 TUCHCUycta ctacaaccad agcgaggccy gruagtgacc 280
281 COUgOCCYYY YoUCAUULCa CUACCOCLCC CCATOCCECa 320
| | _I—'I 321 CUYAcyyeos gUUTogoocs Yagtotoocy groTgagatc 360
4 » hd
£dd Ref. Segment | Faste Rei. Segment Split Ref Segment Add Variant | 4dd RO |

oK Canel

BE! N7V RZEBMT 21T, 423 X=YDFIRIHE->TLREWY, TOK] &7
Vw7 UIRNTLEE W, N7V R 2BMUEWEEIE. ROFNUCHEATIZE L,

7. ROI &L AYoBEmMERET LizE, TOK) 27U v 7 LET, #HiH RDG A [Reference
Data Group] U A MCERENKT,
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LA v DIER

—HIAANMD') T 7  ISplit Ref. Segment] A% > ZfHiHT 3 &,
VA TL—IM8BM 7ZEMTSZENTEET,

VI7LYA = VAT 7 LY A T L—
VI77 LV A TL—2ickb, MichsrV T 7LV A =7

‘/Z%ﬁﬂﬁ’?bf:b\i%é\b:\ V77 VLY A RTAY M 2REITEET, VIT7LYA BT AY

ZREITAHE. FDVUT 7 LA T AV MCHEEMIT 5N RO & 75EIENET,

D77LYR TL—9%EBMT Bl

1. TROL|% 7 dlSequence XA > T, 77EIT % HEHEONE

270y 7 LET,

782

2l
Layer 1 setting
=l | Layer Mame |_ayer 1 Index Cadon Mumber [ Qrigntation
Librany - -] E’:I Translation Frame 1« [Right =
Mame |Segment |Seg. Start ‘Seg. End |F{O\ Start ‘ROI Length ‘Trans\ation |Co\or ‘on Laver 1 ‘
50557 AF250557 1 792 1 792 F ¥ ]
+C_exon2 AF250557 1 270 1 270 ¥ C
+C_gene AF250557 1 782 1 702 1= r
1 AF250557 21 7 1 57 1= r wm
+C_intran2 AF250557 pal 516 1 246 r r -
o
nce Saquance ) 1] 1 gotoocactc catgaggtat ttoctacaccy cogtgtoocg a0 -
2 ¥ a1 gCCCOYCCYc gYAagAgocce JOTLCATCYC Agtggyctac a0
81 gtggacgaca cgcagbbcght goaghtcgac agogacgocg 120
121 cgagrocaay aggyyagocy cygyogcogt gygrggagca 1s0
161 ggaggggccy gagtatiggy accgggagac acagaagtac 200 | |
201 @agogocagy cacagactya COYAgLYAYs | ctgcggaacc 240
241 tgogogyota CLACAACCAY AUCUAYYCCy| gtgagtgacc 280
281 coggooogyy gogoagytoa CgAacCoCtoc|coatoooooa 3z0
321 CUYACUYCos gYULoUococ gagtotoooy| gtotyagatc 380
lef. Segment Paste Ref. Segment Splt Ref Ssgment dd Variant | Add RO |
\ oK Cancel
~o [ — : J » o
iT I'Split Ref. Segment . TL—oDfuB%

NEEI )Y I LED,

2. UI7LYVA TL—UDhiE

Vw7 LET,

=
mtunﬁrmatmn

@ Split Ref.Segment at pozition 271

x|

Cancel |

7)v I LET,
2GRS 2 XA 70T Ry 7 ANHEET, TOKJ 27

ZiER L. I'Split Ref. Segment )

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F
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F4E

DI77LYR T—32 FIb—TDIER

ROMWHEICRT K S, [Layer] XA YDV T 7 LY A V=7V ARHHOY 77 LY
A TL—=UhWERENET, TNT, RO ZTD [Layer] XA VRSNV T 7
LYA V=TV RIZ, A 73N 200 AYICEENE Lz, RIDET A2k
E 270 ONMETETL, 2 BEHOE T AV MiE 271 OMNEISHEE > TVET,
Sequence] A VIZiE, 270 DAETHK T T HRMDE T AV FARENTVET,

271 DAIEICH B
FROUT7LVR
TL—=2

RDG Properties x|
General ROL| NT Variants | 44 Variants | Varidpt 8sle |
Layer |1 271

bAF250557_partl bAF250557_pani2 5|
2 PHLAT exons
2 HLA-C_intran2

| 270 792

1| i

Layer 1 setting
e Leven Layer Mame [Cayer 1 Index Cadon Number [7 Orientation
Ubey: [ =] @ Tersetonfeme [ [Fm]

ROl Name [Segment [Seg. Start |Seg.End |ROIStart |ROILength [Translation [Color  |on Laver1 |
] r250857_part AFIE0S5T_part! 1 270 1 270 ~ - =
2 & |AF250557 _part2 AF250557_part2 271 792 271 522 i =
3 |HLA-C_exon2 AF350557_part] 1 270 1 270 2 | liml (I
4 |HLA-C_gene_1 AF250557_part! 1 270 1 270 2 -

5 |RoI1 F250557_partt 21 77 1 a7 ¥ i -

i »
2] Reference Sequence _AI 1 YCTOCCACLC CATHAgytat TECLACACCY COQTytoccy an =

pa a1 geCCEYSCOC JUAgAQUCCC goLLoatcge agtgygetac an
B F250557_part2 a1 gtggacgaca cgeagbtogt geagttogac agogacgoog 120
121 cgagtoraay agyguagcey coggegoogt gogtggagea 160
161 goaggoccy gagtattgyy accgggagac acagaagtac 200
201 Aaqcyccady cacajactdga codagtiadc crticdgaacc 240
241 LOCUCYYota CTACAACCAd AQCUAQUCCY 270
Add Ret. Segment Pas«e\aef Segment EplitFef Seament | Add Variant | Add ROI |
\ }{K | Caneel

D77V =5V R
AD 2 DDET Ak~

270 DUBETKTT S
BOIDET A2 b+
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RDG "D/ T > FDRE

RDG \®D/\U 7

NT /N) 7> FleDWT

FHRNTNNUT7V D
324

¥ bDRE

IRDG Properties| %4 71727 R 27 X0 [NT Variants] Z 7l VI7 LY A =T VA
KB SNFZBEHIORX 7 LAF R N TV ROY A MNEREINET, TOXTTEET
2TV, TuY s FTRHIBRUCRHONY 7 >V Mt 2 2bIcffHENE T,

ROJFHETNT N TV e AT BT ENTEET,
e [ROILJ %7 l'Add Variant] %271 w2 L, New NT Variant] 27075 Rwv 7 A TN

V7Y MEte ATLET,

o XTTRYIENIIEXTNI TV FDRZIER L, TOT 7 AINVEZHEELT NT NU TV

F 77 AL YR—FLET,

NY 7V FOEZEVEKT S 1 DOFE L LT, Microsoft Excel 2l TZ ¥4, Excel &
DT LE, RIRT INT Variants] 27 DA T LSS L TWAAENH D 9,

RDG Properties

General | RO NTVarwants|AAVanams Yariant Style |

X

Type Rol Fosition Reference Variant Stle Description | Used by all ROls,
Change Base  |HLAC_exon3 |75 a M Known yes
Change Base  |HLAC_cxon3 |68 g g Known yes
Change Base  |AF260557 76 a B Fed yes

4-3 [INT Variants] 2 7lcRRENBERDHS

L

o TIARAYRENIZFASTA 77 AV %AV R—FLET,
e VIPLYVAXVTAVIADY = VA%FHR L, TAdd Variant] #2720V v 7 L%, C

DFNEZRICFHAL £,

R NT N7 bZERT Bl

1. SeqScape Manager T [Reference Data Group | % 7' 7% L. [Properties] Z 27V v

7L&ET,

2. TROL 277%ZERLET,

3. TODRTDXVLAFR =V REE TRy L Ty—7 A% ERL, TAdd
Variant] #27 VU v 27 L%9d,

x|
Layer |1 1
PAF250557 5il7414348lembla)277102.1 H.. 4]
2 [PHLAC_exonz HLA-Coaxond
| 792 278
1| I5]
Layer 1 seting
New Layer LayerName [Layer 1 Index Codon Number [ Orientation
Library > E‘ Translation Frame 1 - Right =
[ROIName [Segment [Seq. Start [Seq End |ROIStart | ROl Length | Translation | Color  on Layer 1|
& |arz50557 AF250557 1 792 1 782 2 2 <t
2 @ | il7414348lemblAJ27 T gil7414348lemblAd 1 276 1 276 2 ¥
3 |HLA-C_exonz AF250557 1 70 i 270 2 r
4 |HLA-C_gene AF250557 1 792 0 792 = C [—
5 |HLA-C_intron2 AF250557 271 516 270 246 [l r -
1) 3
| 1 gotcccacte catgaggtat ttetacaccy cegtgtecey a0 =
a1 HECCQYCCY YUAPAYCoos gOTTCAte € agtyygotac a0
lemblAJ277102.1]HS. g1 YLITACHACE CHCAUTTOHT GCAUTLOUAc agogacyccy 120
1zl cgagtocaay agggyagccy cgggcgccygt gugtggagoa 160
161 gagrattyy acagaagtac 200 |
z01 AAYCYCCAYY CACAACTYA COYAYTUAYC CTYCYTaacce z40
241 ta o qtgagtgacs 280
281 ccggccogyy gogcaggtca cgacccctec ccatecccocea 320
[ | _'ll 321 CYYACHYOCT gYYTONCOos JAgtotocoy grotgagate 360
< » A
2dd Ref. Segment | Paste Ref. Segment | Split Ref Segment #dd Variant | 2dd ROI |

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F
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F4E

DI77LYR T—32 FIb—TDIER

4.

[New NT Variant | % 717 KRw 7 X T./\N) 7 > hOffE%Znsertion |, [Deletion |,
[Base Change] »5#ERL X,

New NT ¥ariant

Tvpe: Baze Change

ROI: |aF250857 5|
Position (bp): [7a To

Reference base(s): Ig

Wariant baze(s): Ic:

Style: |Red =1
Description: I

[+ Used by all ROls

Create Another... | ak | Cancel

['Variant base | IC AL T,
PR C T, ARAIWVEEBELCHEZ AN LET,

CONT NYT Y 23X TOD ROl THHT 55551d. TUsed by all ROIs) 7z L
S

[Create Another] #2771V w279 2h, TOKJ] #7VUw I L TEEEHREFELET,

OKJ Z27 Vw7 35E, ML) T > A INT Variants] X 7DV X MIFRRE
nxJ,

s X
General | ROl NT Variants | 44 Variants | Variant Style

Type ROI Pasition Reference Wariant Style Description | Used by all ROIs|
Change Base  |HLA-C_exon3 |75 a i Known yes
Change Base  |HLA-C exon2 |68 a g Known yes
Change Base  |AF250557 76 2 c Red ves

Mew... Open Impart... Export... Delete Table Format: [General =
oK Cancel
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RDG "D/ T > FDRE

RITRTSNIHR Z2ITRUSAEENT NUTV b 774105 NT NUT7 > baAVR— 331
DNTNVT > 0 SeqScape M . TRef Data Group) %7% % v % LEF
A F— eqScape Manager T, eference Data Group] %7 % o
UZ RS NT N T Y hDA 2 HR—ED RDG Z#IRLE T,
[Properties] Z7VU w27 L, TROl] 27%27Vw 27 L%T,
Mmport] Z27 Vw7 L%7,
AT TRYIGNIENT N7 > b T7A)cBH L, TOK) 27U v 7 LEXT,

Mmport Results] X4 707 R 7 ADHE, ROBNTRT KD ICA Y HR— NN
U7 v OEIRENE T, TOKJ 227U v 7 LT [Mmport Results| 217177 R 7
AL E T,

[

A

Elmport Results x|
@ 331 Wariantz IMPORTED
185 were reconciled with the reference seguence

3319 Variants were NOT IMPORTED
830 notwalid
2489 duplicated existing variant(s)

There were 0 parzing errors

See the log file for more details.

7. HENU T2 RAY INT Variants] U XA MCERENET, TOT 1Y RUD FHICH S
[Table Format] Tl, [General) (77 4V ) F72ld Hugo) ZEINTEEd, HHE
WKIGC T, Fay 72y YA SEAZERLUET,

x|
General| ROI NTVariants | aa variants | Variant ste |
Type ROl Position Reference Variant Syle Description_|Used by sll ROl

insertfter  |AFZRDSST (16 a 7 Fed ves N
Changs Base |AF250557_1 |1 3 B red T-exanbe-354.. yes
Changs Base |AF260557 1 [1 a & oreen F-eonkGlan. yes
Delote BF2E0557 1 [1-3 act red TexonT1 7705 |yes
Changs Base |AF250557_1 |3 ] = ellow T-exanvLaE-3.. yes
Insertdfter |AF260557 1|1 a Exi red T-exonPS268s._yes
Change Base [AF260557 1|2 5 B red T-exontAOTTS. |yes
Changs Base |AF250557_1 |2 5 A red -exanAMPSE... yes
Changs Base |AF260557_1 |1 a T red T-exonRSEND-_yes
Insertbfter  [AF2R0557 1 [1 a aTT red T-exonSERsur. yes
Changs Base |AF250557_1 |6 5 T red T-exancaseZi.. yes
Delsts [AF250557 1 l4-b oo red F-eoxonEVO0-B_yes
Change Base [AF260557 1[5 B & red T-exonl L-asur_yes
Changs Base |AF250557_1 |4 5 A red T-exanGKUBDS.. yes
Delsts AF250557 1 [7-8 act red -eoxonko- 405 _yes
Insertffter  [AF2R0557 1|7 a ToT red TexortisTsur. yes
Insertbfter  |AF2E0557 1|7 a TeT red T-exonLuCHEs... [yes
Changs Biase |AF260557_1 |3 t E red TreoxonkO-T1 2. yes
Change Base [AF260557 1 |3 B T red T-exonBent2s_yes
Change Base |AF250557_ t A vellow T-exonWHIG-.. [yes
Delsts [AF251557_ 2 oo blus T-eoxortwi-158_|yes

nge Bave |AF2R0557 5 T e T-exonGBT Tsu_lyes

ange Base |AF250557_ 5 & re T-exonMGIG-3. [yes

snge Base |AF2R0557_ 5 e eG54 yes

nas Base |AF2R0557 a = T-exontvlA2su_yes

ange Base |AF250557_ a e T-exonHBsura... [ves
Insert bfter|AF2R0557_ 5 A0 ellow T-eoxonPX T yes
Delote [AF25557 i = = T-eonSh Teu_yes
Change Base |AF280557 t & e T-exonNo735s.. [ves
Changs Biase |AF2R0557_ a i3 e T-eoxoni3-Bls |yes
Changs Base |AF260557 1 [13 t E blus T-exonECATAyes
Change Base |4F250557 1 [19 b © red T-exonMGIE-1.. yes
Changs Base |AF250557_1 (15 a E red -exanGAO20-.. yes
Changs Base |AF260557 1 [14 a E red T-exon14Tsurg yes =
[y P e — 5 = PP e s

New Open Export, Deleie | Table Fammat [Genersl =

ok Cancel

8. [OKJ ZZ7Uwr L, A2V KR—FLENUT Y F2H-F LT IRDG Properties] 7 o«
RFUZACE T,
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F4E

DI77LYR T—32 FIb—TDIER

VI3AA7bENEAVE YR =72 X650 RDG DOERK

RDG DERIC DT

TVIAAY FENT
FASTAZ 71 ILH 5D

NT \XU7> D
1 VR=F

SeqScape V7 b7k, VI 7 LYAR =T Y ANE > FENKWV, KAID RDG
WA VR=bFENZ—BOTSA A R ENTe =TV ADS, RV I 7L VR =
AENY TV REERLET, £V R—MEDTSA AV NENTZ—T VADT 7 1)Uk,
FASTA 73 XA MERXTHZHENH D 3, FASTA JEROZHICDOWTIE, MERE 754
AV RENTNUT Vs E FASTA 7 7 A)VIERY ZSIRLTL 72X,

SeqScape V7 F 7 = 73 . FASTA 7 7 A WCEGENZ—HDT FA XY FENTe—T VA
DIBJRAIDOL—r VAV T 7 LY AL LTHHLE T, 00— Y Aid. TOmAID
D= VA UTCEHEE N, NU T Y ENEEHENE T, Variants RANDANITIE. Hf)
D= VARG Z T EMRINENTAEDMEAENE T,

TIAAY MENE FASTA 7741V EER LT NT NU 7Y b A ViR— MBI

1. [Tools] > 'SeqScape Manager| ZiER L £9,

2. TReference Data Group | % 7727V w7 L /3D 7 > s OB ED RDG 7Z# R L E T,
3. [Properties] 227V w27 L%7,

4. IRDG Properties| ¥« > F T, [NT Variants] % 77%Z#RL L9,

5. Tlmport) 227 Vw27 L%d,

6

Mmport NT Variants | X4 78075 Ry 7 AT, 7I4 A2 &Nz —r X FASTA
77 AN (fstafhokT) 2BEL CTERLET,

Mmport)] Z27V w7 L%7,

8.  [Select Reference Segment| X1 7177 Ry 7 AT, NUT 2 DBEMFEDY T 7 LYV
ARTAY N e#ERLE T,

~

ﬂﬁelect Reference Segme x|

Selectthe Reference Segment to azzociate
with the imported BT Yariantz

= Mew Reference Segment

{¥ Exiziting Feference Segment

|4F250557 =l

[8]:8 | Cancel |

9. TOKI ZZ7 Vw7 L%ET,
T—R2%AYR—=1F% &, Mmport Results | X147 07%5 Ry 7 ZAHFHE, £ 2K—h
BT 2 ERISERENE T,
AVR=FLEZT7ANDRIIDOY =V A>T T 7 LY ADMERENET, %
DDY— VAR, RPIDY—7 VAL TN 7> Mg &g zdicfiflEh
£9, INHDNY 7 2 ME, Varants RICERENF T,
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1

TIA AV MENOAVEVHR =7V ZAH 50 RDG DIEE

10. TOKy 227V 7 LT MNmport Results] X147 105 Ky 7 AZACET, NUT7 Y FD
) X +AY INT Variants] Z 7ICERINE T,

x|

General 1| RO £ ariants | a8 variants | Variant Stis |

Change Base  |HLAC_sxon3_ |75 I rn | lyes
Change Base  |HLAC_exon3 |69 la £l [Known | lves |

Type Rl | Posiion | Reference | Variant | Style |__Description | Used by all ROls
|
|

New. Oper. Import Export Delete . | Table Format: [General -

Save To Manager As. | Ok | Cancel |

11. TOKJ ZZ Vw7 LT IRDG Properties| v > RUZEAULET,

FO TAA Variants] Z 713, V77 LY R =V ACEEMNIT SNTBHIO 7 X DY A
Al IHEREINET, CORXRTTEETST MV, vz b THAIBEIUCRADOT 2/
N7 ST B I HERETNE T,

RD2EODHETAANI T Y e AN1THTEHNTEET,
e [ROLJ #7 T [Add Variant| %7V w7 L, New AA Variant] X4 707 Rv 7 A TN

V7Y e A LET,

* Microsoft Excel T/NU 7 >~ FDOREVERK L., TDORE AV R—FLET, Excel RDAZ
L. TAA Variants] 27 DA T LICHIG L TWBRENHD T, 1T LAIKKDNTIE,
423 R—=V DK 4-3 ZBIBLTLIZE W,

FERAANDT Y

FRAANDT Y b EANTBITE

1. SeqScape Manager . [Reference Data Group] 27 %27 Vw7 L%7,
2. UARH5SRDG %Z#ERL, [Properties] #71)v 7 LET,

3. [AA\Variants] 27 7%#4R L., [New| 227V v 7 L& 7,
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F4E

DI77LYR T—32 FIb—TDIER

AANYT VD
1 VR=F

4.

6
7.
8
9

NV 7> hofEfE (Tnsertion], MDeletion), %7zi& [Base Change!) Zi#RL 9,

New AA Yariant ﬂ
Tvpe: |Inserti0n 5|
Layer: |Layer 1 5|
Position (codon): |25 To:

Reference: IW
Wariant: Ig
Style: |Red |
Description: I
Create Another... | ak | Cancel |

EHGBH) T 7 LA = AND [Position (codon) ] ZANLET, ¥—7 2V AD
NiiE&7% A9 % &, [Reference| ICMEMNERINET,

NY7 Ve ANLET,

RENTIE U T, BOAR AV Z2ER U CHIHZ AT LE T,

TOKJ 227 Vw7 L&, HH/NU T2 A TAA Variants| U A MCERENE T,
TOKy 227w 7 LTHHINY 7 >V b 2RMFELE T,

2T TRYISNT 7A4IVHDS AANNUT Y baAVR—MT BT

1.

SeqScape Manager T [Reference Data Group) % 7 7Z3#R L. {F L7z RDG 7R
LEd,

[Properties] #7271 w 27 L. [AA Variants| % 7 Z&RLET,

lNmport] ZZ7Uy 2L, WUT7 Vs T—=2 IT7ANVEBELET, 7—X 77 A4)IC
E. 2T TCRYIBENTETEFAS 77400 (xt 77 A)V) ZEHATEES,

MNmport] Z27 Vv 27 L%,

i

Selectthe Rdg Laver to aszociate
with the imported At Wariants

[8]:8 Cancel |

Faw 72 YA SDBEREDO LAY Z#ER L, TOK] 27Uy 7 LET,
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TIA AV MENOAVEVHR =7V ZAH 50 RDG DIEE

6. [Import Results] 24717 HRy 7 AT [OKJ 27Uy 7 LET,

iglmport Results x|
@ B Wariants IMPORTED
0 were reconciled with the reference sequence

0% ariants were MOT IMPORTED

0 notwalid
0 duplicated existing variant(s)

There were 0 parzing errors

See the log file for more details.

TIHEN)T VP AYR—=FEN, TAA Variants] 27DV A MIERENET,
AANY T 2 FOBIERISRLUET,

x|
General| ROI| NTVariants 48 Variants | Variant Syle |
Type Layer Position Refersnce Variant Style Description

Residue Change _|Layer 0 P P30T Vallow
Residue Change Layer 8 C 1804 Vel o
Residue Change _|Layer 7 P F272C Vellow
Residue Change _|Layer 5 G Ga56T Vallow
Residue Change HL&-C_CDS 7 e W27AT Vel o
Residue Change |HLAC_CDS 2 H HazT Yellow

Export Delete..

e Oper.

oK Cancel

['Variant Styles| %7 CTi&. Project ¥ 2 —ICFRKRENS ., FRRGRBD/NY T > b Z5H1d %
TFAMDODARANWEERLED, NUT UV NOFMEORRZEHT B ENTEET,
INUT 2 MCAZRA)VEED Y TSI, [Variant Style| 27 #HHLE T,
COEALTOT Ry 7 ADEMORICIE, BILFOARANHERENK T, e, TOX
AT YT RNy I AD FEORICIE, BRAREEHO/NN) 7 > S OIKRE L BE# I 5Nz A 2 A
IVERENE T, RE LI AXAIVIE Project ¥ a—IC KM E N, FixZ8EHO/N) 7>k
HHHTHTENTEET,

)TV bAD
AZ2A4IVDEIHT
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F4E

DI77LYR T—32 FIb—TDIER

INDT Y RCARAIVEBIY H TSI

BE! 73 AM2RPILITE7H, 7FAMIOZEDETE L EIE, P 0ERaziE
RUTLEE W,

[RDG Properties | #4715 ;Kw 7 AT, [Variant Style| % 77Z#R L £9,
['Variant Styles| X1 1ZiE, N T MCHARTRER T 7 4 )L F O TRRENE T,

roperties
General| ROI| NTWariants | 4 Variants | Variant Syieg

Mariant Styles

Background

[ Variant Settings

fatiant Style
NT Variants

Known change base ellow |
Known insertion Red

Known deletion Black

Unknown change hase Cyan

Unknown insetion Blue

Unknown deletion Green

Crucial position Red =
Al | »l_l
oK Cangsl

FRENBBHONY 7 FOEROZET, A, REIHEHAT 202U ET,
a. L X2 A)VEBMNT %I1ICiE. New) 27V v 7 LET,

b. NUT7 YV NDARAWICHHTZNMNT BIciE,. TForeground Color] Ry 7 A% 271w
JU. A= by FhSHLWEZERL, TOK) 227Uy 7 LET,

c. 17— sSLw b5 Background Color| Ofzg R L, X470 KRy 7 AT
OKJ] ZZ7 Vw7 LT, HiLWNU TV FDARAIERELET,

RELTN) 7 2 R DA XA )X Project € o —ICRKBE N, Bix 2 EON) 72 b
AT BT EMTEET,

BEHIFRT 5IciE, Tzl L, Delete] #2277V w7 LEXY,
7 © [Foreground| DD 7 CUIEFE X ZIIHIRTE EH Ao

['Variant Settings ] X1 > C. ZRENBARHMD/NNY T > FOMEEOZRE, fiA, RKIC
i 50z EIRN L £ 9, [Variant Styles] fEEICIE. fHEHPEEART 7 4V OO Y R
FIERENET,
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TIA AV MENOAVEVHR =7V ZAH 50 RDG DIEE

RDG OaE—nD{®RTE RDG OIE—%{REFET Sl
1. SeqScape Manager C. fRf£9 % RDG ZERL X9,
2. [SaveAs] #7VUv 27 L%,
3. WY 1 Y FUDBWZ5, RDG OHHiZZEET 50 [OKI 227V v 7 L% T,

ﬁSave "HLA-C_exons2-4_v2¥ x|

ROG Mame:

HLA-C exonz2-d w2Wariant2Copy

Ok I Cancell

RDG DfRfFEIc kD 7mvx 7 b F7Id Project Template ICHAA E Nz RDG TIEXT %354, D RDG O3
foD7OI T FTOH  E—7% SeqScape Manager I 735 &N TEET, 25952 LT, RDG EfEL, C
FE ORDGEMOTOV T FCHRATESE S ICKD £,
RDG %{R1%Ed 5lcid
1. 7uyz”7 =z E. [RDG Properties] 71> F7 T [Save To Manager As] =z 7

Vw2 LET,
2. RDG O4HiZAIILTIOKIZ 27V wZ7 L, RDG DA —%=H LOWARTTHRELET,

Save 'HLA-C_ex2-4_with¥ariants' ko Seq |

Mame
[HDG Mame: |H LA-C exd-d_withYariantzCopy

Ok, | Cancel |

T 7 4 )V kD422 T TG, 7tD RDG O ¥ —0NZ D45 THRIF S N, Jllo T
0Yz7 FTHHTESXIICARDET,

[Save To Manager As| [Analysis] X=a—® [RDG Properties], [Analysis Defaults |, XU [Display Settings |
RAY KK TEREINEZEZEEZATHT Ry 7 ADTXNTDXTICIE, [Save To Manager As ] KX
UHDET, TuVV FOINSDHAZRFELTHEL &, REINEHEZMHEHLTZ
DOFaY 7 FREREI NS ZDMDO T Y = 7 kI Project Template ZZ58H$ % Z &
TEE9J,

[Save To Manager As] "2 > %ERT Bl

1. vayz7 bhzpE, TAnalysis] A= 2—7%#{R L. RDG Properties| . [Analysis
Defaults |, % 7zi3 lDisplay Settings] Z#ERL £ 9,

2. INHDOWVTNHhDRA 70T Ry 7 X TEEDR 7 73R L, [Save to Manager As |
UV I LET,

3. [Namel 71 —I)VFT, HLWAHTZ AT BT 7 4 )L O nameCopy &\ %2
ZUAHF, TOK) 227Uy 7 LT,

RESNZAE—ZROTOI 27 MCA Y R—FTEHLIIKED T,
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Project Template D{ERk 5

COETIF. ROWEHICDWTHHLET,

DB D T = T e 5-2
Project Template DTEL - ..o vttt et e 5-3
TRV MO ORI o 5-4

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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$5% Project Template DER

CDENDT— 70—

A g =

£ 3E

1. Analysis Defaults &
Display Settingsd £

o =

FA4E

2. YIF7LYR F=4 T)L—TD

SYTFLYR U= URDEM

ROI

CXRYULFAFE NUT U ROEMR
T/ EANYT Y ROEMR
sNYT b REAILDERE

et P| . ROl ofert
s LA YO
SS4TSIOYLY
£ 5E
BiRER

3. Project Template M 4Rk

%6

- RDG
+ Analysis Defaults
- Display Settings

4. 70Ty OERERIT

v

5 T7TE

Project Template M:#iR
AR A DEM
YT TR oR—+

V7 bz THEHERTT H0E

s R—Z2a—1 oy
S TANBYVY
CTEVIL
SaAVEVHR
CTIA AV

- B

s SA4TSURBRER

5. T—8 L LR—FORT

o ==

£ 8 E

6. T2 OBENLRE

oo =

®9E

v

T—4

- Project Ea—

- Specimen Ea1—
- Segment Ea1—
- Sample Ea2—

7. TYRR— kR

5-1

S L= b
CTIA A hERETRYOY b
CAVEUHR U UR

CTIA AV RSN YT =T U

CHUTIL TFAL

Report Manager

- Analysis QC LR— b+

- Mutations L7K— k

+ AA Variants L7/R— k

- Specimen Statistics L/K— k

- Sequence Confirmation
LiR— b

- Base Frequency L/R— bk

- Library Search LAR— k

- RDG LKR—+

- Audit Trail L7R— k

- Genotyping LR— k

Project Template DYERFIEDRIESTIF

5-2
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Project Template DYER

Project Template D{ER

ABI PRISM® SeqScape® V7 b =7 v2.1 ZXIRINCHEAT %1, Project Template % {F
U CRRET B ENH D £9°, Project Template &, 7— X O HBENTIC L EIZTXTDY
T7LYAT—RERETHKEIN, VI M T 27X 2V TIVOMN B X URRTiEE
E# LE T, SeqScape Manager T/ERK L7z Project Template &, 1 > K— bk, T7 ZAK— b,

148 Project Template
DIERIZDWNT

#1348 Project Template
DYER,

BRUMEDATRET T

SeqScape Manager A 5 ¥/ Project Template Z{EKT % & Elc, ROEMZERLE T,

e V77 LUVAT—R Z)—7 RDG) - 7BV MCEENDETRTDARY A VDL
BWREREZV I 7L VA =V ALBEET—Z, F3HIcDONTIE, 49 XR—=TD

'SeqScape Manager il U7z #1# RDG DIERL] 2

ZILUTLTIEE N,

* Analysis Defaults - 77— Z DN E NAE. FHHICDOVTE, 3-9 =YD

lAnalysis Settings Df5E] ZZRL T ZEW,

* Display Settings - 7— X DZRICMEH T N3 EE sFHIIC DUV TIE 3-13 X—T DI Display

Settings DFFE | Z2ZMLTIIEE W,

48 Project Template Z{ER 9 Bl

1. SeqScape D+ > F 7T, [Tools| > [SeqScape Manager| Z#RL X9,
2. TProject Templates] %77z L. [New] Z27 VU7 LET,

New Project Template 1'
Project Template Description
Project Template Marme:
Created: MWid Created By: MNiA
kodified: Mia Modified By: M
Source: MiA
Template El
- - ~
Reference Data GroupIHLA—C_ex2—4_W|thVar|ants _'I =
Analysis Defaults |3TUUSR—mixed ;I =
Display Settings IHLA—Csattings ;I =
-
Cancel |

3. [Project Template Name] 7« —)V Ric 7Yz 7 hO4HTZ A LET,

7 ¢ Project Template #41C{&, Windows 7 7 A )L & AT LICHEMLL TV 2 SXF D F 72 i
HLUTLEEW, EHTERVCFEOY A MIDWTIE, 229 RXR—=ID [T 7 A )bt

HlL 2B LT EEW,

4. [Template Elements] ¥ 27> 3 VT, Ry FX T2 AP OHELOIHEZER L,

OKJ] 27V w7 L&Y,
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¥ 5% Project Template DERL

707 7 FOIBAIEE ORTE

TY7L—+D

BRI DREFICOWVWT

7817 FATOD
TVTL—FD
BRHIEE DRE

701y FATD
REDEEM

JaYx 7 FNTIEIE L7z RDG, Analysis Settings, Display Settings (&, ZD7maYx 7 k
TOHRENTT, 7L, TNHOFREERMOTTOY 27 MTHEHATES XS FELTEL
& BHEDT VT L— N OREERIE B I EE DUV THT SeqScape Manager 7> 7 L — k ORERIE
HZEKT 2 e TEET,

Project Template D#RIEE ZFRF I Bl

—

% 1

—

p=

70y FNT NAnalysis] A= a2 —2ZERL, BIETEROWTNHDT T L—h
ORRIAH 23R L X9,
— RDG Properties

— Analysis Defaults

— Display Settings

WEIEEH 2R E LB DIEIEL £,

[Save To Manager As| Z27 Vw27 L%d,

BUHEDT > 7' L— + OMBIAE A MM INE N7z $41i1h  Save.xx to the SeqScape Manager
As] BA 70T Ry 7 ALFKRENEKT,

COXHEIZTOEEMPT 20, ZELET,

BE! BFOT7 7 L—FOMKIEEZ EE T2 L3 TEEEA, 7V 7TL—FD
FORERUEE Z R 1%3 5 1C1d. SeqScape Manager h 5 BEHF D~ A Z ¥ KIEH ZHIBR 9
HRAENH DX,

oKl 227V w7 LEXY,

BIELUMBIEEZMO 70y 2 7 S TS 212, FrllOMsIEE 2/ H U7
Project Template Z{ER L £ 9

Project Template Z{Fp L. 7Pz 7 MI@EMALE T,

Analysis] > ['Analysis Settings | Z#R L. > 7L 0 Analysis Settings 245 L %97,
SeqScape Manager Tld, JA L 7% Analysis Defaults (32 H S N FE A,

Project Template Z{FR L. 7Pz 7 MIEMALE T,
TV TL— FOBEREEZEIELET,

RDG O3 7 ¥ b AR A)V 722 # L, [Save To Manager As| Zi#RL £9°,

SeqScape Manager Tld., T DZEMNHH RDG ICKMENFE A, SeqScape Manager
DV RDG IIFHELEXE A, 9745, W RDG Z#H L T\ 5 Project Template
LAHEEINEE A,

EBLLDBITE, T2 70T 27 MILEDKMENTERRENE T,

5-4
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782 7 FOERRE BR

COETIF. ROWEHICDWTHHLET,

DB D T = T e e 6-2
T 7 FOERRIBR UM . .o 6-3
New Project 7 4 ¥'— RZ2ffH L7270 27 FOERBRUOBHT . ... 6-4
Project Template Z i L7z¥ifl 70y = 7 FOERREMNT ... 6-8
TV BADARYAYDBIMET—ZDA Y R—b 6-9
T R DT o 6-16
Rl Project Template ZfHH L7270y = 7 FOFEMHT ... 6-17
THT 27 FRDGANDNY T Y EOIE . o 6-19
TRV MEBRDAYR—RETZ T AR—= b 6-26
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E6E TOVIY MOERLENR

CDENDT— 70—

7Oy FOERE

B9 BaEilC

K o =

%3 E

1. Analysis Defaults &
Display SettingsD e

P

F4E

2. YIFPLYR F=48 JL—T0
YER

E

CJIFLUR U= U RDEM
- ROl ofEmk

s LAY DER

3473 UDYVY

ROI

SXYLAFR AT EOEM
S TE/EBANYT Y ROEM
SNYT U RBAILDRE

3. Project Template M{ERL

ERER

%6 E

- RDG
- Analysis Defaults
- Display Settings

4. IOy FOEREBEIT

Project Template M:&4R
EADEM
YT T7ALDA UR—k

VI bz TREBETT HNE

P R—Za—1) vy
STAaNBYVY
cTEVIN
CaAVEVYR
CTIAVAUE
- HEB

T4 TTVBR

BTE
5. F—8 ELK— FOERT | T
P| - Project £Ea1—
- Specimen Ea1—
- Segment E 21—
- Sample Ea—
¥8 =
6. T—2 OBEN LiRE
F9E
7. THRER— kLRI - LR—+

6-1

ABI PRIsSM® SeqScape® V7 F 7 =7 v2.1 T/ 7 bEERT ZHiIC, ROMWERHE E

CTIA AV RERETES IS b
sAVEUHYR U4 UR

CTIAAV RSN YTIL V= UR

SHUTIL TFAL

Report Manager

+ Analysis QC LiR— bk

- Mutations LR—

+ AA Variants L/R— k

- Specimen Statistics L7/Kk— k

- Sequence Confirmation
LiR— b

- Base Frequency L/R—

- Library Search LR—+

-RDG LAR—F

- Audit Trail LR— k

- Genotyping L/R— k

787 7 bOERE KUBAFIRDOMER S

N5 Project Template Z{F T 2 46ENH D £,
V77 L YA =2 7)—"7 (RDG)

Analysis Defaults
Display Settings

6-2
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FRTOI 17 b OVEE K U

BRI CRITINAME  SeqScape V7 U o 7 OffFTTIE, ROWIINFRITENE T,

e Raw Data ZX—X3—)L9 %

* Quality Value ZH|D 4T, I v 7 AN—AZHHIT 3

o UHVT A DRNT—RESDZVEE L, TDT—RELIBRORNT NSRS %

o YUTIWERZARV AT YT IV, AV YR V=V REERT S

o BARVAY AVE VYA V=V AEVIT7LYA V=TV AREDETT T4 AV
CRA)

o VIAARVIENAVE YA V=AYV T T LVR U= VAT B

o fENTHERZRRT S

709 7 bOERS S UER

Analysis Defaults Z3E LTz 5 XD FGETT— 2T HOFI 70y = 7 b efkd %2 &
MWTEET,

* New Project 7 4 Y'—F2fHL £ (6-4 X—I 2L T KT,
o BI{7D Project Template ZfiH L9 (6-8 X—=YZSBML T 72X W),

SeqScape 7BY Y k

Project Template YT TFALIL

RDG Analysis Protocol Analysis Defaults Display Settings

ROI 1&#R

YI7LUR V=7 R

JI7LUR =4 AR

34735

— XOLFFE NUTH

1 7I/BANUTUL

— NYTUk REA)L

6-2 7OYzI¥ +DIEKIER

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F 6-3



B6E TJOVIY POIERERER

New Project 7 s H— F&EFERALE70Y 7 FOERS KU

New Project
J4F—F

New Project 7 ¢« ¥'— R Tld, HH T =7 bORE TR AZTRICENEZNEE 7T 5
TENTEXT,

New Project 74— FZERLTHFRTOI 7 FEIERT BITIE

1. SeqScape V7 b 7z LX T,

2. [Filel > New Project Wizard | ##RL 9,

3. [Project Name| 7 4 —/)VRICHM Ty =7 b O4RiZ AL, Next) Z#7Vw 7L
£9,

4. GrTNWHEAIIT B, [Browse] 27V v 7 LTHHT2Y Y TINCBHILE T,

New Project Wizard x|

Select Representative Sample
Enterthe path name of one sample from the samples you are adding ta the new project.
Thiz sample helps determine the analysis seftings you could use to analyze allthe samples.

Sample Name IC'lSqucZ Madvanced_Project_DatalHLA-C specimensl360.2-Cx2F_017.ab1

Browse... |

<< Back | Text > | Cancel |

5. .abl LERFOY > )L zEIR L, [Open) 227V 7 LET,
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New Project 7« #— F&EFER L 7OY =7 FDIERS K URRIF

6. [Next] Z7VUv 7 ULEd, VP —FTWE. ERUY Y TIITHEDWOT Analysis
Settings MEHETNX T,

New Project Wizard x|

Verify Analysis Settings
Based on the representative sample, these are the recommended analvsis settings, to use for this

project.
Bazecalling Ending Base

Basecaller: [" &t PCR Stap
[Basecaller-31004POP4UR.bep =1 [ adter 5 Ne in [0 Bases
DivsetiPrirmer : [ After {20 Mz
|DT3100POPE{BO}v2. mob B [ after 00| Basas

Mote: The ‘wWizard uzes default settings for Mixed Bases, Clear Range, and Filter.

<< Back | Mext =2 | Cancel |

7. Analysis Settings ([Basecaller ], [DyeSet/Primer| 7 7 )L, XU Ending Bases)
ZiER L., INext] 227V v o7 LEd,

8.  [Select Reference Data Group ) X— CROENEZRITLET,

New Project Wizard x|

Select Reference Data Group
Selectthe Reference Data Group vou want to use for the new project.

= Lse a GenBank file containing Reference Data Group data.

File Marne: 1520502 ob Erowise... I

% Lse an existing Reference Data Group.

Created Created By kodified
0 t ) il

kdodified By

q atian ...

RDG Name &

o | 1 Tati: . - Application ..
HxB2FrHRT 11/30097 at 6:48:3... |guest Application ...
HxBz2PHRT 1.1 0922500 at11:59:.. |Mid 11/30097 at 6:48:3... |guest Application ...

<< Back Mext =2 Cancel | Help |

a. KOWIThhEFITLET,

« [Use a GenBank file containing Reference Data Group data |7 K L . GenBank
T7ANVRIELET, .

 [Use an existing Reference Data Group Z3#RL., U A MDHU T 7LV A T—
2 IN—T T 7 ANVEERLET,

b. Next] Z#7VU v o7 L%d,

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



E6E TOVIY MOERLENR

9. [Create Specimens] X—Y TROEFZIFATL, ART AV ZBMLTYH Y T )VeA Y
R—FLZET,

New Project Wizard x|

Create Specimens
Create new specimens and import samples into specimens.

Samples To Add

Files | Add Barmple>>
B ExportedReports =]

; R Sarnpl
f_L HLAC_TutorialData_old isenovs Sarnipls

[ ProcessedData

[ Run_BoraBora_2002-07-10_14-39_

[ Rur_KONA_2002-07-10_14-14_1 4|
- Seqh data New Specimen
[ Seqts.0 4|
[ Seqss1 Deletz Bpecimen

B Segh_4331 0408 _
B BegScape

=+ AppSeqSeape At AddPS

[ Tutarial Data

- Autornatically creats
Specimen name based an
the string between these
delimiters in the sample's
name

-7 HLAC_Exon2-4_FASTA

-7 HLA-C_Exon2-4_GenBai S l—
config End I,

< - | Llﬂ

[# Shaw .ab1 Sarnples File Only

& Use sample file name

 Use sample name

<< Back | Mext 22 | Cancel |

a. [Files] 723> T, B—DY )V, EEOY Y TIV, £ T+ VX ZFERL,
lAuto Add] =27V w7 LE9,

b. /Next] #Z7Uw 27 L%E7,

FE ARV AVOBIMOFMICOWVWTIE, 6-9 XR—=Y0D [Tay sy FADARY AV
DEBIMET—ZDAVR—F] ZSBIBLUTLIEE N,

New Project Wizard : x|

Finish
FReview the project setup summary then click Finish buttan.

The software will create the following elements:

Froject "MewProject2"

Project Termplate "MewProject2Termplate”
Reference Data Group "HLA-C_ex2-4_withWariants"
Analysis Protocols "NewProject2”

Analysis Defaults "NewProject2"

Thiz Project will contain the following specimens and samples.
HLA-C
01-2222-Corr—1-Kv80.ab1

¥ &nalyze Project

<% Back || Finish I Cancel |

Project 7 « ¥'— F 218 T L7z & ZIC. Master Display Setteings DMERENE T,
Y = RZREMHT 5 L &I, CNERIURENMIFHENE T,

10. REZHRELET, REZELHIT BICIE, Back] #7V vy 7 LET,
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New Project 7« #— F&EFER L 7OY =7 FDIERS K URRIF

11. ROVWINhZ2FITLET,

BIRDR21Z>VYT | FIE

59 < [Finish] #71) v o L%9,

®7T 1. TOXR—IDETICHS [Analyze Project] DFIREERLET,
2. IFinishy =7 1)v 7 L%,

12. FH7Tur 27 b ZACSEEIC, [Yes] 27V 7 LTRFELE T,

ZO7uY 7 b, SeqScape Manager D fHA[RE/R 7Y 2 7 FDU XA M LEHTE 2
X2 Ev %9,
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Project Template ZER LR 70T £ 7 FOIERL & BEMR

Project Template (<
20T

BE(7 D Project Template ZfEH L CTHM T 0T = 7 b ZERT 5 2 W TEE T, Project
Template IC1. ROBEHRNZTENE T,

« V77 LVATF—=% J)—7 (RDG)

* Analysis Defaults

* Display Settings

OV T bz 7IiE, A—YHFHTE S Project Template DY > 7 )L 1 DHEI N T
¥£9, JHHED Project Template Z{ERKT B ICiE. 5-3 X—TD [Project Template DIERK] 7
SILTLEE W,

#&6-1 SeqScape V7 b7 x7IcEE NS Project Template DOV R—%> b+

TV 7L— bOBRIER 7714I1V4A
Project Template % e HLA-3100_POP6mixed_v2
* p53_exon7-v2
VD77 LVAT—=2 JI1b—7F * HLA-C_exons2-4_noNT_v2
e p53_Exon7_v2
Analysis Defaults * 3100-SR_POP6_BDTv1_mixed_v2
e 3700LR_POP5_BDTv1_v2
Display Settings » DefaultDisplaySettings_v2
T 7TL— b%&{ERA Project Template ZERLTHR IO =7 b EERT B
L7702z o b : . .
7 1. [FileJ > New Project) Z#RL 7,
DIERL : =
2. [New Project] Vo Y FUMHWE, UAMDST YT L—FEERL, Tudx”
Fa AN LET,
EIVAMNOT T L— ek 2RRT ICE. MM E RO —V IV T L
N— [ TRRENTZIKEET [Project Template] N\ X %Z 27Uy 7 LTHICRT v 7 LT
STIEEW,
3. [Newl Z2Z7VUv 27 L%Ed,
BIRUIzT T L— bR LR 0y 2 7 FABEE £,
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TOVIY PADARYAVDEBMET—2DA >V R—F

TAI 1T PANDARY A VDEMET—Z2DA VK-

BE H-0fYEnyY — 2ot LI XTOY U ) F—=&iF, 7adc 7 FHND 1 DDA
RYAVCANBZREDRHDET 1 DDARVAVICEEFNBTXRTOY V)V F—2N7
TN EN, AV YR =T UV ADMERENE T, FARVAE, EZIE 1T DD
PCR 70X 27 bW o7y TIWENTY Y TIVDOANE L TEZ ST ENTEET, 1EKR
ENZaArve TRV T LVALEHKREN, MDAXRTAVOZFOMDOay v R
V=T VA EDLETTIA AV FENET,

WHADARSENT T — 2 DB 256, 70T 27 FTEDT — R 2T 21D DARY X 2 721k
R ZHENHDET, 0TV bADARY A VOB, HEE/ZIEFHTIT5> &N
TEEY,

AV MIA VER— MaJRER T — 2 OFEEICET 2EHMC OV T, 6-11 R—=YD TZ
RYRAVOEME J 2T NVDA Y R—bOFFET] ZHBHLUTIEE D,

BE ! MEOARVAVBEIUCYVTI T—=R2DOT7 A A IIE, BHDRERC & BRT
TROFHRMNERENE T,

BE! ARV AVHAIE, A VK- FRICOBRETEE T, Y7 IV, SeqScape V 7 k
TV CHETHT LI TEEEA.

AR AVDEMME  SeqScape V7 hU 7, 7F AL TV IwAEMHALT, HEIIC AT AV OIER & A
HFIWDAR— b BT EREENERY Y IO Ty s hADA Y R— FEEFHCEITLE T,
DEHEERTT
7 IWID £ TV 77 A1V

COBREZFIHT 21iE, BARTVAVICHFENZ TXRTOY T NWICDWT, 7V ID
(Data Collection ¥V 7 7 = 7IC X > TIERRE N, BV VIV 7 7 A IVICKHIIENET) IC[FH
CHEEFEDMT O TV A RENRSH D £,

FE! Y U7IVID (VI &, Data Collection V7 b7 = 7 CH > FIVICEID KBTS
YHITT, YV TNV HRBIBETEERA.

PN T 7 ANBEY Y TIVID KOEL, @EEY7VID hSffFongd, 7
VT 7 ANVEE, T IVERRT B EEICERENDLHITT, Y7 77 2 IVAIIE
IETEXT,

FTFEAF FTUIvREFIY TNV IDHASEIRENE T, COMERFHTZ . MLCT7+IVE
W=k E N, FREDOTY v 2 eHET5—HOY )V 77 A )%, 1 DOFIETH
BT BARYANNCAVR—bT BTN TEET,

6-3IRTY U TIVTIE, TVIvRELTEy VabMfHENTVET, TU IV XDKE
BN D 2 MEHMN B AR AR ENE 9, [Add Automatically ] Z3RT 2 &, 27
W77 A&, BEIICERR S N THABTDMS U B NTz AR A NS HBINICESE SN E T, T
DHEITIE, RIIDARY AT Al THEZDTXRXTODT 7 AIVHIEZENTVET,
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6-31TRT LI, T IVID IE. Y7 IVOD Annotation € 2 —ICEERENF T,

3 A BTV
7\«/‘%/% ﬁ -7 —‘

W HLe-3100_v2
Project Mavigator HLA-3100_w2 [ &1 [ AF250557 | A1-ZF_01
A-3100_w2 ¥ Annotation I Sequencel Eledrupherugraml Rawl
- Unassembled ];:;:linrl];::mn
%E Model: 'U'\/j}l/ |D %
EM—ZR 0z Mumber of Scana: 11557
B3 Fl:D2 Length: 347
Ba1-3F 01 Start Fum: 172472001, 12:15:59.42
E gi|7414348|emb|a)2] ||Stop Fan: l/24/2001, 14:46:30.42
Collection Started: 172472001, 12:15:59.42
Collection Stopped: 172472001, 14:46:30.0
Dyeset/Primer: DT3100POPG{ED}wE. mob
Lot mumher: QoLo0o0s
Expiration date: Z001/05/00 12:00:00: 000ags0|£0
Instrument name: SSTEST
rate in Hz: L1.76857142657142858
Collection wersionm: Lo
Data Analysis
Base Call Start: 246
Base Call End: 6140
Peak 1 Location: 246
Ave Zignal Intensity: G (571), A& (3E&6), T (303), C (242)
Channels Ave.: 1
Basecaller: Basecaller-3100POPGSRE.hop
Bazecaller Version: EC 1.5.1b.3
EBase spacing used: 14.539999
Length to Detector: 50
Tube Position: AL
Module file name: StdSeqS0_POPEDefaultModule
[ED] m— B

6-3 TAnnotations 27

BEIICAN AV HERLTY Y FIVEA > R— b9 3ICiE

1. [Project] W >~ FozEdZ, lFilel > [lmport Samples To Project] 7Z#{Rd % H
By EIVvILET,

2. [Specimen name delimiter] 7 4 —/V FICTV I v 22 A LXT,

3 7V v &I, DataCollection V7 vz 7 DY)V —bEETL—bk L
I—RAOY Y TNALID hoEEHEINE T, FIE3 DT, 7VIvEELTHY
VahMEHENTWET, Data Collection V7 b 7h St ni=zy > 7V ID 4
&, Y7V Annotation ¥ 22— [Sample name | 7 ¥ 3 VICFEREINET,
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TOVIY PADARYAVDEBMET—2DA >V R—F

3. AVK—=FIBYUTIHEEND T )V ZERL, [Auto Add] 227V v 7 LET,

& Import Samples x|

Files | Add Sample>>
H-L] AppliedBiosystems =]
(1 5eq3cape Remove Sample

21 SeqScape_v2.1.0ac3
&[] data_v2.007

=] data_v2.0fc3
(21 DataStore MNew Specimen
(21 Logging
1 Reports - Delete Specimen
=] data_v2.1.0ac3
£ DataStore
=1 master
- E-C analysisdefaults
1 analysisprotocols
applicationConfiguration
displaysettings the string betwesn these
fibraries delirniters in the sample's
B projects ol
- HLA-C_v2
LB

=-(1 a1

Y oF 01451 Start
] 41-2R_02 ah1
] ] - End |-
la AT Olabl "
Kl I

¥ Show .ab1 Samples Fils Only

Auto Add>>

Automatically create
Specimen name based on

& Use sample file name

" Use sample name

Ok Canecel

TFAL TV Iy RICEDOT, YU IIVHBHEYR AR AV (ZOFTiE, HLA-C A
RURAVORICRENTZARVAY) ICHFCA Y R—FrENET,

4. TOKJ Z7 Vv I L, ARVAVEY YT )W eTuad ey MA Y R—bLET,

Praje ct Navigator HLA-3100_v2 / 384.1
L 1 1 N
a2 Reference: LAR260557) 719348 [embjAI27T102.1]
702 278
o

5| THESCIEsERZ— . s
260 701 275
Mo
Waro2
o[ 38a.1]
E-Nat

(- 2 AF250557
-DE
Bm-2r_02
B m-3R_02

B30t
2 gil7414348emblA2

4 o

J | o[ [Legend ClearRange | Known Variants | Unknown Variants

AR AVOBIME TPV FADARY ANCA Y R—FTEZY VIV F—2OREEHIF. XRDOLEHTT,

YT IVDA Y R—b

,—  ABIPRISM OEEBOY )V T—& T7 A1)V
DFEHEST = ’

o T—EXN—Z T7A)l
o THFEAFDIHDARY AT 7 AV

®6-2 YU T-20EH

AVR—=bTBHUTIV BMRE

YTV TF—=82 TrA) 6-12RX—IDI AR AV DEBEMET—R T7AIVD A VR— ]

TEIAFMDHDARY AV | 6-15XR—=TID IFFEIXIDHD 77 AIVDA VR— k]
771410
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E6E TOVIY MOERLENR

ANY A DEME

TF—2 T774I1LD

A VKR—F

KRIGHTE T INTE A DY > T =R AV R— T BIcid, 7714V ABIFEXTHS
WENRHOET, YN T—2F, 70V 27 FADARY ANIA VY R—FENET, ¥
DAY A%, Tmport Samples] XA 71075 KRy 7 ZTERLET,

ARV AV EEBMLTH Y TIV T—2 T740Ib%EA VK- bFBICiE

1. [Project] 7> RuZzhlE, [File] > lNmport Samples To Project] 7Zi#iRd %/
21w 27 L, Nmport Samples| XA 707 Ry 7 AzhlEEd,

2. ROFIETHHOARY XV Z2ERLET,
a. 'New Specimen] Z27 Vw27 L%d,
b. EHIC2DDARYV AV EEMLET,

3% Import Samples

Files |

=1 SeqScape

=00 HLe-C

=

R ]

E-T1 ApplicdBiasystems

#- ] #ppSeqSeape
=] Tutorial Data

5 (11 HLA-C_31 DOFOFS_Tutorial D
|

5] 41-2F_01.ab1
] A1-2R_02.5b1
2] A1-3F_01.ab1
] A1-3R_02.5b1

&1-4F_01.ab1

41 4F 01.ab
#] 414R_02.ab1
42
[#] 42-2F_D3.ab1
#] AZ-2R_04.ab1
] 42-3F_03.ab1
] 42-3R_04.ab1
#] 42-4F_03.ab1

] A2-4R_04.ab1
23

£ ] HLA-C_Exan2-4_FASTA Libra =

few Bpecimen |

Delefe Specimen

Automatically create
the string between these

delimiters in the sample's
name

Start
End |-

Add Samples: 0

Auto Add=>

Specimen name based on

En3
------- 1 Specimenz

Rernove Sample -0 Specimen1
....... T &l

¥ Show .ab1 Samples File Only

€ Use sampls name

@ Use sampls file name

0K Cancel

3. fifllo> TSamples To Add) 7> 3> T, 7—XDA VR— MeDAXRY A 72 #RL

9,

4. [Files] XA VT, BN BT TIABEHLET,
5. [Samples to Add] XA 2 TERAIDARY AV ZHIRL £9,

3K Import Samples

Files |

Add Samples>

fudio CD (D)

5 Local Disk (C)

5] dppliedBiosystems
-1 SeqScape

#-1 AppSeqSeaps
=-(1] Tutorial Data
B HLAC

=1 &1

=[] 42

=11 HL&-C_3100POPE_Tutorial D

=] A1-3R_02.ab1
----- 8] A&1-4F_01.ab1

=] A1-4R_02.ah1

=] A2-2F_03.ah1
=] A2-2R_04.5b1
----- 8] A2-3F_03.ab1
=] A2-3R_04.ah1
----- 8] A2-4F_03.ab1

=] A2-4R 04.ab1 | AILI
3

Rermove Sample

New Specimen |

Delste Speciman

Auto Add>>

Automatically create
Specimen name based on
the string between these
delimiters in the sample's
narme

Start
End |-

¥ Show .ab1 Samples Fils Only

& Use sample fils name

€ Use sample name

; pec
L[] Specimen2
1] Speciment
el At
o[l a2
o A

Ok Cancel
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AV PADARY AV DEMET—2DAVR—F

6. [Files] 7 a>vC, YoV F—& T AV EERLET,

AVR=bTBHVTIV

FIiE

By )

B—DY YTV ERERLET,

BTV

[Ctril + 7V v O T ERB LI Y TIVERIGER L TW
WH YTV EBIRLE T,

THIVERDETXRTDY T IV

THIVEEERLE T,

2% Import Samples

Files |

Audio CD (D)
B Local Disk ()

b1 AppliedBiosystems
=-(1] SeqScape
AppSeqSecape
=[] Tutorial Data
= HLe-C

B0 a1
bl £1-2F_01.ab1
] _02.ab1
fo|] £1-3F_01 b1
=] 41-3R_02.3b1
fo|] A1-4F_01 b1
] A1-4R_02.3b1
=142
-] £2-2F_03.ab1
| A2-2R_04.ab1
-] £2-3F_03.ab1
| A2-3R_04.ab1
-] £2-4F_03.ab1
Cofm a24R 04,301

=] HLA-C_3100POPE_Tuterial D

I Show .ab1 Samples File Only

Remave Sampls

New Specimen
Delete Specimen

Auto Add =

Autamatically create
Specimen name based on
the string between these
delimiters in the sampls's
name

Start
End |-

& Use sample file name

" Use sample name

. LB A12R_02.3b1
T Specimenz
Speciment

QK Cancel

7. TAdd Sample] Z27 Vw7 L%x9d,
Yo TN F—=ZNER LI ARY AVHNICERREN, T—2DA 2V R— MehRENE
T RKEKCIE . TOKIZ VY I §2FETT7—XE7 0y 7 Moo Y R—bENEE A,

8. 2H/BHDARYAVEFRLTY > IV7ZER L, TAdd Sample] #7V w7 L %9, 3
BHDARY A NCDWTECOFIEEREDIRLE T,

| . Import Samples

Files |

o Seqas0

- Geqab.l

- Geqd_43310408
H-{ T GeqScape

#-{ " AppSegSeape
=-{ "~ Tutorial Data

=7 HLA-C

S50 a1

&A1-2F_01

A24F_03
 52-4R_04

= HLA-C_3100POPS_Tutorial Data

|

[¥ Show ab1 Sarmples File Only

Add Sample>>
Remave Sample

Mew Specimen
Delete Specimen

Auto Add>>

Automatically ereate
Specimen nams based on
the string between these
delimiters in the sampls's
name

Start
End |-

- Samples To Add:
ga
=-1J Specimen3
i LB A1-2R_D2.ab1
2 Specimen2
~ B a1-2F_01.ab1
B a1-2R_n2.5b1
B a1-3F_01.ab1
© B a1-3R_02.501
=7 B ni
- B A2-3F_03.ab1
S B az-2R_nd.sb1
- B a2-2F_03.ab1
© B A2-3R_04.5b1

' Use sample file name

" Use sample name

x|

Ok Canecel

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F
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E6E TOVIY MOERLENR

9. TOKJ] Z7 Vw7 LTAYR—=b=EFITL, Project] V1~ RUICRDET, Tudx
I MTHHDARY AV TV IV KEN, TNEDARY A S HRORERNZE
RENET, ThE. YUK TT TNV ENRTHWERNWT L BRLUET,

- Admin User is logged in

File Edit View Tools Anabsis Window Help

=10l x|

el BH & 0

B 48

o x| B ]

L EE

Praject Navigator
=-[E)Example
- W Spesiment
 Unassembled
- 2 AF2S0SET
- 2 gil7414348lemblA
- W Specimen?
5 Unassembled

- gil7414348lembla)2

[Example 1 Sp
L

2

fm| I )| active LayerJHIAC_ODE =] Tabjumpsto next =

10. RHEATISC T, ARV AV ZFIR L TZDARY AV OF LWk A1 L. [Enter]
F—2MLET,

1. Y= IN—OROKRARZY [ &, 9> TVOMBERC L ERLET, TOR
ZymIVY I LET, FYTVOMRAZET T2 L. RORDE ST, AT A VL
FRENTOIRORNEZ . TV TIVBHBITENE T,

|

Project Mavigator
EH-[2] Example

ple

& T Speciment
- 2 Unassembled
- & AF250557
- Bl 360.2-Cx(2R_D2
B 360 2-CX2F_01
“ % gil7414348lemblAJ2
& T Specimen2
- & Unassembled
(- 2 AF250557
- B 360 2-CX3R_02
gil7414348lemblAJ2
B 360.2-00F_01
2

eni

Unassernbled

£ AF250557

£ gif7414348lemblAJ2
- B 360 2-Cx4F_01
B 360.2-CX4R_02

| 3

4

Exarnple | Specimend

Reference

active Layer ROIs
Consensus
3 Coverage

5' Coverage

Samples:

1 1 N
AF250557
70z 270
o 518
HLC_eenz
200 7ai 275
| EFRE O B4

@B02.03aR_02 1
—— 360.2-Cxa9F_01 >

Legend

ClearRange | Known Variants | Unknown Yariants

12. 7Yz 7 ML, RELET,

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



TOVIY PADARYAVDEBMET—2DA >V R—F

FEAPMDODIHD TFAMNEROAVEUY R =T VABETFALDIRDARY AL TTayzs 7 b
T7A4IVDAVER—F AVER—FTBENTEET,
THFRAMEREITEHDY—T VA %A VR— T 3ICE

1. Project Navigator T, 70z 47z L. [Filel > [lmport Text Segment | %3
RLUET,

Import Text Segment ﬂ

Import Text Segment{s) automatically creates Specimens and Conzenszus Segments in your
project based on a list of sequence filez. A zingle Specimen iz created for each text sequence
file. FASTAfilez can be uzed to create multiple Specimens. Each text sequence will be stored
in a Specimen Consensus Segment aszociated with the selected Reference Segment.

1. Enterthe sequence File(s) to impart:

Delete | Erowse... |

2. Selectthe Reference Searnent. [T CAErEA LR [5F

Ok I Cancel |

2. [Browse] ZZ7VUwv 7L, ROV ITAV MBHLET,

3. [Mmport Text-Only Segment | #1717 Rv 7 AT, 7FA K 77 1)V (fsta =D %
FIRL. Tmport) 227U w 7 LEd, 57 A2 S, Mmport Text Segment| X 77 H
TRy T ADKANE ey a VcERENET,

4. FIH2HBXU 3 ZHOIRL, EHIKTFA BTAV F2EMLET,
5. TOKJ 2270w o7 LET,
HIAD AT XV IMERE N, T 7 A IVDERMDITICHIE S NIAEIMT T 5N E T,

THFAMERDHFRD AN A

sie 1 1
I sierence lurasossy EEsSETETT-
(@ -Seq_001_HO1_102634 380406 7oz 276
' T~ o 516 o
b Faive Laver FOls] HESCHsssme LR C_esona Tuacsna
269 7o 275
Consensus
3 Cowerage:
5' Coverage
Samples
. of
< | o lLegend ClearRangs | KnownVariants | Unknawn Variants
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E6E TOVIY MOERLENR

YUTIVE G
ARY A DHIBR

T — 2 DER

FRITDRAT

TOIxY FOSH Y TIVERIEARY AV ZHIBRT Bl

1. 7BYx 7 kO Project Navigator T, 7RAY 7 "D SHIBRT 29 > TIVEIF ARy
AR U KT,

2. [Delete] +—7Zz# L x7

BE! CNUCKOMEMNHIRENE T, COBMFIIITICRT T LI TEREA, #HE->
T [Delete] F+—Z2MLTLEo75a, REETICTOI 27 F2EHL, #RzETL
TLTEE W,

3. [ConfirmDelete] X4 7104 Ry 7 AT [Yes] #7VUw 7 LET,

TRCDT—RZA Y R—FLIeh, BNiZFATT 5 EMTERT, FHlT—2%Z AV R—
9 B 2TV D Analysis Settings 22589 % &, WV —)L3—0D [Analyze] 771 32k
KD ET, ThiE. RN OT—2WNFETE LZRLET,

Tyl b THRNTEFEITT I, (TAnalyze ) Zz27 Vw279 %M, [Analysis] >
lAnalyze| Z#RL X9,

6-16
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A Project Template ZERLfz70Y =¥ FOB#ENR

Bl Project Template ZEBA L 70T =7 FOBER

CDIREDRELFIEE 2ROV VTIANEGENZ IO x 7 kBN LTI, RERY 77 LY A F—&W
#1752 % Project Template Z{HfH L TS RXTDOT— X ZHEHN LIWIGEDH D 7,

BfEthaiD EE ! O Project Template Z#H 5 &, N—ZAa—)b, . 7I A/ AV b, Y22
7OV IV FORE TIVEREEZGTT XN TOMNIERT — 2 DREENE T, T 2DEEREINEVESICT I
F. BREICSCTTRY 27 ORI 22 E U Tuofii 25k L TR E W,
BREWTS70Y bEERETSICE
1. [Tools] > [SeqScape Manager| Z#{RL £9°,
2. [Project] YA LT, MENTRICIMFT 5702y Fe#IRLE T,
3. [SaveAs| zZ7VUwr L., 7uyzy b4 ZEELET,
4. TOKJ Z227VUv 27 L%,
Tad 7 FBAHLWAEITTRIEES N, st 7ad 27 AU A MCEENE T,

7O rAD MoFv7L—bEERALTTFOY T FEBRIRT BICE

TYTL—EOBR | aiongr Ly ey AR REE AR LT T Lo M AR LET (68
ReDD [5T L bRl LIESHTTY 7 b Ol #BRLTL EE0),

2. HORETHH LT =20 ENn5FE0T0Y 27 M eRE T,

BE! Jiro7uy /b 722K L THHO 0y 27~ TR L RS 355
., TRV R EHLOVARITREL TSI, Tadz 7 b efELE0nE, #
HD Project Template Z3#f L7z & Elc, IXRTOTF—EHP LEEEZINET,

3. [Analysis] > ['Apply Project Template ] 7Z:#fR L. [Apply New Project Template| %
AT7HT Ry 7 A REET,

mnpply New Project Template LI
Name

Froject Template: ProjectOne_Template

Template Elements

Selected Project Template:  [gleeeaRili]

Reference Data Group: HLA-C ex2-4_withYariants
Analyzis Defaults: 3 005R-mixed
Dizplay Settings: JkASzettings

Ok | Cancel |

4.  [Selected Project Template | 1w 72> YA KMT, 0¥z 7 M % Project
Template Z#R L X9,

5. TOKJ 2270w o7 L&Y,
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E6E TOVIY MOERLENR

6.

fRATIE T — 2 ERERMNT N TSNS T b2 BEE T2 24700 Ry 7 ADHE X
o M7 BICIE TYes) 227V 7 LET,

E‘E’inpply Template Warning . x|

° Applving & new template will cause all analyzed data and associated results to be lost!
Continue?

FTRTDARV AV GV TIVINEEN, T—2DBERBENOTOY 7 FHEEET,
T—RZHMOT > T L— F TN %1cid. TAnalysis| > [Analyze] Z#RL £9,

Ul 88xr @ B)

[ 42 2] Tabjumps o netiipe ]

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



70914 F RDG ADNY 7Y DS

7039 b RDG ANDIN) 7 DS

NP —H52R ROOVTNHDGET, NUT U RET T 477027 f RDGICHET ST N TE
DHEBICDOWVWT  ET,

o ARV AVCEENDZKRHDONY TV R ZEBHIONY 7 MCEELET,
e NUTYVREBEMLULETD,
e NUTP UK =T VANREENE T 7 AN AV R—FLET,
o —HONYTYRETXT 7746 AYR—FLET,
A XAZRDG HHD, TO RDGITEMDINY T > M aeEd 555, SeqScape Manager
EHEALTINSDON) TV N EHRET Z2H0ENH D FT,
N TV NDONEEFANRE N, 2T TCRYSNETFA N 7 A)vE A VR—FF
BNV R EABNICRET BTN TEET, TOFHEICKD, NU TV RAVERE
N, 77A4NVCEENDZTXRTONY TV MTAZAIVHEHAENE T,
F izl ARV AVCEENSRKHONY 72 S EBEHIONY 7 MCEET B, VI 7L
VA T=R TN—=TIBMUTN) TV N EIERT BT ENTEET,

B—0KRIHD FHONYTY EEHONY 7Y MCEET I

AU NI 3 531 [0))] NI NS .
RUTY BT 2 . ARVAVEENZNY 7V MERBEIL, 527V 27 L%ET,

(HLA-3100) 2
- I F—
\H\IWI‘H NIt |\WI|“|HHHHUHIHIHH\ I ” ‘\Hl H|| H‘HHHI\ | ”\H HI\HI‘I
mmmmm GCTCCCACTECATGAGGTATTT CRRCACCRCYyGTGTCCCGGCCYRGCCGEGE
NTVariants | e b b e
index
Reference lhcaccgocgtotoocgaoseggoogogg
Reference-a4 T P P C P G P A &
b &l -=--RCCOGTGTCCCBBCCYBECCGCGE
b oz GCTCCCACTCCATGAGGTATTTC f TGTCCCGEGCCCRECCGOGE
b a3 GCTCCCACTCCATGAGGTATTTC UG T TCCCERCCCEECCGORE
2l i
] 4l
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B6E TJOVIY POIERERER

3.
4.
5.

BEDOKRHD
N7V DEE

Ya—bhv ks AZa—»5 TAdd Variant] Z3#&R L. [New NT Variant] 2171274

Ry A EXT,

N TV s OREEATEICEET 205 #A [New NT Variant] 27107 K 7 ACER

ENE9J,

MNew NT ¥ariant

Inzertion

ROl: |aF250557

Position (bp):

Reference basels): Ig

Yariant basels): I

Shyle: |Ye|low |
Description: I
W Used by all ROz

Create Another... | O | Cancel |

[Style] Faw 77X UAMNENY TV MDOAZA)IVZFEIRLET,
RN TTC MDescription] 7 4 —)VRIZTFARANL, TOK) 71U w7 LET,
HIDIN) 7 2 MEDWTTIA T ~ 4 Zf0IRLUET,

MNHo &I,

BRORIMDINY 7 > FZ2BEHON) 7V MCEET B, 7adc 7 b 754 A2
T7AINVHADOKRHONY T Vb eL 7 AR—F L, E5IKTAT 27 MA YV R— T 505

BEOKMD/INY T > b EBEDINY 7 FMCEET I
Tyl b EEE. KON 7Y RREENEZ ARV A VEERLET,

1.
2.

[File] > lExport] > Project Alignment-Nucleotides | 7 #{R L £3,

ﬂEHport Project NT Alignment

Loak in:

-.-"i.u:l'-.-'aru::eu:I_F'ru:ujEeu::t_l:ilatan | | ﬁ<| b =

| HLA-C specimens

File name: |HLA—31DD_threeSpec:imens_v2_NtAIignment.fsta Export |

Files of type: IFASTA format (* fsta)

LI Cancel |

6-20
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70914 F RDG ADNY 7Y DS

3.

[Export Project NT Alignment| 2 7175 R 7 AT, 7—ZDILY XR— MeziER
L. lExport] ZZ7 Vw7 L%X9d,

NI PDAVFR—F NUTVbEAVER—FTBICE

—_—

Sl

9.
10.

[Analysis| > 'RDG Properties] #3RL £,
INT Variants] %7 72#RL £9,
Mmport] Z#ERL £7,

MNmport NT Variants] #4707 Ry 7 AT, 70V b 7I3A4AYF T7 AL
BEILTEIRLE 9, [Files of type) ' [All Files| %7zix lAligned Sequences | I
BEINTVRT L EERLET,

ﬂlmport MT Yariants

Lok in: IJRF‘SechapeDataFiles j | | ﬁ<| fe =

J HLA-3100_threeSpecimens_v2_Mtalignment.fsta
MewProject?_MNtalignment fsta

File name: |HLA-3‘I 00_threeSpecimenz_vwZ_Mtalignment.fsta Import |
Files of tvpe: IAIigned Sequences (*fsta) ;I Cancel |

AVR=FTBT 7 ANABITEMERLET,
Mmport] 227V w7 LE7,

[Select Reference Segment] X4 7157 Ry VA TRy FZ Y UX bV 77 L
YAXBTRAYMEERL, TOK) 227Uy 7 LET,

JNU 7 2 RS NT Variants ZICBEHIONY 7V E L TERREINE T 3HHHIEZNNY 72
PIFETZARI A ARXAIVFFDONY T FOBEOT T4V s AXAIVTT,

'RDG Properties | X7 7174 R~ AT [Variant Style] 27 %3 L, RDG DT 7 *
W ARANWEEL L, A VR—FLINY 7V FOFHZ AT LET,

INT Variants] 2 73R L. /N) 7> +A [Known | ICHx>TWVWAZ L EHERLET,
OK] 7 Vw7 LTNUT7 VM ERIRELET,

TOITY FTCOEE ROGETNI TV Ty MOGBINT AT EATEET,

INDUT > b DIERR

[RDG Properties | % 717 Ry 7 ZAD [Variants] X7 T, /N 7 > b OB %
AILET,

» [RDG Properties] X717 K7 AD [Sequence] 27T, VI 7LVA =7V

FOMEZERLE S, N7 2 MBI 2@ Y& Sl HERIC [Variant] X177 817
Ry 7 A AENE T,
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E6E TOVIY MOERLENR

7aI T FTHBRNUT Y FEERT B

1. TProject] 7 > R 7h 5 TAnalysis | > TRDG Properties] 5K L. TRDG Properties |

ZATaT Ry 7 AZEEELT,

2. ROl 27%%VwZ L, [Add Variant] Z3RLEJ,

General ROI| NTVariants | A4 Variants | Variant Syle

Layer 1

baFz50557 57414348 embla)277102.1H..| 4]
2 PHLAG exon2
| 782 276
el o
Layer 1 setting
MewCarer LaverName [Lmer1 Index Codan Number [f Orientation
Library I—Ll E“I Translation Frame [ -] [Fight =]
[ROIName [Segment [Seq. Start [Seg.End | ROIStart |ROILength [Translation [Color [on Laver1 |
[ aF250567 AF 250557 1 782 1 792 = ~ =)
2 & | 0il7414348/emblA)2TT gil7414348(emblAd 1 276 1 276 F ~
3 HLAC_exon2 AF250857 1 270 0 270 ~ r
4 |HLA-C_gene AF250557 1 792 0 792 V¥ ] [ —
5 |HLA-G_intron2 AF250567 71 516 arn 246 r (] -
4 »
2] Reference Sequence - l—l QCLOCCACTE CACUAJYTAT CLCTACACCY COUTOLCoCy a0 |
7 a1 QCCOUYCoUt YUAUAYOCCC YOTLCATCLC Aagrggctac a0
2 gil7414348lembl27 71021 JHE. 0 JLOgACEeca CYraELoT gragtiogat agogacgrey 120
121 cgagtecaay agggyagocy cgggcgeegt gggtggagea 160
161 ggagggyccy gagtatiygyy accggyagac acagaagtac 200 -
201 aagcgccagyg ga ccgagtgage ot 240
241 tgcgoggota ctacaaccag agogaggccy gtgagtgacc 280
281 coogocoddy Jogcagytca cfacccotoC CCATOCCOCAa 320
Hl | L'j 321 - Stgagatc 380 =
Add Fet Segment | A — | ol RerEearent | Add Variant add ROl
Save To Manager As. | oK | Cancel |

3. [New NT Variant| X702 Ry 7 AT, N7 O (IBase Changel.
lMNnsertion). F7-iZ Deletion)) ZFEIRLET,

4. [Position) ZERL. [To) (hiE) FziZ Variant base] OWVWINHEFTRL F T,
X . TReference base ] Icid, MEICEDIWTHBINCANIENE T,

New NT ¥ariant

ROI: |aF250857

Position (bp): |1

To

Reference base(s): Ig

Wariant baze(s): I
Style: |Ye|l0w
Description: I

[+ Used by all ROls

Create Another... | ak | Cancel
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70914 F RDG ADNY 7Y DS

VA= S78 XaN))
N T D&M

5. RBEITISCT, NUT7 Y FORRICHHATEAZA)L (1) ZERL, NV 7 2 bOF

e ALET,

6. [Create Another] ZZ7UwZ L TCE5ICNN) 7Y EEBINT A, TOK) X7 v Y

LTNY 7% RDG ICIRFELE T,

Fav g Mo\ 72 FEEINT ST

1. [Project] 7 > K5, [Analysis] > TRDG Properties| Z#RL £ 9,

2. TROL 277%ZERLET,

b

RDOWTNDOEFZEITLT, N7 Y M DWTHRELE Y,

o BN T Y MOWIST IR T TIIRIND T V- OEEREOHIH 2R L K,
o FHANUT Y FOMHANIEZ ) Y 7 LET,

4. TAdd Variant] Z#ENLE 9,

T Wariants | A4 Variants | Variant Stle

3

gil7414348|emb)J277102.1H..| |
PHLA-C_sson2 ﬁ
a2 278
s
Layer 1 setting
M Layer Name [Cayer 1 Index Cadan Number Orientation
Lbraw: [~ ~] | TranslatonFrame [T <] [Riart =]
[ROIMame [Segment [Seg. Start |Seg.End [ROIStart [ROILength Translation [Color |on Laser1 |
1 & |4F250557 AF350557 1 792 1 792 I3 2 =
2 @ | gil7414348/embAJ27 T 0il7 414348 emblAL 1 776 1 76 ~ =
3 |HLA-C_exonz AF250557 1 270 0 270 v r
4 HLA-C_gene AF250557 1 792 1] 792 ~ r =
5 |HLA-C_intron2 AF350557 i 516 370 246 i r -
4 »
Al 1 gotcooacte catgaggtat ttotacaccy cogtgtocoy an 4]
a1 JCCOgUecys guagagcccc gottcatcic aghbgy. ctac a0
Blemb|8)277102.1]HS. a1 geagrregac 120
121 cgagtcoaay agggyagecy cgggogecdt gggtggagea 160
161 ggaggggecg g accgggagac i) |
201 ARYCYOCAYY CACAYACTYE CCYAUTYAYC CTUCYYAAcC 240
24l agcgagyccy 280
z81 gegeaggtea c 320
_'j 321 - I - . . Stgagatc 360
il | » -
idd et Begrrent | || Pastz Feh Seament. | Selit Ref Begment Add ROl

Save To Mansgerde.. | oK. | Canesl |

5. INew NT Variant] ZA 7 107% 5Rv 27 AT, [Position] 33& T Reference base] H AN

ENTNBETLZHEELXT,

6. [Base Change]. llnsertion]. F7ziZ Deletion] =71 w7 LT/N) 7> s OFEE

73R L. 'Variant base| IC ASJILE T,

7. REITETT, NI T Y FDARA)VZEERU, N7 2 FOFIHZ AT LE T,

*®

OKJ] ZZ7Vw oL, NUT7vbrzTadcy MIRFELET,
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E6E TOVIY MOERLENR

FOTTH RAD THTLH MeA Y Fe FE AT Y ME. KOWT DO TS B BEN B D £ 5,
NIbe > \\ _
NUTZ DAY= | ks nes 2 77 4B
e PR R ENE Y= VARG ENDTFE R T ALt
N7 b&E7OVTY McAVR— T BICiE

1. RDG Properties| X+ 717% Ry 7 Z7%iE, INT Variants] X 7% IRL £ 7
2. Tlmport] 27V w27 L%,

roperties

rtie |
General 1| Rol [T Variants | 44 Variants | Variant Syle
Type ROl Position Rsference Variant Stle Description _|Usad by all ROls
Change Base  |HLAC_ewon3 |75 a M Known lves
Change Base  |HLA-C_exon3 |68 a a Know: lyes |
New: Oper. Import Export Deletz . [ Table Format [General =
Save To Manager As | ok Cancel

3. WYUET 7 ANERIHLUGERLED,

A DT 7 AV, TFile Types] 74—V R TIREI NI Z T TRYSNZTF A B
T7AINTHBZRLENDHDET,

4. Tlmport] 271U v 7 L%,

ﬂlmport NT ¥arianks

Loak in: B Tutorial Data n | | ﬁ<| b =

1 0a1-edited
1 0AZedited
1 GAd-edited
HIv DE11 88-typeT e

File name: |txt Import |
Files of type: ITab Delimited Yariants {*.tt) LI Cancel |

5. UI7LYARTAVFEERL, TOK) 270w 7 LET,

T—R7%A Y R—=19F%&, Import Results] XA 7075 KRy 7 ANHE, £ R—F
BT MO ERREINE T,
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70914 F RDG ADNY 7Y DS

7. CONHZHERL. TOK) 227U wv 7 LET,

Egalmport Results ) |

@ 15 Variants IMPORTED
B were recanciled with the reference sequence
1 Variantwas NOT IMPORTED
1 notvalid
0 duplicated existing variant(s)

There were 0 parsing errors

See the log file for mare details.

Z D23 7 A TRDG Properties] 27717 K 7 A0 [NT Variants] % 7IC#&R
ETNET,
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B6E TJOVIY POIERERER

78917 MERDAVKR—FEI I RKR—F

A1V R—b &
I AR—PMIIZDOWT

SeqScape Manager
YK % el o

SeqScape Manager
B5DIT AKR—F

Tudzl MEROA VR—FBIXUOZ I AR—2i75 L, Tudz s Mimzloay
Ea—RICHE T BT ENTEXT,

Project Template, V 77 LY A 7—& Z)—7, X7LAFRBXCT7I/BNN)T7 Vb
#. T4 751, Analysis Defaults DT 7 AR— kX7l A >R — b, SeqScape Manager
MHITHTEMTEET, THUTKD, BRAKRT—% AT ORRZHERB XU TE 5
XIIKHDET,

7 ¢ SeqScape Manager DL AR— b BXTA VR —MERETIE, 7 7 A IVHLERT CTF
HHENET,
SeqScape Manager h541 iRk— b9 BIciE
1. [Tools] > 'SeqScape Manager| ZiER L £9,
2. AVEKR—FEODEROR T 2R L KT,
3. Tlmport] Z7 VU v 7 LX9,
4. AVKR=FIBT 7 AN BEHLET,
5. Tlmport) 227 Vw27 L%d,
AVR=F LT 7 AV R T DOV A MIERRENE T,

SeqScape Manager h5 IV AKR— b+ Bl

1. [Tools] > SeqScape Manager| ZiER L £9,

2. IUAR—FICOEREDR T BN £T,

3. URXMDHLIIRAR—bT277A)VEERL, TExport) Z#71Uw 7 LET,
4, TV AR—bT55MzREIL X7,

5. RBEITSUT, off LRT2MALTT 7 AVOAHTZZE L LT,

6

[Export] Z#7VUwv 27 L%9d,
IUVAR—=bLET70VE, BlOTHOY 27 McA Y R—FTEREXICEDET,

6-26
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ERODTT

COETIF. ROWEHICDWTHHLET,

DB D T = T e 7-2
A S A N 3 o LV 7-3
PrOJECt B L L 7-4
SPECIMEN B L= L 7-8
SegMENt B o m . 7-9
Sample B o 7-12
INU T VR DZRTR oo 7-15
| N 8 a1V 7-16
LR N DR e 7-17
LAR—REe 7OV a7 MEROEIR . 7-18
Analysis QC LA 1 oo 7-19
Mutations L' — b Lo 7-20
AA Variants LR — b Lo 7-22
Specimen Statistics LR —F . ... 7-23
Sequence Confirmation L'R— 1 ... 7-24
Base Frequency LR — b 7-25
Library Search LR — b ... 7-26
RDG LR ;o 7-27
Audit Trail L= 7-28
Genotyping LR — ;..o o 7-29
LAR—= R DA AR A R 7-32
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B7TE BRORT

CDENDT— 70—

R

1. Analysis Defaults &
Display Settingsd £

P

®4E

2. YI7LYR F=48 T)L—TD
1ERL

P

®O5FE

A4

S UIFLYR =7 v AMEM
- ROI o ERk

s LAY DR
FIATSIDYLY

ROI

s ROLEAF R NYT Y ROEM
CTE/EAN)T Y OB
CNYTU R REALDERE

3. Project Template M{ERL

EIREH

%6 %

- RDG
+ Analysis Defaults
- Display Settings

4. 7OT Y OERERIT

v

5. T8 L LKR—FORT

%8 E

6. T2 DB LiRE

oo =

®9E

Project Template M:&iR
ARD A DB
YUTIN T7ALDA VR—+

VI o THEHETT H0E

745

- Project Ea2—

- Specimen Ea—
- Segment E 21—
- Sample Ea—

s R—=2a—=Y vy
STANBYVY
s TEVIL
SaAVEVHR
CTIAUAVE
- LB
FSATSUBRER

7. TYRR—+ &R

- LR—+b
CTIA4 A hENETRDIY b
FAVEUHYR V=T UR

CTIA AV RSN UTIL =TV

CHUTIL TFAL

7-1 T2BLXULKR— bORTFIEDMULEMF

Report Manager

- Analysis QC LK— b+

- Mutations L7K— k

+ AA Variants L7/R— k

- Specimen Statistics L/K— +

- Sequence Confirmation
LR— bk

- Base Frequency LR— bk

- Library Search LR— +

- RDG LKR—k

+ Audit Trail L7R— k

- Genotyping LAR—k

7-2
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7avzv b F=2c2WT

7Ok 57—

ZITDOWT

Tzl MR ROBXTERTB I LNTEEHT,

Project 2 — - IXRNTDARVAY AV YR =V ADY<Y

Specimen € 22— - EARVAVICEHEENEZTANTOET AV s =7V ADY Y
Segment €2 — - FL T AV MCEFENZITANTOY U T)V o—F Y ADY<Y
Sample ¥ 2 — - YV TINOT—2DY <V

T—RODRTE T VA TRIE ROFREH > TRRENFT,

BIVIAR—A (FFRIGBRLEI v 7 AR—R) . B—0D IUB a— RTEINET,
RIS OWTIE, 18k C TBERE ] 2SR L T 72T,

TIA XY NENTY =T VANDAR—RAIZ, By aTERENET, AX—RIEIT
D= VAR EENTOER A,

Dots ¥ 2 —38 XU Collapsed NT 2 —TiF, V77 LYVAE—HTHLFEMN Ry FTH
RENET,

Project Ea—Tlk, 7I A AV RSNV T 7 LUV R =V ANT—T )LD B
REN, TIARAY R ENTZ—FT VY AFZFDOTDIFICERRENE T,

Quality Value ®F;x  QV (Quality Value) (3, BTN = ABXC AR Y R = Y RITDW T EP
IONTBBED FITNN—THRRENE T, N—DFEEX, ICK-oTHEE NI 1 ~99
DIEICHIE L TVET,

E:150~99DQV T, QVN—DY A XL tFFRT T,

p=

Quality Value DFFHICOWTIE, H10%E YUV BITa Y Y XD Quality

Value] ZZHRLTLZEW,

TOAJVITHI P F—E0O Tudrl b F—REIIVAE—FTBICE, 93 R—YD [F—X T7 )VDLTY AKX—
TIHRAR—PFER R ZBRLTLEZY, F—2ZHRIT 312, 9-10 R—YD [F—& & LKE— D)
EBILTLEED,
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Project £ 21—

Project €2 —ICIERD 3 O 2 —DH D, —FIC 1 DFTDODRRTHIEMNTEET,
* Expanded NT
* Collapsed NT
* Expanded AA

Project E2—MD&K Project Ea—%RRT Bl

1. o7y r FEHEET,

2. TActive Layer] Fawy 7 XY YUXMhE LAV RLET,

3. FET—Tay RXAUO LT, [Project] 7 A AV 7Z2EIRL £9
4. R 7-1 OFMHE > THERD Project E 2 —Z2FKRLET,
®

7-1 Project Ea1—

Ea—- FIIE N

Expanded
Nucleotide @ =

M HEM N R joe 2T UH|IA]|  Active Layer|HLA-C_CDS =] Tab jumps to nej
g0)wy [l = 2 d=d Nuclzatide view

Li—a— Project Mavigator LA 3100

° ®-[ETH2-c-3100 Mcnown Variants |
HLA-C_CDS ROls Wtadrexonz
i variarts (I
Summary - - ACHECCGTGTCCCGGCCYGOCCGCGOAGAGEC
MTWVariants b e et e e e e e e e
index E ] 40 E
Referance hogratrrcracaccycogngrccpggrocggcgoggagagcc
Ficterence-44 R ¥ F ¥ T & ¥ 5 R P G R G E
» a0z | f----------- ACHECCGTGTCCCGGCCYGOCCGCGOAGAGEE

.....
7

= ) B oH e

uailae| [ ML Active Layer[ALAC_CDS S| | Tab jumpsto ne

g HL

Collapsed E %
Nucleotide 7wy el Collapsed Nucleotide Yiew

P
LE9, E1HLA-C-3100 | MKnown Variants \
HLA-C_CDS ROIs [pHERFErssan2 m
il Variants I I

Surmmary TKMHSRSSSHSS WRYCYCSYG KUYSWE
MNT Variants L. o000 Lo b oo
Index 260 533 44
Reference cgccgagegage

» 3602 TKMHSRSSSHSS WRYCYCSYG KUYSWE

COEI—TUE T IAAY MENE) T 7LV RERTZE DT LD+
DMRRENET, VI7LVRA V=5 VR E—HTREEIF. Fy b
DEREDREICEDST Py b TRRENET,

7 . Expanded Nucleotide & 1 —ICR3ITIE. @ (Expanded
Nucleotide View) =27 1) vV L%,
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Project 12—

£7-1 Project £1— (#¥)

Ea— FIE E. N

Expanded
Amino Acids @ =

R 2T M | Jlal| | active Layer[iLac coS=] | Tabjumpsto n
g)w g . 0
L/ij— Project Mavigatar HL&-C-3100
(XU LAF ° W EHA G |Mrnown variants
R~ HLA-C_CDS ROls BHLRCIEonz2
k=i oo | L] | []]
Z@@ER) Summary EATLFSWALCFYPAEITLTWOQFDGEDQTOQDTELVETRPAGDGT
LAAVANENEE h h s s e e e e e e e e e e e e e e e e e e e e e e e e e
Index 201 zll 221 231 H
Reference-A4 EATLFCWALCFIPAETITLTIWRFDGEDQATADIELYETRPAGDGT
P 2602 EATLREI&IALGFYPAEITLTUUFDGEDUTUD"IELVE'IRPAGDGT
4 » J _’l
o —

EDT7I/BOLICRA YA EBOEEEICT HE, ZOMBOME
HOBBWRE D K HERENET,

F D AFOROXF (F74IVE) & MBEITSI RN VOMAEZETRL
£Y,

E

W|LA]|  Active Layer]HLA-C_CDE =

Tab jumps ta ne

Dots |T_ﬁ %

.......... i

] CharactersiDots
ot Navigator LA-C-3700
HLA-C3100 | Minown Variants
HLA-C_CDS ROIs BHisse] ez

LIl Variants

[Summary TTCWTCKCAGTGGGCTACGTGGACGACACGCAGTTCGTSCGET
MNT Variants | ... ... I S
Index T 80 a0 100
Reference Ltcategcoagtgggetacytygacyacacgeagttogtgeagt
Reference-24 F I A V &) ¥ v ) o T Q F v Q
P 2602 e G.

8(\)/nsensus 1 w %
g)wy W HLa-C-3100

Lij‘ Froject Navigator HLA-C-3100
° EIHC3100 | Mknown Variants I
HLA-C_CDS ROl BHIAE: sxan

lail variants |
Summary TTGTGGAGACCAGGCCAGCAGGAGATGGAACCTTCCAGAAGTG
2 * e
- Index 150 1e0 170 180

7 U Vi /7 Reference

Reference-44 L ¥ E T R P A G D G T F Q K

b 360.2 SHpnnnen sinielifie o D0eROROR.DORNRD 0 ul

TTGTGGAGACCAGGCCAGCAAGATGGAACCTTCCAGAAGTG

vz
AVEVHZ QY

FBREOEICRAVAEBVWREERICTHE. TOEEICEIVHT
5Nz QV OBBELNRTENE T,
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=71

Project E1— (&%)

Ea1—

FliE EaN

Electro-
pherogram
Snippet

1. Expanded Nucleotide £ 1 —%fzld Dot E2—T. YU KFIERARI A ¥ —

TUADIBEEERLET,
2. ARV AVRZDMEICHZ=AR =0 )y 7 LET,

DIEEE8

B [5024] =]
-

o
Project Mavigator AHLA-C-3100

uailae| [ A Actie Layer[HLAC_CDE =]

Tab jumps to

ne|

2] HLA-C-3100)

Known Variants

M .J‘
HLA-C_CDS ROls WHIAC Exanz HLA-C_exon3
puverians | J[I ][I [I0IL 1] | ||

Surmmary FAAGTGGGCAGCTGWGRTGGTGECTICTGGAGALMGAG
NT Variants
Indsx
Reference
— T Reference-Aa K W & A V| |v ¥ P & 65 E E
=/ > | 3602 FAAGTGGGCAGCTGWGRTIGGTGCCTICTGGAGAAGAG

[ CTEWERE

360.2-Cx4R_02

360 2-Cx4F_01

ILZ kO
JIAg5

Tooo

NG ik 1

el

S

S [CHl] + [Z] F—#&ET L. TLY FOTIOYS LOKENE 1 —DHRRICET

TNEI

View
Aligned EP

Ative Layer

|J@% NN T TN

8 HLA-C-3100
YY) .
7 ) /7 Praoject Navigator | 4HLA-C-3100

[ ]

HLA-C_CDS =

Tab jurnps to ne:

[_151]

Known Variants
HLA-C_CDS ROls PHIAC &

L, g a_o 2] HLA-C-3100)

o

HLA-C_sxon

360.2-CX2F_0

JET I ) e |

L

7 cr cTICw -
»

Jall Variants | |
[Summary ACMECCGTGTCCCGGCCYGGCCGLGGAGAGCCEGGCTTCWTCKCA
T R g
Index 30 4an 50 &0 70
Reference sccgecgtgteceggrecyycgycygyagagecsbgctteateges
Reference-24 T A v 3 R P &) R &) E i R F I A
w 3602 ACHKCCGTGTCCCGGCCYGGCCGCGG&E}AE}CCC

CcCE

[

A

FocrTouTCl =
fccTTow

Inverse View

O O paey

M LA Active Layer

'
HLA-C_CDS=|  Tabjumps to ne

KT
¥ 10

70wy Lol

F'mer:tNawganr AHLA-C-3100
L&,

21 HL-C-3100] Mknowm Variants i
HLA-C_CDS ROIs PHEACEson2
e Variants
ISurmmary

T Variants
Index

HLA-C_sxon

Reference
Reterence-ad
b 360.2

7-6
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Project £ 21—

=71

Project E21— (&%)

Ea1—

FIE

E. )

QVs with
Snippets
Ffzld Dots

Snippet £ 1 —%7zi¢ Dots E1—h'5. %> 7))L QV & Bl Efziga> 2% 2 QV
D]« HBBVNEFEOESEY )y 7 LET,

D DN
Qv

Y7L Qv

FREO QV NG BEMEEINS CHEIDEENMETINSET) QV
DELLBVWILEZERLET,

FBEOLICRAV2ZBWEFICT R L. TOBEICEIYHTSN QV O

Iroject Mavigator

qLAma uy

2] HLA-C-3100)

¥,

nown Variants \
HLA-C_CDS ROls PHLAE  exon2
veriaese | [l | LT

GAAGTACAAGCGCCAGGCACAG

Summary
MNT Variants

CTGHMCCGAGTGAGCCTRYGER,

Indesx 200 210 220 230

Referance |gasgracaasgcgccagycacagactgacogagtyJagcotygogys;
Reference-ad ¢ K ¥ K _® o & af|T p R ¥ § L R
- 360.2 In. .ol I

- =alll o | -
GAAGTACAAGCGCCAGGCACAG TGHCCGAGTGAGCCTRYGER.,
— i o r
a Chaca TineCC
360.2-Cx2F_01

=

et L LA T
a caca romcce
360.2-Cx2R_02| M\
i b&\ /V[&)(
. 1 T 1] - 10}
aw

ERFRTRENE T,

Identification

1. T4V RUDTRICHZ AT )Y b N\—HEEDFELEDZETN—%Z SV Y

LET,

2. ARV AY =V AADBREZEIRLE T,

A7)y b

B8 HLA-c-3100

Praject Navigatar

4

HLA-C-3100

] HLA-C-3100

Known Variants
HLA-C_CDS ROls PHISE Jesahia

Wl Yariants

JN—

Summary |- - - - - - ACMECCGTGTCCCGGCCWGGCCGECGGAGAGECCT

MTWariants |0 o v v e v s e v i e s s s e e b e e s e e e

Indesx {1} 30 40 50

Reference CtoracaccgocgogrocEggEorggoogoggagageced

Reference-48 F ¥ T A v 3 R i [t} R [t} E P

P w02 | |------ ACMECCGTGTCCCGGCCEGGLCCGOCGGRAGAGDCCE

1] L3 1T B

% J

|dentification of 360.2

[FPos 28 NTPos 15 23 24 28 29 B0 B8 1
Codon 5 8 8 8 10 w33 4
CodonFos 2 1 2 2z 1 HE: 3
R s o

Cw*120221 Cw0102 52 R T W ] R

Cwr12021 7/ Cw0102 53 R T w ] R

CwT02/CwH30 54 R T W - R

CwM203/CwrD102 56 HI T w -I R

4

i

# Diff) ALK& aAVEYTR
V=T VRET LIV V=TV RT
BIZ > TV BIEEDEHIRTENE T,
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Specimen £ 1—

ARVAVOFRERIZ. VI 7L VA BEDOLAYICEENS ROL, BLXUTAVEI YA v—
VA DNTC ARV AVCEENBTXRTOY VT IVDONE L JFRDOBRAK E L TERE
n%d,

Specimen £ 1—%#&RR9 B3Il

1.
2.

WROIAY 7 M EAEET,
[Active Layer] Ry 72D UXA DS LAVEERLET,

FEF—vaY RAVT, TuVr s MEME WEASE). TSpecimen) 7 A 127%
BIRLE T,

File Edit Yiew Tools Analsis Window Help

cf & @ & 0153 #3x|r B 8|
O R S S B Es] JEE MBS | Active Layer[HLAC_CDSZ] | Tabjumpstan
g H [
Project Mavigator HLA-C-3100 f 3602
N 1 1 -
FEHACI Mo AF2Z5055T gil7414348 | embjal27 |
793 277
0 5S16 0
Active Layer ROls THIAE, 2 [HLAC exon3  _ [HLAC exond 1
270 79z 278
Conzensus
3' Coverage
, (RNl e e (AN T R B
5' Coverage:
Samples: + 360.2-CX2F_01 > BB0.2-CXAR_02 1
1 ] R — —— 3B0.Z-CXAF_01 3
«E00.2-CXIR_02 1
- 360.2-CX3F_01 3
-
Al »
lLegend: Clear Range | Known Variants | Unknown Variants

7-8
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Segment £1—

Segment £ 21—

Segment ¥ 2 —IZid, RO 2MHDOE 2 —H b X T,
e Layout Ca—-ZDaAYE YA T AV LY T 7 LYACDNT, YU IVOfiE s

TR ENT AR DT RENT T,
e Assembly Ea— - ZDaAVEIHYRESVTNDRXILAF R =T VA VT IVOLT

Lr7ba7zul oL 7%, BRUOLa—DENEKERENET,
D Assembly B a—ICEREINTVEE 2 —DNME (HDORY 7 R) &, Layout € a2—Ic
WDTAVTRENET, Assembly € 2 —THEDMEICKEIT 5ICid. Layout o —72 7

Segment E21—®D
xR

Vw7 LET,

£ 7-21%. Bi& 7% Assembly © 2 — O RLTVET,

Segment £ 1 —%#&RRT BRIl
1. R&Eoyayzs hziEEd,

2.
3.
4.
®

7-2 Segment Ea1—

lActive Layer] R 7X oY YA DS LA VZERLET,
FETF—2 a3y RAVT, ARV AVERE, AV M 2ERLET,
% 7-2 DFNEITHE S THROD Segment ¥ 2 —%FFRLET,

Ea—

FIE

E- )

E‘a—o

=7 380.2

B2 HLA-C-3100

Layout_Assembly

HLA-C-3100 ¢ 3602 [ AF250557

Layout rLayoytJ ) el B s ums| [ETE[EA] Adive LaverFAG cDS] Tab jumps to next
9 7 %%*R L/ § HLA-C-3100
EEE s
=7 380.2
— 2 Unas
= AF25
= gilr4
| 360.2-C¢ 3 |482 |78z [311 |348
|ET I le1e Za | IE1
27 127 237 327 427 527 537 737
360.2-CREF_01
S&ZfEXZR_DZ
360.2-CX3R_02
[«\x 360.2-CX3F_01
4 »
—
Sequence lAssembly | Gl B B e = e [ BN | Acve Layer G COE] | Tab jumps to nestly
Assembly | 2 7%&EIRL

2 Unasi || 380.2-0x|5 27 335 309 29 337 0.0 21 10.68 =
= AF25( || 360.2-Cx |3 46 227 182 269 a8 0.0 21 385
h !3 360.2-Cx |3 482 792 an 349 349 0.0 33 257
~B3 ST 7 > 23 253
g8 i 7a2 a7 253
’ Ea -~
3
o2 g e I T n |
Ei 177 187 197 207 217
ACTATTS CCACC LGACACAGAAGTACAAGCGCCAGGCACAGVCT

LGTATTSGGA
A

178
AGTATTS
'

139

cc

lec

'

las | . 1aa .

AGaCACcAGAAGTACAAGCICCA
' '

'
129

ACACACAGAAGTACARLEGGE
, \

119

209

109
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&£7-2 SegmentEai— (HE)

Ea1—

FIiE

E. N

Dot
Assembly

[Assembly |
27 %EIR
LEY,

[ =

AN
Lia-o

Froject Mavigatar
B E]HLA-C-3100
=7 380.2

5 Unas
R EY

B3
B3
B3
B3

= 2 gil74
B3
B3

0 = = W -7 i

Active Layer[HLA-C_CDS =] Tab jumps to next]i

HLA-C-3100 / 3602 [ AF2B0657 R
Layout Assembily |
360.2-Cx |5 27 335 308 29 337 0.0 21 10.68 =
360.2-Cx |3 48 227 182 269 88 a0 21 385
360.2-Cx |3 482 7az 311 348 39 a0 33 287
5 : z T =

177 187 197 207 217

Electro-
pherogram
Assembly

[Assembly |
2 7 #EIR
l/ i 3-0

. Sample

T—7ILT
YT IVE
BEIRLET,

. BRI

07z
av>L0D
a1 [
AN
L. 12D
Il bhO
JIog>
LDGZEIE
[liii] =
gy
LY,

o = e e T -

|| Active LayerJHLA-C_COSE]  Tab jumps to nextft

HLA-C-3100 [ 3B0.2 / AF250557
Layout Assembly

360.2-CX |5 27 335 308 28 a7 [} 21 1068 2
360.2-Cx | ¥ 46 227 182 269 88 0.0 21 385
380.2-CX | ¥ 482 782 311 349 38 0.0 33 257
3 5 253

1?7 1?7 1?7 2?7 2}7
AGTATTS ACC AGACACAGAAGTACAAL A CACAGVCT

cocc
LCTATTECGACE SCACACAGAAGTACAAnECEE
| |

181 191 201 211 2

AGTATITs a0 AGeCAcAcAA TAC_AA cocca cacacvel
' | | ' '

143 133 123 113 103

- Aarel e M N NP Mo

Qv
Assembly

FAssembly |
2 J7%EIR
L&Y,

N wylae

DIHZEIE
Bl %
272
D A
2 QV D5
Al il %
gy
LEY,

=[S HLA-C-3T UL
=7 380.2

([ emn jer jows  jaws  jea jouruu o 1
360 2-C| 3 |46 |227 182 268 L] 0.0 21 365

36 782

L \D ]

177 l?? 197 z07
ACTATTS LCC AGCACACAGAAGTACAAGCGCCA CLCACTYCT

ACTATTSCLACE S GACACAGAAGTACAG G EELsnCACS
178 13 128 20

sme BRpuB DODD ® (HD; == = 0B DR D¢ REOIIN

ASTATT:ccaCC AGaCACACAAGTACAAGCCCAGECACA
159 129 11 109

Layout Assermbly |

360.2-Cx |5 27 330 309 29 337 0o 21 10.68
360.2-Cx |3

360.2-Cx |3
s

TR |

1?7 l?'i 1?7 207 Z]‘fi

1 s I D OD 1 ... .al1 -

ALGTATTS ACLC AGACACAGAAGTACAAGC CCA CACAGVECT
||| (I0m nBD 0 nmm @ memrprozroE BponE

vamiTrancaee L TR - 55 i
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Segment £1—

&£7-2 SegmentEai— (HE)

Ea1—

FIiE

.8

Assembly

(Electro-
pherogram
Eai—58&K
U Qv
Ea—i.
Sequence
F7zld Dot
Ea1—TfF
FARI8E)

1. TAssembly
2 7 &ER
LEY,

2. [ %

gy

l/ i _g'o

Bl %

N

L/ E 3-0

4. o %
70wy
LET,

3.

D sl B9 % % foedEa [ )| active LaverSHLA-G_CDS -] Tabjumps o nextl

-C-3100
Project Navigator | 4HLA-C-3100 / 360.2 [ AF250557
E-EIHLAC-2100 M Layout Assemh\yl

-1 380.2

360.2-Cx |5 27 335 209 29 337 0o 21 10,68 =
360.2-Cx |3 227
792

7
1 s 11 1001 ... ..ln _1 -

AGTATTS AL AGCACACAGAAGTACAAGCGCCA CACACVCT
I yIIE 100 0 mER 0 g T ——_ - TEE

AGTaTTH AL AaCACACAGaAGTACAagcGCcCa CACAOwCT

181 191 201 211 2
sme BRpED REOD ®0 ;OB == =« 0B DO;0N HREHDD a0

AGTATTs ER AfeCACcACAACTACAAGCyCCA CACAGCvVCT

143 133 123 113 103

el SN A A NN o
4 S ] [ L'_I

FOAVEUHYR V=TV ADEEDLICRTENZED R Y b+
. AV VHREVTFPLVR V=TV ADFELTWR L%
RLEY, £ YU TIVOEBED EITRREINZF/FD Ky b, 18
EAOAVE YR O—FJcL>TURES N EERLET,

D=

o« [ 5 [=] (zoom tools) #EALT. £a1—&KEAMIC
X—LAVIT7YRLET,

o [I&] (Aligned EP) #ERLT. TLZ bO7 OS5 L E—2D
EAME—I Y | BEDFEHBYICADETT S4 %> hEND
£5. ILY bOT A5 L E— o EKEREICR T —IVBE
Li_a'o

. (View Column Selector) ZfERLC. hZ L LI 2%F
ViTL, EEOZEHRYHTO (R —IVEEEThTULELY) T
LY hO7 1095 LOE—IICBDETT 54 AV bEnffl
BEZRLET,

. (Inverse View) A LT, SRORTEBEETYYEZ
ij—o

e [Find) KX U TFind Againl #ERBLT. 7F A M ERRLE T,

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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Sample Ea1—

TV IVOFERICIE, YV TNVOTF—=2EERITXRTEENE T, Y TIVoTF— 28,
RDRATICERENET,

®R7-3 Sample Ea—D%J

27 RTRENB1ER
Annotation T2 EZDEICEEY 2158
Sequence NT O— RCTRENEY Y TIVDY =TV R, i PTLLT B, —F
VRAlE AR=RATRYSNT 10 XFTDDY TR MU VT 5 A&
TNTHRRENE T,
Features St&E & iz Clear Range &M DEEDMIE

Electropherogram | 4> 7)LbpT L4 bO7 10495 LE LT Basecall ¥—%, Clear Range
oA TN T —2IIKBTRRIINE T,

Raw JIRTAVY TFHIAFITL>TEYIIAE Nz Raw Data

Sample E1—MD&KTR Sample Ea—%&RTT 3l
. M&o7yayzy hNEHEET,
2. FET=varRAVT, ARVAVEHE, BT AV NEHEET,
3. YUTNWEERL, 27 ZERLET (K73 22U TIZEWV),
4. Ba—RZETBIE, FiLLnETZ2ERLET,
5. MOV TN EERT ZICE, HANTOEET A EDSH LT VT IVEFERL, 2

TR L £9,
5DODRTICERENZE 2 —DhlE, 7-13 X—=I D% 7-4 [Sample ¥ 2— ] ZHBHLTL
7ZEW,

7-12 ABI PRisM SeqScape V7 k7 v21 A—H—HAF




Sample £ 21—

£7-4 Sample £a1—

27

EGN

L/ia-o

L

Project Mavigator
E-E]HLA-3100_threeSpeci

TELE]

]

Y7V QV ORT/IERTETVEZ BT,

iy

Annotation W m e s = T T ||| Aeive Leyer[LAT COBE]  Tabjumps tone
Project Mavigator 4HLA-3100_threeSpecimens_v2 | A1 [ AF250857 /1 &1-3F_01
B-15] HLA’MDD_‘WEEBPEC" nnotation | Sequenca' Features' Eledrnphamgraml Rawl
E‘ UAL Data Collection
- U;;;;;;"Th‘sd Sauple name: A1-3F_01
Model: 3100
Pumber of Hcans: 11557
Length: a01
Bai-2F 01 | [stars R 1/24/2001, 14:47:13.0
2 gi[7414348]en ||[Stop Run: 172472001, 17:16:14.0
Collection Started: ls24/2001, 14:47:13.0
Collection Stopped: 1/24/2001, 17:16:14.0
Dyeset/Primer: DT3100POP&E{ED }vi. mob
Lot number: oolooos
Expiration date: 2001/05/01 12:00:00:000
Instrument name: SHTEST
rate in Hz: 1.7857142857142858
Collection version: 1.0
Data Analysis
Baze Call Start: 566
Ease Call End: 11557
Peak 1 Location: 1]
Ave Signal Intensity: G {l442j, A [885), T (633), C (556)
Channels Ave.: 1
Basecaller: Basecaller-3100P0PGSR.bop
Bazecaller Version: BC 1.5.1h.3
EBase spacing used: 14.219999
Length to Detector: 50
Tube Position: A3
Module file name: StdieqS0_POPEDefaultModule
Sequence 0 B s = e EHRRET | ActiveLayer|HLAC_ OS] Tabjumpsto
Project Mavigator AHLA-3100_threeSpecimens_»2 § A1 § AFZBOSST [ A1-3F_01
Eg_:l HLA'NUU_‘WBE’ Annotation Sequence | Fsaluresl E\sdrupherugraml Hawl
= UA1 1 CTCCAGAGGA TGTRCYGGLT GCGACCTGGG GCCCGACGGE CGCCTCCTCC 50 ;i
51 GCGGGTATGA CCAGTMCGCC TACGACGGCA AGGATTACAT CGCCCTGAAC 100
101 GAGGACCTGC GCTCCTGGAC CGCYGCGGAC ACSGCGGCTC AGATCACCCA 150
151 GCGCALGTGG GAGGCGGCOCC GTGAGGCGGA GLCAGYGGAGA GLCTACCTGG 200
201 AGGGCACGTG CGTGGAGTGG CTCCGCAGAT ACCTGGAGAL CGGGAAGGAG 250
251 ACGCTGCAGE GCGCGGGTAC CAGGGGCAGT GGGGAGCCTT CCCCATCTCC 300
301 TGTAGATCTC CCGGIATGGC CTCCCACGAG GAGGGGAGGA ARATGGGATC 350
351 AGCGCTAGAL TATCGCCCTC CCTTGAATGG AGRATGGGAT GAGTTTTCCT Ann
a3 401 GAGTTTCCTC TGAGGGCCCC CTCTGCTCTC TAGGACAATT AMGGGATGAAL 450
a5l GTCCTTGAGG AMATGGAGGG GAAGACAGTC CCTGGAATAC TGATCAGGGG 500
50l TCCCCTTTGA CCACTTTGAC CACTGCAGCA GCTGTGGTCA GGCTGCTGAC 550
551 CTTTCTCTCA GGCCTTGTTC TCTGCCTCAC GCTCAATGTG TTTGAAGGTT 600
0L TGATTCCAGC TTTTCTGAGT CCTTCGGCCT CCACTCAGGT CAGGACCAGL 650
651 AGTCGCTGTT CCTCCCTCAG AGACTAGAALC TTTCCAATGA ATAGGAGATT 200
701 ATCCCAGGTG CCTGTGTCCA GGCTGRCGTC TGGETTCTGT GCCCCCTTCC 750
751 CCACCCCRGG TGTCCTGTCC ATTCTCAGGA TGGTCHMCATG GGCGCTGTTG 800

B (Show/Hide QV) % {&F8

Active Layer|HLA-C_COS ~

Tab jumps to ne:

AHLA-3100_threeSpecimens_v2 | A1 | AF250557 f A1-3F_01
M Annotation i Sequence I Features' Eledropherograml Rawl
s (I || I DA W ] | P 1]
1 ACTGGGEGCG GGoCaGGGTC TCACACCCTC CAGWGGATGT avGGCTGCGA 50
|
51 C 100
1
101 Al 150
1
151 G 200
|
201 G 250
1
251 Gl 300

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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£7-4 Sample Ea1— (F)

27 E g
Features = == :
. m m ﬂ '_1 Mg‘ ﬂ ﬂ j M !_.I! Iﬂl@l Active Layer:lHLA—CicDS 'I Tab jumps to nex
FrD]edNavlgatUr 4HLA-3100, threaSpeclmens w2 I Al | AF2B0557 [/ A1-3F_01
= ETHLA-3100_three b Annntatmnl Sequence | SI Electmpherngram' Flaw'
ERL U Feature key | Range | Desctiption |
aboeneed ||Clear Rangs 107232 Thisis the clearrnge
| m *ABI_Multibase W
. K "ABI_Multibase 42 ¥
Ez};g *4BI_Multibase 9z b
i _ *ABI_Multibase 150 ¥
= gT.I;:ll\élz; "ABI_Multibase 159 s
[az *4BI_Multibase 2n Y
a3 *ABI_Multibase 327 A
"ABI_Multibase Ry s
*4B1_Multibase 784 R
Electropherogram | 5,5 55w,
B = A Mg Fo e B [ |J‘@| Active Laysr HLA-C_CDS | Tab jumps to nex
F’njedNavlgatnr 1HLA1DUithreeSpecimensiv2 I &1 | AF250557 [ A1-3F_01
EHEIHLA-3100_threeE Y| annatation | Sequence | Features Eledrupherugramél Faw |
e Unasserm 11 131 141 151 161
AF25055 CGCYGCGL ACACSGCGGC TCAG ATCACCCAGC GOALAGTGGGAGD
Bl a1-3F,
‘Blet-zr| | 1628
1480
B
qi[741434 };gg
ga8
740
542
444
2096
148 ‘ ‘
0 =
1455 1512 1568 1524 158U 1735 1792 1348 TQU4 19
1| »
var
2 (zoom tools) EEAL T, Ea—&EKEHBICA—L 1>
/ 7 '7 F Li?'o
« [B4 (Show/Hide QV) %ML T. %> 7L QV DRF/IERTE Y E
AET,
 [M (nverse View) #EBLT. EROXTEREETYYEIET,
« [%] (view Original Sequence) ZERL T, V7 k¥ T 7 &> THHER
SNIETTDY =7 Y ADRR [ FFRTZTNIEZE T,
* [Findl $&T IFind Againy ZERLT. 7+ X +E&ERLET,
Raw . IEEE EEEEE [T (| mctive LayerfHILAC CDE =] Tab jumps to nex
Fm]edNavlgatur QHLA 3100_threeSpecimens_v2 [ &1 | AF250557 | A a1
E"'EHULA’NDD_‘“'EE Annotation | Sequence | Features| Electropheragram | Ha I
=] A1
e B Unagsem
AF2B05E
—Blat-ar
-B#1-3R
‘Bear-er
- Blat-zr
Z gilF41434
0az
| »
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N7V bOFRT

N7 FPORT

- -
o«

TiE. NUT7 U T—=2%ZRRT S 2 DDOHFECDONTHHAL X T,

FNUT U F—ARAEEETBICE, 8-15X—VD [NU TV RNOE] ZBRLTLE
AR

N7V T—2Z2RRT B

BEA

1.

WROTOY 27 FefEET,

2. AVEVYROWHZEIV Y I LET,
3. ARVAVHORICERENZ =MAFEI7 Vv L. TL7 a7 ul I Loz
FRLET,
4. [TabJumptoNext] Rraw Ao JZXrh5 TMultiple] Z#RL, X< [Known
Variant] 38X T TUnknown Variant] Z3ERL £ 9,
5. XONYT Y MCBEIT AICE, [Tab] F—Z#L X T, a0\ 7> MCEHIT 51
. [Shift] - [Tab] F—7Zf L X9,
FEOCul) 4+ [Z] F—FMT L, BRLENY TV O Y vy 21 yS LOKKED
Ca—oguc REnEd,
znvar;ms Ell‘fmcﬂcs'l!lsallslt!!ssascﬁs GAGAGCCTACCTGGAGGGCA
3B0.2-CX3F_01 \ M [\A/
JTR— | FT = Bl
HiE 2
. M&o7ayzy b EHEET,
2. TAnalysis| > [Report Manager] 7z${R9 % h, ZIUw I LET,
3. FES—YarRXAUT, FRTBLR—FE#ERLET,
4.  TWindow/] > [Tile] ZERL£T,
5. Mutations 7— 7))L CHIEZZE 2N L, fiEZHELE I, UKD, Alignment

Ca—Iil7 A4 XY POELWAENERENET,

F—RDRTE R T LS, [Filel> Save Project) Z#iRd 2 [ 227V v 7 L&Y,
BE | IRNTOLENMYEEN, BHEOTRY 27 bR EEEENET,

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 7-15
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LR—BMIc2WT

LR— b Dt

LKR—+dD
I AKR— b &R

T—R O, LR—FZ2&R, TV AR—F, BIXUHMT S eNTEET, LR—F
i, BEAY =T VA T—=2 DV VI WNgEND S, LR— b ZRHLUTHREO NS T
W a—T 4 VT RITHTENTEET, £, LR—F 270y 7 MEREHE TR
L. B> )VOFHM. Analysis Settings DIEIE, BXURN—ZXI—V Y TDEEZITAET,

TuYzy MRN8, 10 FEOLAR— FAMERENE T, 7 ud 7 Mok, %
NZNRDITXRTDOLR— FHERENS [Report Manager] 71~ FUNH O XT,

* Analysis QC

* Mutations

* AA Variants

* Specimen Statistics

* Sequence Confirmation

* Base Frequency

* Library Search

*+ RDG

* Audit Trail

* Genotyping

EEICRRTESLR—RMI 1 DDH T,

Summary 7— 7V, INRNTOLR—MIIETY, TOTF—TNIciE. Trd 7 MiH
EBLR=—FDOHRREZR S TVBEARTYAVARENEK T,

LR—FEBZVAR—FTBICIE,. 9-8RX—TD ILR—FDIZZAR— ] ZBBLTLE
SV LR— M ZHIMT 1213.9- 10 R—Y DI F—&2 L L R— FOHIRIZSIRLU T EE W,

ABI PRIsM SeqScape V7 b7 v21 A—H—HAF



LR—FDRT

LKR— FDRR

LR—MCERRENZT—XIE, Tyl bOFEr—v gy XA U TERENcEa—

(Project. Specimen. Segment, ¥7zl% Sample) & [Active Layer| Fw FX 7Y A= 1—

MHFIRENTZLAVICEHDWT T4 VY TENEKT,

LR— b ERET BICIE

1. XHgEO7ay V7 b 2HE, 77T 4 TR AV EERLET,

2. FeS— 3 v XA UT, Project Ea—, Specimen £ 2 —, Segment ¥ 2—., X7zl
Sample €2 —7ZERL X9,

3. [Tools|> ['Report Manager | 79 %, ZOVw I LET,

[Cirl]+ FZwv Ttk &7y LT AZLD
AZLDIEFZEBELET, R/ FERTEZTNIVEZIET,

=10lx|
Summary ;I
Mutations R " [.ctive Lay HLAC_CDS Froject HL&-C w2 -
utations Repol R . o
A arisnts Report Projest Creftion Date 2: guecnjn Ssz Froject Modifioation Date 12 Sn;zﬁzinnsTat
[Tl Specimen Statistics Repart
_____ Project Template (PT) HLA.C_2100POF |PT Craation Date 02 Dec 2002 at
SequEFncE Cunhrrﬂnalm: Repart o e o
ase Frequency Repol e
[&] Library Gearch Report PT Modificption Date :Ilg éul;:ﬁz DsTat Fieterance Data Group (RDG) ::ﬁf,ExonQﬂ,
----- RDG Report =
RN Creatinn Date N3 Der 212 at |RNG Madifinatinn Date AR M PNR at
7 Audit Trail Report Specimeng in Report
E Genotyping Repart
pecimen Analysis
Specimen # Basecal ling | Filter | Asembhy

Specimen
Score

Total # |Commen s
Variants

[specimen 3 0 M A, A, [ [

Complete- [0 Partial Output- /% Mo output- @

Sample Analysis

Specimen ‘Sample ‘Slzp ‘Descrlplmn
Mg Dat
Possible Heterozygous Indel Mutations
Specimen Sample Position Size |

_| perersetins._| o o

ZOUR RS LKR— FOBEEERLET,

4. FETF—= a3y XA VT, XRTBLR—FZERLET,

5. MOLAR—+E2ERT DI, TET—2ary XAUTHOLR— M 2#ERLE T,
A IEBICERRTESLAR—FME 1 DDATY,

6. T—XZBMLUTLR—MZHEHTZICIE. ROBEZFATLET,
a. /aY 7 bNT, BBMEREBIDOARY A [V TR ERLET,
b ElzrvvrL. ucwsli—ror—xaEHLET.

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 7-17
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LR—bETAI I MERDERT

LR—=1% [Project] 7« ¥ R LUNTERT S L, V7 2EH L THHIC T —2 28R
THIENTEET,

70z MERELR— M ERKICRTT BITE

1. MROTOYr NEHEET,

2. TActive Layer] Ry 7272 VX MDELAVEERLET,

3. TAnalysis|> [Report Manager ) 7#i#{Rd %, BV I LED,

4. FET—=2ar XA VT, XRIBLR—-FZ#ERLET,

5. Window]> [Tile] Z#RLE I,

6. LE—FHNDY Y7 EHDTFANZ7U v L. Project ©a—IcT—2ZERLET,

File Edit View Tools Anaksis Window Help
CER(CS 1m(as- x|y BEEE O
Report | Eﬁlﬁli“ @ﬁlﬂ H | Mﬂ | !ﬂ@ | active Layer:mﬁabjumpsmnemlm

Manager : ol
4 Reports Specimen # Samples | Basecalling Filter Assembly | Specimen | Total# Comments =
0t Score Variants
Mutations Report A ] 25 3
[l AdVariants Repart a2 . . . . 25 wa
Specimen Statstics Report | ] |
Sequence Confirmation Report A3 L} . . . 24 El
Base Frequency Report
[®) Library Search Report Complete- [0 Partial Output- /N No output- @
o RDG Report Sample Analysis
5] Audit Trail Report .
El Genotyping Report Specimen Sample |S(Ep ‘Desnnp(mn ‘
Ne Data
PrOjeCt t_ a1— Possihle Heterozygous Indel Mutations
,\0) U \/7 Specimen | Sample ‘Pos\tinr\ |S\ze ‘
21 A1.ZR_0Z 73 1
a1 At1-4F_01 185 15 -
H £z AZ.9F_03 172 15 =
Project E ]
Ea— —iaix]
AHLA-C v2
BN }»EA-C 7 Mo Variants
w1 AL L aver 1 ROIs pAFZBO5ST HSR277 102
o 02 il wariants L I AL LI RN Ui
e T a3 uumeary GCTCcCCACTCCATGALGTATTTCKWCACUECYGTETCCCGGCCYR
T VAriants | e e e e
Tnaex 1 11 21 aL 41
Reference gotcccactcocatgaggtatttctacaccgoogbogtoccggeocey
[Reference-ik 4 P T P % & T s T P P _C_ F B __P
b aL GCTcCCACTCCATGANGTATTTCTHCACHECCETGTCCCGGCCME
b a2 soTcccacToCaTGAGGTATTTCHAcAccocfeTeTcocoscocf
[ ] GCTCCCACTCCATGAGGTATTTCTACACCGCHGTETCCCOGGCCCG
K| H | 2
av
[The active |ayer does not contain a library

7-2 #RELKR— FOEBRT
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Analysis QC L R—

Analysis QC L K— k

Applied Biosystems Tld. Analysis QC LR— M Z2&RT 3H1lC || 27V v I T2 L2z
EhHLET,

COLR—=FE, 4 DDT7—TIVTHKEINTVWET, HD7F R ME. 9XT Project
Navigator IcV) > 7 LTWE T,

£7-5 Analysis QC LiR— FDIER

7= Bl

Summary 7OV MERELR— FORRICHE D TOB ARV AVHARTIEN
i_g'o

Specimen Analysis ARY AV DBIFFER. ARV AV 237 (ALY QV). &
KUND T FOEHBHIERRINE T,

Sample Analysis YU TIVOBIR IS — LN RTINE T,

Possible Heterozygous | & XX AV ICDWT, FIREMDH B2 —T—V 3V EZDMHBH £
Indel Mutations U A AR EINE T,

=8|
Summary ﬂ
Active Layer HLAL_CDS Project HL&C w2 -
Praject Creation Date 03 Des2002 3t |Project Modifisation Date 13 May 2003 at
234004 FET 16:02:45 FOT
Sequence Canfirmation Repart Frojact Template (PT) HLA.C_2100POFE |FT Creation Date 03 Dec 2002 at
_mixed_5lib 23:28:08 PST
Base Frequency Report
p PT Modification Date 13 May 2003 at  |Reference Data Group (RDG) HLAC_Exon2-4_n
[4] Library Search Report F et i
o] RDG Report
RD Creation Date 03 Dec2002 at  |RDG Modification Date 13 May 2003 at
udt Trail Report 2260040 PET 16:02:45 DT
Genotyping Report ~
Specimens in Report
A1, 82, A3
Specimen Analysis
Specimen # Samples |Basscalling | Filter Assambly |Specimen | Total# | Comments
Seore variants

A1 & = o = 25 S
] & m o m 25 2
23 & = o = 24 31

complete- [ Fartial Output- /% No output- @

Sample Analysis

Specimen sample Step Description
Ho Data
Possible Heterozygous Indel Mutations
Spesimen Sample ‘F‘ns\linn |5\ze ‘
A A12R_02 ES] 1
a1 A1-4F_01 185 15
2 AzAF_02 172 15

Report Settings. -l

7-3 Analysis QC LR—k

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 7-19



B7E BRORT

Mutations L 7/x— F

COLR—FE, 2207 —7)IVTHEEINTVET, HDOTFARMI, 9T Project
Navigator iV > 7 L TWVE T,

#£7-6 Mutation L R— FDIER

7= Bl

Summary 7OV MERELER— FOWRITHE S TVBARY A VRRREN
ia_o

Mutations ARVAVTRETNERZ 2—7— 3 VIDWT. BEINKIER.,
ROL fiiE. B&. . QV. BLUPRERHNEZRINK T,

s =8|
3 Reports Summary =
A"alyS‘SHEDM Aotive Layer HLAL_CDS Project HLAC w2 -
- Projest Creation Date 02 Deo 2002 at Project Modification bate 13 May 2003 at
#AVariants Report 23:40:04 P5T 18:02:45 POT
[0] Specimen Statistics Report
[ 5=quence Confirmation Report Project Template (FT) HLA-C_3100FOF6_mixe |PT Creation Date 03 Beo 2002 at
4_5lib 23:20.08 PST
Base Frequency Report
brsty Search Repart PT Modification Date 1: En:i;:ézgn;:t Reference Data Group (RDG)  HLAC_ExonZ-4_noHT
DG Report
RDG Creation Date 03 Deo 2002 at RD:@ Modification Date 13 May 2003 at
udit Trail Report 2260040 5T 16:02:45 FOT
Genotyping Report
Display Settings (B5) TutorialDisplaySettings |0 Creation Date 26 Now 2002 at 23:37 60
PET
DS Modification Date 13 Way 2003 at Analysis Defaults (AD) 2100_SR_POFE_BDTv1 _
Specimens in Report rl
A1, 82, A3
Mutations
Specime |Base ROl Fosition |Length |Type @V Known | Effest | Aa Descriptio
n Change Change |n
A1 Bgar  HLAC ex 18 1 Sub B no missens  R5[K,R] -
onz e
21 25320 HLAC_ex 26 1 Sub A7 no missens  VB[Y F]
onz e
A1 200em  HLAC_ex 20 1 Sub 26 no silent
onz
21 30gek  HLAC_ex 30 1 Sub 3 no missens  A0[A,E]
an2 e
A1 Ao HLAC_ex 94 1 sub 11 no silent
anz
A1 B3g7K  HLAC_ex 5O 1 sub 10 no missens A23[A,5]
anz .
A1 108276 HLAC_ex 102 1 sub 7 no missens Q3R
anz e
21 12Barr HLAC_sx 128 1 sub 24 no sdlent - =
Report Settings... J

7-4 Mutations LiR— b

Mutations L R— hcid, X7 LAFF NV T7 Y MOV TTFENS TH1IR] WRENS
ATLWEENE T K 7-7 &, [Effect) 1T LICERENDAIREMEDH B EZR L THNET,

Mutation LA R—FTNT NU 7V F 27Uy 79 2L, Project €2 —DXINd 2 I
L% 9, Mutation L R— b DXJ5d % AA DEFHIE, AA Variants L R— D AANY T
MZUYIZLTVET, TOAANY TV RME, E5IC Project AAE2—D AAICY UL
TVWET,
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Mutations L R— k

R7-7 XOLFAFFENIT7YFOFRAENEHR

MR

Bl

Missense

7/ BOERERSIER/N)7 VN O-F

Nonsense

A—Ix—AZ ARVEXRIEHRNVT7 >V O—F (Zy X AFYT
& WFNH DI RUHAE2—Zx—4% JRVDBE. lnonsense] HX
TRENEY)

Silent

BN 7 A O-T 0 Y IRBRICHVETH. T/ BOEEIF
FLEEA

Frameshift insertion

BANVT7 Y SO D—=T 1V JEEAICH Y BREICTL—LY T b
EELCEY BADY A XIE 3 DERICEYEEA).

Frameshift deletion

REN)T7 Y bHAOA—T 4 v JEERICHY . BRIFICTL—LYT K
HELET REKOYAXIE 3 DEHITEYEEA),

In-frame insertion

BANDT7 Y bR —=T 1 VIRERNICHY . BRI L—LYT b
BECEFEA BEADY A XL 3 EHTT),

In-frame deletion

RENDT Y bR D—T 4V J7EEAICHY . BRREICTL—LY Tk
IFECER-A REDHY 1 XIE 3 DEHTY),

Non-coding

NUT7 Y hHA—T 1 VIBEFICH Y T A

Partial codon

NOT7YERA=T 1« VJBEBRICHB Y ETH. ¥Y—TVADRYET:
BREICFEEI SH. IDDBRICLZRLAEIRY Y—T7 Y AHR
EH—(\\_a—O

No information

N7V ME V77 VR = AERLITEAN—LTWENDO
VYR V=TV ADERTY, INSIFRED/INU TV FTIEEN
e, REOHMREZFRATELZEA.

Heterozygous
deletion/insertion

ARV AY LNIVDNANTOBEHEA / KiEZa1—7— 3> (HM) @
i

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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B7E BRORT

AA Variants L7R— bk

ZOLR=FZE, 2DDF7—=TIVTHREINTVET, HDT7FX I, §XT Project
Navigator iV > 7 L TWVE T,

£ 7-8 AA Variant L7/R— FDIEH

7= Bl

Summary TV T MERELFE— FOWRITESD TVBARY AU HRRREN

ga_o

AA Variant ARY AV TRIBENZN TV MOV, BEE N AA 1B,

RE EE QV. BLUFBPLRTEINE T,

= x|

4 Reporis
- [ analysis G Repart

Surmnrmary

Aotive Layer HLAC_CDS Projest

=

HLA-C_v2 -

Mutations Report

3 Praject Creation Date 03 Dec 2002 at Praject Madification Date 13 May 2003 at

or
23:40:04 PST 18:02:45 PDT
[T] Specimen Statistics Report
. Praject Template (PT) HLA-C_3100POPS_mixe |PT Creation Date 03 Dec 2002 at
- [E] sequence Confirmation Report P .

] Base Fraquency Report
] Library Search Report
RDG Report

[ Audit Trail Repart

Eil Genotping Riepart

PT Modification Date 13 May 2003 at

18:02:45 FDT

Reference Data Group (RDG)  HLA-C_Exonz-4_noNT

RDG Creation Date 03 Dec 2002 at

22:60:40 PET

RD& Modification Date 13 May 2002 at
18:02:45 FOT

Display Settings (BS) TutarialDisplaySettings | DS Creation Date 26 Mo 2002 2t 233760

PST 2
Specimans in Report

Al A2, A3

Layer Translation

Layer Translated Translation Frame Translation Drientation Index Codon Number

yes E] fauard 1
AdVariants
Specimen AA Change |F‘osmon |Ler\qth ‘Type ‘Kr\own ‘NT Change Deseription |
A1 R[K,R] 5 1 Sub o 16g>1 RO =
HLA-C_exonz
a1 TE[Y,F] E] 1 Sub no 26a=W RO
HLA-C_exonz
a1 A10[A,5] 10 1 Sub no 30gk ROI
HLA-C_exon2
a1 A23[4,5] 23 1 Sub ne Bag=K ROI!
HLAC_sxon2
a1 034R 34 1 b no 103226 ROI:
HLA-C_sxonz
A1 T72[T.A] 72 1 Sub no 21Ga=r RO
HLA-C_exonz
a1 ROG[R, i a6 1 Sub no 18a=Wi ROI
HLA-C_exon3 LI

Report Settings.

7-5 AA Variant L R— b
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Specimen Statistics L R— k

Specimen Statistics L/ K— F

COLKR—ME 3DDOT7—=TIVTHRENTVET,

% 7-9 Specimen Statistics L. R— b DIER

F—=2

Bl

Summary

Y,

7OV MERELR— FORRICIE D TVBARY A VHRRREN

Specimen Statistics

BARYAVTREEN B I 1—T—2 3 VICDWVWT, EEETNSIE
£ ROl fiiE. RE. A, QV. BIUMREBROIRTENET T,

Sample Results

BHYTINTDNT ARYAY €AY b TV T RF—R R,
BHENT Clear Range. > 7)L X137 (FHQV) . LU v Y
AR—RDEIE (%) BERENET,

Analysis AC Report
Wutations Report
AhVariants Report

Base Frequency Repart
Library Search Report
RDG Report

fudit Trail Repart
Genotyping Report

Repart Settings

=181
Summary ﬂ
Active Layer HLA&-C_CDS Project HLA-C vz -
Praject Creation Date 03 Dec 2002 at Project Madification Date 13 May 2003 at
234004 PST 16:02:45 FOT
Praject Template (PT) HLA-C_3100POPE_mixe |PT Creation Date 03 Dec 2002 at
d_slib 23.20.08 PET

PT Modification Date
16:02:45 PDT

RD% Creation Date

13 May 2003 at

0 Dec 2002 at

Reference Data Greup (RDS)

RDG Modification Date

HLA-C_Exen2-4_noNT

12 May 2002 at

22:60:40 PST 16:02:45 PO T -
Specimens in Report
A1, A2, A3
Specimen Statistics
Spec [Seg |User |Insertio |Deletio |Base |Range |Lengt |Segme Sampl |Continus |Cowerag|Matoh
imen ment |Edite |ns ns Chang |on h nt & us e
4 e Raferen Score
ce

A1 AF2S no O 1 33 [7e4) 792 25 4 ne 15% o .

0557
A1 HSAZno O 0 4 [z78] 275 7 z yes 185 no

7710

z
sz AF2S o O 1 35 (784 794 25 4 ne 135 no

0567
sz HSAZ no O 0 12 nzve] 278 28 z yes 185 no

7710

z
Az AFZE no D 1 28 n7oq 70z 24 4 no 12% 0o

0557
43 HSAZ no D 0 4 [CE=cs - - z yes 14% 0o

7710 id|

Sample Results
Sample Specimen | Segmant Ciisntation | Assembled | Clear | Range on |Sample |Mixed
Range |Reference Score |Bass %

A1-2F_01 Al AF250557  fowuard wes [B:338] [1:336] 21 565 &
AtzR_OZ A AF250557  revers yes (4454 [1:261] 24 3.08
Atar0z Al HEAZ7Z02  revese yes [Roo:24) [1:276] 28 1.44
a1-aF_01 Al HEAZTTA0Z  fomard yes 1283 [Baz7E] 21 179
MER0Z A AFZE0S57  reverse wes [B48:38] [e2702] 33 257
A1-3F_01 A AFZE0557  foard yes [20:207] [F20:792] 33 256 B

7-6 Specimen Statistics L/ R— b
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Sequence Confirmation L’ R—k

COLR—FE, 2DD7—TIVTHEENTVET,
% 7-10 Sequence Confirmation L R— FDIER

7= A

Summary TOV I MERE L R— FOFRICHE D TOBARY A VHARREN
S

Sequence BARYAVICDOWVWT, Ry F, FBAK. TEE. BEK AN\LYY
Confirmation DEE. BLUEELTVBDESHIREREINET,

=I5
X Summary j‘
: = J;Tal‘yils GgRED:“ Active Layer HLA-C_CDS Project HLAC_v2 N
. utations Repo
Project Creation Date 03 Dec 2002 at Froject Modification Date 13 May 2003 at
£ ariants Report
. 23:40.04 PST 16:02:46 FOT
[0] Specimen Statistics Repart
o o Project Template (PT) HLA-C_3100FOF6_mixe |PT Creation Date 03 Deo 2002 at
. - d_5lib 23:28:08 PST
Base Frequency Report ) -
Bl E;ngﬁrh Report PT Modification Date 12:3/1;:252?;:1 Reference Data Group (RDG)  HLA-C_ExonZ-d_noNT
&po
Audit Trail Report RDG Creation Date 03 Dec 2002 at RDG Modification Date 13 May 2003 at
Genoyping Rapart 22:60:40 PST 16:02:46 POT
Display Settings (DS) TutorialDisplayGettings |DS Creation Date 26 How 2002 at 23:37:60
PsT
D% Modification Date 13 May 2003 at Analysis Detaults (AD) 3100_$R_POFE_BDTw1
18:02:45 PDT _mixed_5Lib
AD Creation Date 03 Dec 2002 at AD Modification Date 13 May 2003 at -
Specimens in Report
A1, 82, A3
Sequence Confirmation
Specimen Match |Insertions |Deletions |Base | Cowerage | Continuous | Comments
Changes
21 no o 1 37 05% no
2 no o 1 a7 0.4% no
#3 no o 1 30 0.4% no
Report Settings. o

7-7 Sequence Confirmation L R— k
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Base Frequency LR—k

Base Frequency L/ RK— |k

COLKR—ME, 2DD7 =T IVTHRENTVET,

# 7-11 Base Frequency L7 R— FDIEH

F—=2

Bl

Summary

Y,

7OV MERELR— FORRICIE D TVBARY A VHRRREN

Base Frequency

ThET,

U_—\—k

ENUT Y MIBIZDOWT, U7 7L X, ROl S8EBIUTRAN—X
DEIE (%) HE

A4 Variants Report
Specimen Statistics Repart

Active Layer

Project Craation Date
Projest Template (PT)
FT Modification Date
RD@ Creation Date
Display Settings (DS)

DE Wodification Date

Specimens in Report

=8|
Summarny =
HLA-C_CDS Project HLA-C_v2 -
03 Dac 2002 at Project Modification Date 13 May 2003 at
234004 PST 16:02:45 PDT
HLA-C_3100POPE_mixe [PT Creation Date 03 Dec 2002 at
4_5lib 232008 PST

13 May 2003 at
16:02:45 FDT

02 Dec 2002 at
22:50:40 PST

TutorialDisplaySettings

13 May 2003 at
16:02:45 PDT

Reference Data Group (RDE)

RDG Modification Date

DS Creation Date

Analysis Defaults (AD)

HLA-C_ExonZ-4_noNT

13 May 2003 at
16:02:45 PDT

26 Now 2002 at 23:37 /69
PST
3100_SK_FOPE_BDTv1
_mixed_6Lib

ﬁl

Report Settings

Al A2, A3
Base Freguency

Variant | Reference |ROI ‘%A |%c %6 |%1 ‘%
Position Space
16 a HLA-C_exon2 333 oo 1000 o0 0o
24 t HLA-C_exonZ 0.0 on 333 100.0 0o
25 a HLA-C_exon2 100.0 oo oo 333 oo
29 o HLA-C_exon2 333 100.0 oo oo oo
30 g HLA-C_exonz oo oo oo 33.3 oo
ES ¢ HLA-C_exon2 00 1000 00 885 0.0
24 3 HLA-C_exon2 00 1000 00 333 00
45 a HLA-C_exon2 333 on 1000 o0 0o
53 a HLA-C_exon2 100.0 oo 323 oo oo

51 g HLA-C_exon2 ==h=] oo 1000 oo oo

7-8 Base Frequency L R—k
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Library Search L R— k

COLR—FE, 5DDT—TIVTHREINTNET (726 X—Y DX 7-9 ZHM L T 2E

W

% 7-12 Library Search LiR— FDIER

F—=2

Bl

Summary
ga_o

IOV MERELR— FORRICIE D TVBARY AV HRREN

Library

BRRICEAINLS AT LERIRTENE T,

Specimen Results

BARYAVCDONT, RYF AF—4 R, REWME. HLTIAVR
a2V KV 3y IS—HRERENET,

Hit List

BARYAVICDOWVWT, BHENSA T v F Z0ORAT (&
HE—HLTVWBEY Y F). BLUFR—HERORTENE T,

Constant Positions
Errors

BARY AV E LU ROl HZDWT,
172 DEENRTREINE Y, MPosition] H > LD{EIX. Project
Navigator () > o LTWE T,

B, ARV AVDERE, B5XUZ

=8|
Summary :I
;ﬂi‘}/:‘ls‘ GERED:H Pctive Layer HLA-C_CDS Project HLA-C_v2 -
utations Repo
Variants REDDI’( Project Creation Date 03 Dec 2002 at Project Modification Date 13 May 2003 at
224004 FST 1602:495 PO T
Specimen Statistics Report
Sequence Confirmation Repart Preject Template (PT) HLA-C_3100POPE_mixe |PT Creation Date 0% Dee 2002 at
d_glib 2220002 PET
a8 Frequency Report =
el e PT Modification Date 13 May 2003 at Reference Data Group (RDG)  HLA-C_ExenZ-4_noNT
0GR rt — 18:02:46 POT
=pol
udit Trail REDDF'. RDG Creation Date 03 Dec 2002 at RDG Modification Date 13 May 2003 at -
enotyping Report Specimens in Report
A1, A2, A3
Library
Library Alleles |Length |Haplotype | Polymorphic |Creation Date | Modifisation | Comments
# % Date
HLA-C_ex2-4 v 48 822 yes 0.0 16 May 2002 at 13 May 2003 at Some HLAC
z 17:23:53 PDT  16:02:45 PDT  alleles
Specimen Results
Spacimen Perfect | Crucial | Constant |Comments
Mateh | Positions | Position
Errars
a1 yes 9 0
a2 yes 1 0
43 yes [ a
HitList
Spacimen Library Sequence Score | Mismatches | Mismatches | Total
in Constant | in Mismatches
Pas Palymorphic
Pos
A1 Cuwr12022/Cwr0102 88.0 o o o -
a1 CHHZ021/Cur 0102 870 0 1 1
a1 CHrD102/C0r 1301 880 0 z 2
A1 Cuw 0102/ Cu 1203 840 a 4 4
A1 Cow0102/Cun™ 12042 820 a =) =]
¥ Couw02022/Cor 07012 880 o o o LI
Caonstant Position Errars
Specimen ROl Pasition Specimen base Library base |
No Data
Report Settings -

7-9 Library Search L R—F

7-26
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RDG LR— bk

RDG L KR—F

COLKR—ME 3DDOT7—=TIVTHRENTVET,

#&7-13 RDG L KR— FDIEH

F—=2

Bl

Summary 70910 MERELR— FORRICE D TWBARNY A VRRRETN
ESE
Layers RDG ILCEEENTWA 7OV LY FOELAVITDOWT, BROYT

HERRENET,

ROls

RDG ICEZETNTWLAE ROl ICDWTL BROY I UHLARTEINE T,

Active Layer

A4 Variants Report
Specimen Statistics Report
2] Sequence Confirmation Report
Base Frequency Report
1] Library Search Report
RDG Report
Audit Trail Report
Genoyping Report

Frojest Creation Date

Frojest Template (FT)

FT Modification Date

RDG Creation Date

Display Settings (D)

=l x|

HLA-C_CDS

03 Dec 2002 at
23:40:04 PST

d_6lib
13 May 2002 at
15:02:45 PDT
03 Dec 2002 at
22:59:40 PST

Specimens in Report

Summary
Froject
Froject Modification Date

HLA-C_3100POFE_mixe [FT Creation Date

Reference Data Group (RDG)

RDG Modification Date

TutorialDisplaySetings | DS Creation Date

HLAC_»2 -

13 May 2003 at
18:02:45 FOT

03 Dec 2002 at
23:20:08 PST

HLA-C_Exon2-4_noHT
13 ay 2002 at

18:02:45 FOT

28 Nov 2002 at 233759
PST -

Report Settings

Al A2, A3
Layers

Layer | Hame Libranys Translation |Index | Orientation |Humber

Frame Codon of ROls
Humber

1 Layer 1 1 1 Fomard 2

2 HLAC_CDS HLAC_ex2-4 vz 3 1 Fomard 3
ROls

ROl Parent RO stat  |Step  |ROI ROl Translation | On Layars

Pasition | Pesition |Index | Length

AF250557 AFZ50557 1 742 1 70z yes 1

HLA-C_s=on2 AFZ50557 1 270 1 270 yes z

HLA-C_gene AF250557 1 742 1 792 yes

HLA-C_intronz AFZ50557 271 518 1 245 no

HLA-C_sxond AFZ50557 517 742 1 276 yes z

HLAC_sxond HSAZTT 102 1 278 1 276 yes z

HLAC gene 1 HSA277M02 i 278 1 276 yes

H5A277 102 HSAZTT 102 1 278 1 276 yes 1

®7-10 RDG LR— b
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Audit Trail L R— b

COLKR—ME, 2DD7—=TIVTHRENTVET,

% 7-14 Audit Trail L R— FDIER

7= A

Summary TV MERELFE— FORRITHES TVWBARYAVELUT Y
TIVBRREINE T,

Audit Trail F—=FT 1w b bL—IVERERA D DIBE. 7OV FOT—RICHT
HREPLUZEEDNL I— RHBRTINE T,

=12 x|

Summary Al
otve Layer HLAC_cos Projest WA T2
Project Creation Dte 55 bes 2007 2t 254004 PT [Project Miadiication Dte 15 bMay 2003 ot 160245 POT
Project Template (PT) HLA-C_2M00POPE_mixed_Slib |PT Creation Date 03 Des 2002 at 23:20:08 PST
P bodifcation Date 13 Way 003 ot 180345 PDT | Reference Dats Sraup (RDE) HLA.C_Evonz-4_noT
R Crastion Date 55 bes 2002 2t 220540 PST [RDS Modifostion bate 13 bMay 2003 5t 160245 POT
oispizy m 05 Creation Date 28 N 2002 at23:37:58 PaT
15 biodification Date 13 bMay 2003 ot 160345 PDT | Analys Detanis (45) 3100 5R_POPE,_BDTuA_miced

st

4D trestion bate 55 bes 2002 2k 232735 PST |AD Modieation bate 15 bMay 2003 ot 160245 POT

Specimens in Report

1, Az, A2

Samples in Report

A1l Samples in szleoted Spesiments)

Auit Trall

Qbject Nama Event Reason Daseription User Fistame  [LastMame | Time

No Data

Report Setings...
=l

B 7-11 Audit Trail L R— bk
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Genotyping LiK— k

Genotyping L R—F

Genotyping L' iR— k&, 5 DDFT—T IV THREINTVET,

#& 7-15 Genotyping L R— FDIER

F—7Ib

A

Summary

7OV MERELR— FORRICHE O TVBARY A VB LU
TIVHERRENE T,

Specimens_in_Report

LR—MIBENBARYAVDY X MHBRTENE T,

Gene Summary

INEDT 14—l FiE BRIATEERINTOE A,

Transcript Table

WROT > 7)) AV DEREBHRTENE T, RDGADINTD TR
%

T NEfIRET 27TV D R MRRRENET,

Layer: LAR— FDOWRREGO>TWDB STV RT UT OS]
Amplicon_ID: OSSRV T Q7T )AVDTA TV T4
T4 (BESVRIUTMIOWT, 7T AVOAHSHEEL
£7)

Assay_Target_Start: V7 7L VR T AV NEIZETRENET >~
TUAVDOT v A EEOREME

Assay_Target_ Length: &tEne7 v £/ BEHORE
5_Regulatory_Length: 5 #lfEfEE%E A/ N\—LTWB7> T d>
V=TV ADE

Exon_Length: CO SV XV VT DIV Y V& A/N—LTWL
B7>7)AY =4V ADE

Intron_Length: TO LSRRI UT DA bOVEEEH/N—L
TWB7>7)ary -5V A0E

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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# 7-15 Genotyping L R— FDIEHR

T—=7I

A

Resequencing
Coverage

TOTATHELAYIEDWT, ARV AV DWEBDFEHERIRRIN

i_g—o

* Specimen: L R— FDRREG D TLBANRY XV DEH]

* FGR Coverage: BF2GEGFRIFDH/NL Y T, ARY AT OAvE
VHR V= VADSB MROEHEEFRLICHN—LTWVWBEE

* FGR Avg QV: XMR\HLAHETOAVEIHYR Y—5 2V ADFY
Quality Values

* FGR Fwd Coverage: 7+ 7—F J—FHOSERENEARY AV
AV VYR V=V RTKBHEREHDOH/N— L TWBEE

* FGR Rev Coverage: J/N\—X J— FHSIEREINIEARI A2 O
VEUYRA V=V RTKBHRREHDA/N-LTWBEIE

» 5 Reg Coverage: 5 flIfEIfBIHDA/NL Y I, ARY AV aAvtw 5
RI=7VAD>B5, 5 FlEGEHN—-LTW2EIE

* 5 Reg Coverage Avg QV: 5 BIFICHIF VYR =4 VR
MDFH Quality Values

* 5 Reg Fwd Coverage: 74 7—F U— Rtk 5 BHTEREN
FEARY A AV VHR =7V RCKBREEHIDAN—-LT
WBEIE

* 5 Reg Rev Coverage: J/A—X )—Fic& W 5 BIEHTIER TN
ARV AY AVE VYR V=V AL BHREFHDH/NN—LTW
BEE

* Exon Coverage: TV YV Y COREEETFDH/INL VY

e Exon Avg QV: T/ VYV VBEHEICHSIFRAVEIYRA =TV ADF
#J Quality Values

* Exon Fwd Coverage: 7+#7—F U—FOIV YV VEHICEIFSHT
YUY R =4 AOFH Quality Values

e Exon Rev Coverage: J/A\—X U—FRDOI VY VEFICHITSDaY
TR =4 AOFH Quality Valuesintron Coverage: > b+
OY COREELTFDAINLY Y

* Intron Avg QV: /> bAVHEIBICSIFZAVEITRX =TV AD
15 Quality Values

e Intron Fwd Coverage: 7+ 7—F U—RFOI VY VEEICHIFSO
YUY R =4 AOFH Quality Values

 Intron Rev Coverage: J/\—X )— RDA > bOVEEICHIF SO
VYUY R =4 AOFH Quality Values

Genotyping Table

D77 LY ARTERLEMUBICH DT NTDANY AV DI T/ 2L
THRRENE T,

7-30
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Genotyping L

Analyzis QC Report
tutations Report
----- o| AdWariantz Report
----- Specimen Statistics Report

5 Sequence Confirmation Report
Baze Frequency Report
Library Search Report
RDG Report
Audit Trail Report

Feport Settings... |
Genotype Settings... |

Active Layer hCT1951704

Froject Creation Date 04 Oct 2002 at 14:05:55
FDT

Froject Template (FT) PPARG-3700

PT Maodification Date
FDT

Specimens in Report

04 Oct 2002 at 14:41:14

Summary
Froject

Froject Modification Date
PT Creation Date

Reference Data Group (RDG)

=171 x|

pparg37¥00 -

04 Oct 2002 at 14:41:14
FDT

04 Oct 2002 at 14:06:1
FDT

FFPARG

4X0033, NADD131, HADD332, HADDSAS, NADOGOT, NADDSAZ, NADDDAS, NAD1E0S, HAD1S14, HAD1953, NAD1954,
NAD1990, NADZ254, NADSS20, HADSSET, HADS94Y, NA10924, NA1095D, NATZ5IZ, NA143T, NAT448, NAT4454,
NA1GAG4, NATSATA, NATA7E, HAT494E0, HA14501, NA14503, NA14S0S, NATGS11, NA1E2T, NATE63Z, NATHE3S,
NA14542, NATE3Z, NATD699, HATAEE61, HAT4G663, NA14G6S, NA14GTZ

Gene Summary

Gene Symbol
Gene Part Number
Gene Aliases

Cytogenetic Band

Gene Name
Gene 1D
Chromosome

Genomic Location

=l

Transcript Table

Layer Amplicon [0 Azzay Target | Aszay Target |5 Regulatony Exon Length | Intron Length
Start Length Length
No [ata
Reseguencing Coverage —

Spec FGR |FGR |FGR |[FGR | & 53 53 53 Exon | Exon |Exon | Exon |Intron| Intron | Intron | Intron
imen |Cov. |Awg |Fwd |Rew |Reg |Reg | Reg |Reg |Cow. | Awg |Fwd |Rew |[Cow. |[Awg |Fud | Rew

o Cow. |Cow. |Cow. |Awg |Fud | Rew o Cow. | Cow. o Cow. | Cow.

v | Cow. |Cowv.

400 1000 402 1000 986 00 00 00 00 1000 402 1000 936 00 00 00 00 j
332

NADD 743 390 743 6562 00 00 00 00 0 T43 390 743 662 00 00 00 00

131

NADD 1000 404 1000 1000 00 00 00 00 1000 404 1000 1000 00 00 00 00 _I
333

7-12 Genotyping L
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LR—FDHREZIAZX

FEZAFDEBED TFANEHARIARXL, TI/BNUT Y NBERT 5 LA TEET,
HAEZIAR

LR—FDREEHAZIA XTSI
1. [Report Manager] 7+ > R ®D [Report Settings] x%2>%Z 27U v 7 LET,
=[olx]

File Edit Wiew Tools Analwsiz Window Help

HEEE e TElssl - s B EE GO

Multiple - |
=[0I
Commen| ts )
| H B
A2 & . . . 25 a8

[ 8 | | | 24 a1

raty Search Report Complete- [0] Partial Outout- /% No outout- @

G Repart
il sudit Trail Report
Genotyping Repart

Sample Analysis
Specimen Sample ‘S‘Ep ‘Descrip(mn |

Possgible Heterozygous Indel Mutations
Spesimen |Samp|e Position | Gize |

Fopontsctngs.. | ) o . — =
IReport Settings| %1717 58w 7 AHBE, [Report Display Settings | X 7 MWE/RE
nxd,

Reports Settings x|

| AdMariants Settings I

~Report Display Setting
KEABDRY O—)b
%ﬁ&‘j] / ﬁ{\;d”: LE?’O ———————— Hotizontal Scrolling
PEPANDL - Font arial [
RS = o]
t)I/P\](D?:\'—Z }‘ % 1% ‘wrap Text
FIRLTERRLET,

Ok | Cancel |

7-13 TReport Settings] 41704 KR v XD Report Display Settings] 27’
2. [Horizontal Scrolling) Fx v 7 Rv 7 A=K / #IRERLE T, 774/ FTldA
7 LC 7’; D T W i ‘a_o

3. #EUIARRay SRV VURRNTCTF Y NOBEEY A XBBIRLEST, 774D
T+ kYA RF TArial 100 T,

7-32 ABI PRisM SeqScape V7 k7 v21 A—H—HAF



LR—FDHRAZIAX

4. TWrap Text] ZEER /ERRL X9, AORENTFARERDREINTVERNT
FAFOHIZK T-14 ISRLET,

Specimen |Sarnp|e |Step |Description

i) A3-4F_05 Filter Exceeded maximum mixed base 1'7 ?ﬁ U 5&‘51’1?

i) AZ-4F_05 Aszembly Incomplete results prezentad from , L\EL\?#'X |“

Specimen Sample Step Cescription |

k! A3-4F_05 Filtar Exceeded maximum mixed baze —— RENk
percentage (45 Q01638 % 35 0%) FEI B

A3 A3-AF_05 Assembly Incomplete results presented from

previous stage
7-14 RYBENTVWHEWLTFR M ERYBRENLTF R OB

AANY TV FDORTERET Bl
1. TAA Variants Settings] 2 7%27V v 7 L%9d,
x|

Report Dizplay Settings
~AdNariants Display Mode

& UE
" Three Letter

 Full Marme

Ok | Cancel |

2. FRE-FRZERL, OK] 27V v 7 LET,
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B7E BRORT

F—A2 Ea1—0 LKR—MIRREINLBREHRAEZIAATBICIE

HDAZIA X

1.

TF=INWVEEBEDH T ILANT 4 VT EEIIV Y I LET, T—TIVNDHTILNT 1
TDVANHEREINET,

Specimens in Report |
|A1.A2.A3
Specimen Analysis
Specimen |# B Filter p Total# |C t:
Samples Score Wariants
¥ Specimen
o E . v ¥ Samples 25 53 | |
AZ =} 25 S0
. v Filter ]
A2 [} 25 42
. v Azzembly
¥ Specimen Score
Cornple ¥ Total # Variants - A Mo output - .
¥ Comments
Sample Analysis
Specimen |Samp|e |Step |Description | ll

715 e FRRICT BT AT LT 1 VT3 R RR L X9,
FIE 1 &2 Z#0RLT, MONT ¢ > 7 EEFYERL £,

NI LBERRT I, BEOATLANT A TGV I L. HTLNT 12T
ZEIRLE T,

7—7 VD [Sample Details] F7zl& [Errors)] 15 LDT—2% ADS Z, £1E Z H
5AKY—bF93ICE ATGLANT AT 2ZTIVIV v I LET, BEXT VI Y
79H L, WHAICY—FENET,

TF—TINDNy ZBEICT v RZEREHAZARTBHICIF. 9-10 R—=TD N\vZHB
KTV E FTRONAEZIARX] BHBLTLTEE N,
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T—2OBRITERE

COETIF. ROWEHICDWTHHLET,

DB D T = T e 8-2
FRAT/ST A= ZUTDUNT Lo 8-3
Sample Manager TOMRNT/ST A—RDZET ... e 8-5
Analysis Protocol DN/ ST A —RZDZSTE .. 8-6
T R D 8-9
YUINERZAV YA =TV ADRRE 8-10
Clear Range g . . ... 8-12
IND T N D 8-15
VI S BAT OB o 8-17
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%8

T2 DBENRERE

CDENDT— 70—

%3 E

1. Analysis Defaults &
Display Settings® £ Rk

e =

®4E

2. YI7LYR T=4 JL—TD
132

P

5 F

v

SYTFLVR U= U ADEM
- ROl mfERL

s LAY DR

cSA4TSUD) VY

3. Project Template &AL

EIREH
'Y

¥6H

- RDG
+ Analysis Defaults
- Display Settings

ROI

CXROLAF R NYTUROEM
CTE/BAN)T YU RDEM
CINUT U RRAILDERE

4. 7OT Y O LR

v

Project Template ®;&4R
[=ZNOEW I
YT T7ALDA VR—+

p| V7 POz THBRRTT HM0E

s R—Z2O—y vy
SJANBYVT
CTEVIL
saAVEUHYR
cTIAA0 b

- LB
FSAT5)BER

Report Manager

F7E
5. F—8 & LK— FOER | T
”| - Project Ea—
- Specimen Ea2—
- Segment £ 21—
- Sample Ex—
¥£8E
6. TR DB LIRE
¥£9E
7. T RKR— bk EENRI s LR—k

CTIA A RENETACIY b
sAVEUYR V= UR

CTIAAVRINEY VTN =S UR

CHUTIL TFAL

8-1 T—RDOBENELUREFIE

- Analysis QC LAR— k

- Mutations L7R— k

+ AA Variants L7R— k

- Specimen Statistics L7/R— k

- Sequence Confirmation
LR— b

- Base Frequency L7R— k

- Library Search L/R— b+

-RDG LKR—k

+ Audit Trail LR—k

- Genotyping L7/R—

8-2
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RITING A—RICDWNT

BRITIND A—RICDWT

lZ C&IC

Sample Manager
TORRMING A =2 D
xR

BY TN T 7 A ICBIEMNT B NI @3 F A — & (Basecaller 5 K U DyeSet/Primer 7 7
AI) &, BTV T 7 AIVONTRRCER S E T,

+oE7aY 7 MERMELNIah o A, FFED Analysis Settings 725 L T %%
2T BY Y TICH LOREZEH L, fRZEBIEXERETEHGRHD £,
N=23=Y Y JIHET % —RNEIIT—IZid, RDEDDH Y T,

s -7z Stop Point MERTN T3

* Spacing M FE Y]

o T—XOMEMIN

o N—Za—Y VI & N7 Basecaller % DyeSet/Primer ARiiE > TV %

o VT7 MU TICXo TEHE SNz Peak 1 Location & Start Point ASEiE > T3

7 FTHOD Peak 1 Location & Start Point 35 & U Stop Point DN iEZEFKT 5 FMHIC DV T,
FABI PRisM® DNASequencing Analysis ¥ 7 b7 =7 Z—% 4 R ZBBL T 2T,

Sample Manager ZfifH LT, ¥ > 7))L 77 1)L & Basecaller % DyeSet/Primer 7 7 1 L7
CHHEDMNTERMZ LRI Z T ENTEXT 83 XR—YDK 82 ZHM LTIV, iR
Wi7ST A—=21E, BIELTY Y FIVCHEHT % 2 &N TEE T, Sample Manager Tld., Th
HOEHERE 1 DOY V)V, HEOY T )V, £ETXRTOY Y TIICHATEET,

FRATINS A —5 TevIT) AT—2R

igsample Manager il

Edit [ ]
Sample File Name Specimen | Sample Name BaszeCaller DyeSet/Primer ! Spacing | Peak 1 Start Stop Assembled
= Al1-2F_01 @1-2F_01 caller-3100POP... DT3100POPE{BDv2..
B &1-2R_02 Al w1-2R_n2 Basecaller-3100POF... DT300POPEBED}.. B29 629 6918 [ |
|E Al1-3R_02 @l w1-3R_n2 Basecaller-3100POP... DT3100POPE{BD}2 534 534 5543 [ |
|ﬁ A1-3F_01 @l wi-3F_01 Easecaller-3100FPOP... DT3100POPEBED}.... GEE D66 5545 [ |
|E Al-4R_02 @l wi-4R_02 Basecaller-3100POP... DT3100POPEBEDM.... 744 744 5793 [ |
|E Al-4F_01 il wi-4F_01 Basecaller-3100POP... DT3100POPEBDM.... X 47 847 G544 [ |
|E A2-2R_04 B2 W2-2R_04 Basecaller-3100POP... DTIH00POPE{EDMZ.... (1463 14 314 5451 [ |
|E A2-2F_03 e w2-2F_03 Basecaller-3100FP0F... DTI00POPE{EDN2.... 1442 Q13 313 n52z [ |
|ﬁ A2-3R_04 e W2-3R_04 Basecaller-3100POP... DT3100POPE{BD}w2 14.22 535 535 55149 [ |
|ﬁ A2-3F_03 B W2-3F_03 Easecaller-3100FPOP... DT O0POPEED2.... [14.03 540 G40 5450 [ | 1=
|E A2-4R_04 e W2-4R_04 Basecaller-3100POP... DT O0POPEEDN2... 1442 746 746 5787 [ |
|E A2-4F_03 e Ww2-4F 03 Basecaller-3100POP... DTI300POPEEDN2.... (1422 a6z 852 5741 [ |
|H A34F_05 (2] B3-4F_08 Basecaller-3100POP... DTI300POPE{EDM2... [14.22 841 841 5797 [ ]
|.f|1\a a0 ne e 4390 A& |Deemasies 21 00OOAD T nnoAoeEmn.A 252 e 15 [ -| _bl_vl
Edit Analysiz Protacal... | Apply Analysis Protocal... | 0K Cancel | Apply |

8-2 Sample Manager DY IV 771V
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[Sample Manager] 7 ¢ ~ RICid, ROEHRMVERENE T,

#8-1 Sample Manager D1&%R

BSLAYHE

Bl

Sample File Name

TL—bk LOA-FELUTOY Y O SHHEINER. Sample
Manager TEE T3 LIETEF A,

Specimen

JL— bt LO—-FELUTOY Y bHSmEENER. Sample
Manager TEET 2 LIETEF A,

Sample Name

TL—bt LO—bhoiEnet > iV, BEETEXT,

Basecaller

BEOFIYICERENST7IVIY XL, BETEET,

DyeSet/Primer

DyeSet/Primer 7 7 A JUl&. ERENI S A MU CT. BEEY 70 &
T hEBI-—FOEEERELET,

DyeSet/Primer 7 7 1 JUi&. EEU T« 77 A)VETlE .mob 77 11L&
MEENBZENHYET, EEY T 771 IVDILERFIE. BIT .mob T,

EBECELT,

Spacing

1 DOE—VDERANSKROE—IDERETDRAF v KAV FDE,
N—X 3= 7D Spacing DEH—THT—ZITBEA TN, Spacing
DENREENET,

Peak 1

HrAIhsEoNfe. 414 T53AR—TZAMNIDTSAR—E—V %
BRARIADT—2 RAV by TDT—Z KAV ME RXR=XA=-U 5 v
77 H Spacing EEEU T EEBETBRICUTFLVR RAV K
ELTERTNEY,

Start

YTV T 7AIVTR—=A D= T HBERET N3 Raw Data ;R1 > |,
BE. BRRA Y M. BYOEREDOE—I OBBEREREICICEY T,

Stop

N=XA—UVJIcEHBRED Raw Data R1 > bEIBELET. 77+
IV DRRRA Y b ZER LIRS, TORTRAY BT 71 ILDRED
T2 KAV MTBEVET,

Assembled

YUTWDT7 YT AT —2ADBKRTENE T, RORY I RET7€>7T
WEHTHBT EERLRORIE T LY 7IVENTWEWC EZRLET,

8-4
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Sample Manager TDEIT/INZ X — 2 DEE

Sample Manager TOfER/INT X— 2 DEE

Sample Manager N\
DY > 7 ILDEM

Basecaller 5 & T
DyeSet/Primer

771IVDEE

Sample Manager (<t > 7IL%EBINYT Bl

. MRoOTavz s v EHEET,

2. TActive Layer] Fawy 7 XY YUXMhE LAV RLET,
3. FEF—vay XA YUTROBEEIITLET,

Bmy 397V BIRT ZHRE
70V FHDITRTOY > T IL lProject] 7>
ARV AVRDINTCDH TV AR A
TIAY PADERENY TV AV
BIRENH YTV vl

© @R LY Y TIVERIRY B [Shift] F—ZFERLE T,
BHE L TWEWT > TIVEERT BICE [Clrl] F—Z2EALE T,

4. TAnalysis] > [Sample Manager| %R L £,
BER U7z 7 7 A )L Sample Manager ICERRENE T,

T8 B IiBHE S T % Basecaller & DyeSet/Primer DX Z LT, 77 AV =EIEL
CHAEDLETERLTITZE L,

Basecaller ® DyeSet/Primer 7 7 1 IV EZEE T Il

1. Sample Manager T, Z#H 3 5H 2 IV 2HERL £,

2. [Basecaller] Fry 725> VX MHHBIO Basecaller 23R L %9

3. [DyeSet/Primer] Frw 72> U X~ SHHIO DyeSet/Primer 7 7 1 V2R L £ 9,
4. HBOY YT )IVeZHET BIcid, [Fill Down) #EEZEHLET,
5. TApplyl Z22Vv 27 L%d,
6. TOKJ zZz7VUw 7 L%ET,
7. [F]zrvyrLEd,
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Analysis Protocol Of#th/N\S X — 2 DEHE

Analysis Protocol @  Analysis Protocol Z{R&E Y % l<iE

Sample Manager Y > 7)LZEMU £ 9 (8-5 X—I0D [Sample Manager DY > 7
VDB 2B T T W),

[Sample Manager] 7+ > R T, [Edit Analysis Protocol] Z27 Vw7 L% 9,

RS

1.

2.

Analysis Protocol for "A1-2F_01" x|
__E_ﬁ_??ff![!["_gél Mixed Easesl Clear Flangel F\Herl
[ B i  Ending Base
[~ 4 PCR Stop
Easecaller
[Basecaller-31D0POPESR.bep =] || T after |5 Mz in [10 bases
CweSet! Primer [ After IZU— Mg
[DT3100POF5(ED}2.mob =]
[ After [500 Bases
Pr Data Quality Threshald
% Call all bases and assign GV
& Tiue Profile € fssian N for basas with Qv < [15
" FlatProfile
| 0K I Cancel

[Basecalling] 27 C. XOHFZFIATLET,

a.

[Basecalling] 7/)V—7"T., Kuw 77X U R M5l Basecaller 58X T
DyeSet/Primer 7 7 1 )V 3R L £ 9

. [Editing Base| 7/V—7"C, 7—ZFTIcid% 1 DLLEDR T RA > b 2R

LET X7V av),

. IProcessed Data] 7 /)L—7"TC. XOWVWITNHhEFRLE T,

True Profile - iz & 58\ 7 H)ViEEZ I — 7| (fe& ZIE 1000) 1iFF—809

B2XICAT—IVEEELES, €—7D 717 71 )Uid Raw Data ITEL L £9,

Flat Profile - fi#tht 77— 2 DER AT — VIGE D HNCIREE L7 — 2 2 FRd 2 DT,

SO — 2 (fe& ZIE 1000) 1ITIFE KT 2 XA —)VEREELE

T, =077 7 A )VET— 2 OHRFEE T (K 40 HFELL ) -1k b £9,
. [Quality Threshold| Z7/)L—7"C, XOVWITNHZEIRLET,

Call all bases and assign QV - KB Basecaller (&, 3 XTOEEZFHAED ., QV %

HOMTET,

Assign ‘N’ for bases with QV < x - KB Basecaller (X, QV BANEK b/hE VTN

TOHIITH LT N ZHAHHD £7,
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Analysis Protocol Dt/ NZ XA — 2 DEE

4. TMixed Bases] X7 &ENLE T,

Analysis Protocol for "A1-2F_01"

~Mixed Bases Settings

[¥ Use Mixed Base Identification

Call IUE if 2nd highsst peak
is>= [15 % ofthe highest peak

| 0K I Caneel

a. HEITIS LT T, [Use Mixed Base Identification] Z3ER L ¥4,

b. 774 ) OBV 25% 2R LE0nEa. FiROEZ A2, % 14
ZL TRy JUTHZZBELE T,

5. [ClearRange| %7 7ZEIRL £9°

Analysis Protocol for "A1-2F 0

Basecalling | Mixed Bases Lo ras]| Fitter]

~Clear Range Methods

™ Use clear range minirmurn and rasirnurn

First Base »=|20 * End Ease 550

€ Bases to trirm from 3 end [20 First bp Last bp
¥ Use quality values Remove bases fram the ends until Mbases Hbases
fewerthan [4  bases outof [20  have Qs less than |20 v oV %
™ Use identification of N calls Rerrove bases fror the ends
unifil there are fewerthan[4 | Ms outof |20 bases <XN's per Zbases « ¥ Nrsper Zbases
s rud [
I™ Mask 113 universal sequencing primers 2 =

¥ Use reference trimming

Multiple clear range methods are applied in order. _
Smallest clear range is the result Retarenoe ai>x
[ ok | cancel

a. MBI C T, T—XRMTOM T RA >V b | DERTISHEHEIRL X T,

b. HEITSHE U T, Clear Range "5 M13 V'S4 X—% <AV T 5K IBERLET,
c. [Use reference trimming | Z#RLE T,

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



B8E TH2DBHENLREE

6. [Filter] 2 7%Z#EIRLET,

Analysis Protocol for "A1-2F_01" .;.5 x|
Bascralling| Mixed Bases | Clear Range : Fiter]|
Filter Settings
Maximum Mixed Bases (%) 35.0
Maximum Ns (%) 10.0
Miniraurn Clear Length tbp): |50
Minimum Sample Score 20

‘ QK I Cancel

[Filter Settings | ICEZIREELE T,
7. TOKI Z27Vw 7 LT7ubka—)LZH{F L, [Analysis Protocol] X4 707 Ry 7 A
ZHCE T,
Analysis Protocol @  Analysis Protocol Z&RY %IciE
BA | sample Manager T, BIBORERINT 5> TILEER LET,
2. [Apply Analysis Protocol] 27 Vw27 LEd,

Apply Analysis Pro x|

Chooze an Analvziz Protocal that will
be applied to the set of selected
zamples.

Analysis Protocal: I31DDSR—mixed 'I

31005R-mixed

3. TAnalysis Protocol] Rrwy 77Xy > VA 570 sa—)LEERLET,
4. TOKJ 27V v 27 L%,

Spacing . Peak 1 Location, Start Point 35X T Stop Point 73 0 1C72 D £97,
5. TApplyl Z7Vv 7 L%d,

[Assembled| 1 > I —&ZMNgk (TR TIVER) Wbk (TR TIVENTHEY)
ICZDH Y| TAnalysis] KX W7 7T 4 7IC7ED T,

6. VW LET,
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T—2DiRE

T— 2 DiRE

= ADMREIC VT VAL, ROFETITITENTEET,

PWT L Clear Range # 8L £ 3,
YUV OER BN, HIFR, XEEELET,
o YU IWDAR=AZEBMEIZHIBRLET,
o ARVAY avt Y AOMEREEM, HIkR, FIEELELET,
o ARVRAY AVEYYADAR—AZBIMEIFHIRLUE T,
e VI 7L YVADAR—AEBIMELIZHRLET,
V=T VAOWHREIT O 2V PNTITAE T, ZENRE, EIcaye YR o—r v
AWRRKMENE T, e, AP R =T U AZHETZTLETEET, TOHA.
NTCOYV YT aAV T ZADRENBENKENE T, a2 TR ¥—F > ADHHE
&, Specimen Y 1 —%F7/zl& Project € 2 —TT7—XEZRL T3 L EIHTAET,
A REROAN—ALHXZIIH AN T TRREND 2D, MEINTWIRNEREX
MTBHTENTERT, INFICEKBERIG, I—FICKBmEBLCayo P RAa—FIC
XBMEICHHENE T, QV ZHDEEOMHEICHE T 2 FMICDOVTIE, 109 XR—TD
Quality Value ZFFDIEEDHE ] ZBIML TIZE L,

T—RERETRIEG BHORTHRI/ERTE7FH ) YA LR—=FORRICIE U T, ROK S BBEEITOIZ0E
andbo Ed,
o B2 T7)VD Clear Range Zii#d % (8-12 X—D [Clear Range DF%E | ZHM)

o UUTINWFERIIARYAVHNDOEREZIZIAR—AZHET S (8-10 =YD YT )L
FlZa b YA = U ADME ] BEIR)

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F 8-9
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YOTNWEREAV YR =T ADIES

Segment E21—T®
i D D77 4
V=7 ADfEE

B 7 IVDEREDIRSE

Specimen E1—TiEEZHEA. HIfR. EEI BIclE
1. TProject] V4> RUDF Y~ 3> XA T [Segment] 7 A IAVEFRLET,
[Project Document] 7 > B C Specimen ¥ 2 —AFE £9°,

W seqscape - - bap is logged in 4 =l
Fils Edit View Taols Analysis Window Help

oS S B Aax|r ® 2]

L il B 5 5 % uiss] [T ER|ELA)  acte LayerJHLAC_CDS ] Tabjumps to nextfuiple

R HLe-c-3100
Project Navigator
E-E HLA-C-3100
=1 3602
f B Unassemble
= AFRE0557
= gi[7414348]¢

2. [Assembly] X 77%3ER L, lActive Layer] R X7 > UX IS LAYZEFERL
ES

3. AVbUVYRADWEZZELIZZHIRY 5I1cid. WET2HEEZ 7Y v 7 UTHIFRE
BEHLEXT,

4, avbeY X U= RIHERERATBICIE., 2 DOEROEE Yy 7 L, EEE
HWALET,

& AWEROEREE, NNFTERRENKT,
& EE (Audit) BEEDVANICES TOBHE, EN—ALH, X—ZfFHA, X—ZHIFRD
i (Reason) Z AT 208 NH D £,

YUV, OV T ADEREEE UHETHET S ENTEET, /2L, 28
NAE. HEPRE LY IV EZD0ay b YR ¥ —F VRAICORKMENFE T,

8-10
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YU TWEREIAVEVTR =5 ADiEE

Project E2—T®MD &F: IRNTOLEHENARE, ARVAVHNOY Y T)I o—F VALYV ICKMENE T,
D7 Dy {
= ADIRE Project E1—TEEZEBA. HIfR. BET 3ITIE
1. [Project] W4 Y RUDF =y ay XAV THEOTOY 27 FEENLET,
Project € 2 —hfE, SRRV AYDAVL YR =T VABRERINET,

WBseqscape - - bapis loggedin
File Edit View Toals Analysis Window Help

=lolx]

ScEE B & 1B sax/k = ]|
[ pd el ) ) S wlm|  [EH S| Active Layer[HLA-C_CDS 2] Tab jumps to nextfMultiple

W HL2-c-3100
Project Mavigator HLA-C-3100
E-EHLA-C-3100) [Known Yariants
-0 360.2 HLA-C_cDS Rols
— 2 Unassembler Jall Variants
= AF250557
= gil7414348e

GOGAGACACRGAAGTACAAGCGCCAGGCACAGYCTGHCCGAGTGAGE

R E
GGGAGACACtGAAGTACAAGCGCCAGGCACAGVCTGHCCG&GTG&GC

2. aAvbyYADOHEZZEXIZIHIRRT BIcid. WET BHEEZ 7 v 7 U THIBRE 72
BEHELET,

3. aAVbBIUYR = YAIERERFEAT A, 2 DOEEDEZ ) v 7 L, tHEZ
HALET,

3 AHEHOERIT, NNFTEREINET,
4., AR—=RAZHBRT BICE. AR=R%Z7 Vv 7 UTGEIRL, [Delete] F—%Z#M L %9,

5. AR=RAZHHAT BITIE AR—ADIHALLEE 7V v 7 U, [[] F = T2E A=A )R—
2L ET,

3 EA (Audit) BEEENENICE S TWVBGE. SN—AZKH, X—ZfH A, X—ZXHIFRD
g (Reason) Z AN 2B NHD XTI,
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Clear Range D%

Clear Range Ic
elaYe

WE, YU F—=2Id. T—XDOENERIERICHANDZ T EDTERNVY—T VA
RN IR — T VANEENTVET, COXI BT —ENEENTVE L, TSAAVRT
Io—WREL, NUT Y ERBELLBEHENEEA,

Clear Range 3. &t T T7—DVix i Lz —  ZADMETY, SeqScape V7 b«
7Tl Y2 7IVD Analysis Settings] DFEICHEHEDINT, fRFTHICTRTOY VT IIcH
FINIC Clear Range WEE XN E §, Clear Range (&, ¥ > 7))V T EITHEIERTRETT,

TE ! [Analysis Settings| T [Use Reference Trimming ] 7% 3R Uiz iGE, SIS U T
V77 LYADS5 E£TOS5 Kb, k7213 3" £ TO 3" Kilc b2 > TV 7— 223X TR
SN UT. FET Clear Range ZET 2 MENH D ET, VT 7 LV ANCHZT 2T 7—
2ETTAAY FENFTEE A,

HLA-C-3100 ¢ 3602 § AF2B06R7 ¢ 360.2-CX3F_01

Annotation Sequenca' Features Eledropherograml Rawl

l‘l Z‘l 3‘1 4|1 S‘l
GGGCGGGGE C CAf TETCACAC CCT CC w TLTRY CToC CCT
1813
1424
1335
1246
1157
1068
a7g
a40
a0l
Tz
623
f34

445
356
287
178
ag

11z 168 224 280 336 382 443 504 960 B16 672
»

4 |
[

L Clear Range ADT—% Clear Range 7—%

K 8-3 Clear Range 7—%#

Clear Range D%, HEIINC AR A7 TIWEN, VT 7 LY AT 57 T4
AV b BN REI Tb N,

Clear Range DZEH X, KD 3 DOTFHETITH T ENTEET,

e ClearRange V4 ¥z v I
s XTUR
 [SetClear Range] X717 HKwv 7 A

8-12
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Clear Range D%

Clear Range Clear Range v Yz v h%{ERB LT Clear Range #5% 3 3Icid
VAZIVEDER | snvsimsvyaemEET,
2. [Electropherogram] % 7 7Z#RL £3

3. 5 (CRBhH) 72337 (CR#T) Ur Yz b2BIRLX T,
BIRUIZY ¢ Yy M RO SRICEDD T,

5 (CREEK) vrYzvh TaT (lﬁ TT G

3" (CR#&7T) 94Yzv b
4. I Vzy bERIERICRS THEMBEZ TAERICRI YT L, A=V ILZERLET,
5. B (Audit) BEEEDNEINCE > TV A4S, Audit Reason Editor BB X £9,

R Audit Reason Editor x|

Event Setnew CR [12:283]

oK Cancel

6. [Audit Reason Editor] %1717 ;K 7 Az5EM S, TOKl 227V v 7 LET,
HHLOD Clear Range MFERENE T,
7. OOt RzEOIEL, FiEO Clear Range DI HlZER L £ T,

ITDADERE <IVvA%ZFEHALT Clear Range %584 3(Cid
1. ayz 7 bhoYrTIVaEEEd,
2. [Electropherogram] % 7 7R L £9,

3. 5" (CRFH) F72id 3" (CRHT) VPV xzw FOBE LR S 2 DOWROMZL Y
Vw7 LET,

ROV Ty FOME

TN 14T Ty bOUE

| ‘IIIII g! !

CTM Gk CICCTC MG W TGt

i /\AJ‘”‘»’\ N
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B8E TH2DBHENLREE

4. ROVINhZFATLET,

BEIT D% BRI AR
CRBEEEV Yz v b Set CR start [ at selection
CRETUsYzv bk Set CR end ] at selection

5. B (Audit) BEEDEMICE > TV 5H%E. Audit Reason Editor THEH (Reason) %
BEIRL, TOK) 27V v o7 L%E9,

H D Clear Range BERENE T,
6. TOTHIRAZEOERL, BOHUOHH CR 7+ Pz v FONEZERL LT,

[Set Clear Range] Zn#1470%7 Ry X%EALT Clear Range ZREY 5Icld
BAT7AYT Ry T AD Tz YTV EREERT,

M
2. Electropherogram Y 21— 7213 Specimen Y 1 —7T., ¥HOBHE LUK T OEERS
ZHIWT L £ 9,

3. [Tools| > I'Set Clear Range ] 7Zi#RL %9,

—_

°} Sel Clear Range for QA3-[F-QA3-[F

Bein [bpl:  [29]

End [bp]: 380

4. FIE2 THMWrLcfEZ AL, TOK) 227Uy 7 LET,

5. B (Audit) BEEDEMICE > TV 5H%E. Audit Reason Editor THEH (Reason) %
BIRL, TOK) 27V vy 7 L%ET,

HH Clear Range BWERENE T,
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N7 b DfRE

N7 FDIRE

D=l VANDI T =2k Licth, NI T Y FORRBRUOHREZITAX T NV TV M2
R d % AL, XD 2@ HD I,

FiE1

2.
3.

NUT Vb F=2eRrbIURHRET I
1.

WNHEDOTuT 7 M eEET,
YV OEEEI Yy 7 LET,
ARV A VHDORICERREND =AKZI ) v 7 L, TL7 baTznadZ Lok

FZRLET,

ARVAY AV YA =V AFRRERENZ Y T F—2OHEREEIFX

N—AZMmELE T,

ROINY T Y MCHENYT BIid, [Tab] F—ZM LK I, fiONN) 7Y MIBHLTEDS

IMEZFRE T IIRET SICid, [Shift] - [Tab] F—Zf L £ 9,

FEOCHl] 4+ [Z]) F—%MHT L. IRBDPERENTOAEWGETE, BERLEAT LT

RICERENET,

g HLa-C-3100

Project Mavigator | qHLA-C-3100

®-[ETHLA-C-3100] Mknown Variants
HLA-C_CDS ROls

18l Wariand its

BHLA-C _exon2

NI

[Surmmany

T Variants
Irdex
Feference
Feference-Ad

CGGCCCGTGAGGCGGAGCAG

FGAGAGCCTACCTGGAGGGC A

w 3602

3B0.2-Cx3R_0Z|

360.2-Cx3F_M

FGAGAGCCTACCTGGAGGGC A

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



B8E TH2DBHENLREE

FE2

T—R2DREF

NUT Vb F=2eRrBLURHET 21

1.

2
3
4.
5

WMROTOY 7 M EfEET,

lAnalysis | > Report Manager| #3&RL %9,

FET =gy RAUT, XRT2LR—F 28R LT,
[Window] > [Tile] Z3RL £,

Mutations & CHEDLZ T 2R L, MiEZHERLET, UKD, Alignment € 2 —
W7 TAAYFDIELUWBEICHBEINE T,

KON 7> b 7% RDG ISENT 5I1CiZ. 7oy b 794 AV Oy R
= Y ANTRHON) 7 v hOfiEz4A>7 ) v 2 L, TAdd Variant] Z27 1) w27 L
7,

File Edit ¥iew Tools Analysis Window Help
- B 5 0B se X = =]
1z ﬂlﬂl EH E S 5 S @ﬂl ||ﬂ|@ Active LayerlHLA—CicDS = Tab jumps to next|Multiple...

AHLA-C-3100
#EHA-c-a100  Mknown Yariants

HLA-C_CDS ROls PHIRSED exom

I Variants | | ‘ | H ” IIJ
[Surnmary YGGLCCGCGGAGAGCCCGGCTTCWTCKCAGTGGGCTACGTGGACGACACGCAGT
MT Wariants [ o v v o o e e e e e e e e e - S Moot e et st i e
Index 50 &0 70 an a0
Reference |cggceocgeggagagoecegottcatogoagtgggoracytggacgacacgcage
Feference-fa B G B G E B R F I A v G T ki D D T 1]
» 3602 poonmnn.n_n_mnn_fgunin 1 I 0 B a0 n Blnn.mn.s
YGGCCGCGGAGAGCCCT CTTCWTCKCAGTGGGCTACGTGGACGACACGCAGT
-« o | i

Ez5t 7 Licb, 7ad 7 FRFELTLEE W, [File] > [Save Project] Zi%Rd %
m. (T'Save Project)) Z27 U v 7 L9,
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J1/ AT DEM

/324 TDENM

Genotype L R— bV =/ 24 THBINT Bl

1. Project ©a—T, ARV AVOERZZERL, 157U 7 LT TAdd Genotype | %%
RLUET,

EE 00 S EIES]
qHLAC 2

.nown WYariants

- FLAIC_exonZ HLA-C_exon3 HLA-C_exond
Ao 1L 0 L L A LR L U
SUnmAry GocTocCCACTCCATGAR GTATTTCcEWCACRECYGTGTCCCGE
[T Variants | i e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
Index 1 11 zl 31 41
Reference goetecccactocatgaggtatttotacacegoogtgtecege
[Feference-al 3 H E n B T F T T & ki 5 F
[ GocTcCCACTCCATGA r1"""""""“"".”“r'.."CGTGTCCI:GE
» iz GCTCCCACTCCATGA GTGTCCCGE
| %] GCTCCCACTCCATGA A vpe GTGTCCCGE
Show Genotvpes List..
[

2. V) EZATDIVRANEFRRT BICIE, ARTVAVOEREEZENL, H7Uv 7 LT
[Show Genotypes List| Z#RLE 9,

Genotypes List

The follawing genolypes wil appear in the Genotype Repait when the
Show checkbox is rue.

Shaw i Position I Rl I
F 175 ROIName
F 2o ROIName
F 2 ROIName
F 302 ROI Mame

Delete
Done |

3. Genotyping L R— MIfiEZ £ RS 5IciE. [Show] F v 7Ry 7 AZERLET,
7-29 X—I D [Genotyping L R—F] Z2M LTI ZE W,
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ENR]

T—2BLULER—PDIVRAR—FE& 9

COETIF. ROWEHICDWTHHLET,

TR TP A VDL AR 1 o 9-3
LR N O I A R N oo 9-8
T LR — RO . o 9-10

9-1
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E9E F4BLULA—FDOIH K-+ LEIRI

% 3=

1. Analysis Defaults &
Display Settingsd £

F4E

2. YIF7PLYR T=4 J)IL—TD
T3z

v

E

s WITFLYR =i U AMEM
- ROl o 1ERL

s LAY DR
CIA4TSUDIVY

ROI

CRYLFF R AT EDEMR
T2/ BANYT Y ROEMN
CINYT b REAVDEE

3. Project Template M 45

RIREHE

%6 =

- RDG
- Analysis Defaults
- Display Settings

4. 70Ty +OERERIT

B7TE

v

Project Template M:&iR
BADEM
BTN TFANDA vR—

VI bz THEHETT H0E

s R—Z2a—1 Y
CTaANBYUY
-TEVINL
saAVEVUYR
STIA AV
=433

FSATS VR

5. F—% L LR— FORT

%8 =

6. T—2 OBEENLREE

7. T RR— LR

v

T4

- Project Ea—

- Specimen £a—
- Segment Ea—
+ Sample £a1—

S L~ b
CTFIA A RENTAS Y b

CAVEUHR V=R

CTIAAYRESNIY YT V= U

YT TFANL

9-1 HRIBXUTIYAR— bFIRDOGER S

Report Manager

- Analysis QC LR— k

- Mutations LR—

- AA Variants L7iRk— b+

- Specimen Statistics L#R— ~

- Sequence Confirmation
LR—+

- Base Frequency L/R— bk

- Library Search LR— k

-RDG LKR—+

- Audit Trail L7R— K

- Genotyping LR— k

9-2
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F—=R T7AIVDITY AKR—

T—2 I774IVDITYI AKR— b

771I1V4&

R+ 7ar

TNV DT 7 ANAIE, TPy b LR FOME» SN 5NE T,

T7 AN, ROXFZFHALENTL I,

\/:#2¢<> 1 & BERUTAR—X

Tudz s b, ARVAY, ® TRV, FREV VTN T ANEL I AR—+TB L

MCEET,

£O-1ic, ARG A T2 a2k edEd, 7—X T7AUTE Ny EBXTT v

ZIEHRISAHAAEN T Ao

FINEBICZIAR—FTESET—X 774X 1 DOIRTI,

& 9-1

IJRAR—bFToarveET70IVERF T3>

IJARR—=FAT 3

Z7AIVRERA T3>

Sy

[\

Project Alignment-Nucleotides

Project Alignment-Amino Acids

FASTA

ARVAVELUET AV b

FASTA. SEQ. &7zid QUAL

FASTA

%

ZIv

YW =T RA TTFAI

FASTA. SEQ. AB1. Ffid& PHD

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F
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BIW F—2BLULK— FOIHRF— b LA

7Aavzvbr AV bTISAAV M EIVAR— T BICE

TIAAVED

IV AKR—F

2.
3.

WROTOY 27 FefEE T,

FEH—vay RAUT, [Project] 74 2V EENLET,

[Filel > [Export] > [Project Alignment-Nucleotides | % 7zi& [Project Alignment-

Amino Acid] ZEIRLE T,

gExport Project AA Alignment ]
Lookin:  [_1pplisdBiomsterns =] =2 0= Bl
| 15eqas.0
| GeqScape
File hame |HLA-(}31UUJ&aAIignment.fsta Export |
Files of trpe IFASTAfnrmat(*ista) LI Cancel |

[Export Project| XA 7175 Ry 7 Z%RDEBVICTEREITET,
a. Project € 2 —7Z R FE 32 7+ IV E DL ZEIRLUE T,
b. REUTIGLT, 77 ANV ZZEELET,

FL TNV EIOT 7 ANV

PR F 2 TN R D 9,
c. [Export] 227V w 7 LET,

Jayry b LEHE O R #EEIC FASTA

ABI PRISM SeqScape V7 box77 v21 A—H AC4F



F—=R T7AIVDITY AKR—

ANRIAID ARVAVEIYAR— T BICE
TIAR=bF | paornve s rrmEss,
2. FEHF—v 3> XALUT, [Specimen| 74 AV ZFERNLET,

3. [Filel> TExport] > [Consensus Sequence] %7zid ['Aligned Sample Sequence ]
ZIERL F 9,

il Export Consensus Segments Folder S

Loak jn: 1 &ppliedBiosystems b ﬂ e =

| 15eqas.0
| GeqScape
HLA-C-3100_Aadlignment fxta

File name |.1sta Expart |
Files of trpe IFASTAfnrmat(*ista) LI Cancel |

FASTA format {*.fsta)

4. TExport Consensus| XA 715 KRy 7 AZRDEFBDICTERILET,
a. 77 AIWEMET % 7 VX DGHTEEIRLE T,

FTIAINEFDOT T AINKER, Yy M EEEOEER RS EERIC FASTA
VR = 4E0cim D 9,

JavIs AN
HEAY R FiR
15 BEISUT. T 7 AL asEBLET,
2 SBLE S A IWBEATILENT EEL,
E1ELDEIAY FEEEENET. AN LI mETH
i_g—o

b. ['Consensus Sequence] 4 73 3 > C, [Filesof type] K 77X YUX S5 T 7
A IR ZEIRL £9

c. [Export] Z27 Vv 7 L%d,
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BIW F—2BLULK— FOIHRF— b LA

THARD €AV EIZRE— T BICIE

IV AR—F

1.
2.
3.

MEOTOY 7 M EHEET,
FET—> a3y XA VT, [Segment| 7 A AVEFERLUET,

[File] > "Export] > [Consensus Sequence | %7zi% 'Aligned Sample Sequence
ZIERLF I,

X

B Export Consensus Segment

Look in: 1 AppliedBiosystems - = e el
1 Gegaso =
_ | GeqScape

5

360.2_AF250857_ConsensusSequence fsta
360.2_gi-7414348-emb-4J277102 1-HEA277102-Homo-s apiens-parial-HLA

bap fsta
|;] HI &-"-3100 dadlinnen et fata I _'j
4 |3

File name ';\n/—UED2-a|le|e,—e><on-£17ConsensusSequence.ista Export
Files of trpe IFASTAfnrmat (*fsta) j Cancel

FASTA format (™ fsta)

SEC format (*.zeq)
QUAL farmat (*.qual)

lExport] XA 707 Ky 7 AZRDEFBOITEMERLET,
a. 77 AINZMET 27 +IVEDEAZERL X9,

b. MEICIGUT, 77 ANVGEEELET, 774NV EDT 7 ANVEIE, VT AV M
I FASTA $ERR T2 T2 4u1c a0 £,

c. [Consensus Sequence | 47> 5 > C, [Filesof type] Ky X7 VA N5 T 7
AIVERZEIRL X9,

d. lExport] Z27 Vw7 L%d,
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F—=R T7AIVDITY AKR—

HTIVDIZAR—F HYTIWEIIRAR— MBI

. wgo7yudzr hzHEET,

2. FEHF—v a3y XAUT, [Sample] 74 AVEFRRLET,

3. [Filel> TExport] > [Sample Sequence File| Z#RL %9,

mExport Sample 4
Look in: | &ppliedBinsystems M gl

| 18eq4h0

| 1SeqScape
360.2_AF250557_ConsensusSequence fsta

360.2_gi-7414348-emb-AJ277102.1-H5A277102-Homo-sapiens-partial-HLA
360.2_gi-7414348-emb-AJ277102.1-HEA277102-Homo-s apiens-partial-HLA;
E] HIA-C-1 00 Aabdlinament fota d
L]

| 3

File name: |36D 2-Cx3R_02 fsta Export
Files of fype: IFASTA format (" fsta) LI Cancel
ASTA format (*1s1a)

4B 1 format (*.ab1)

SEQ format ("seq)
PHD farmat (*.phd.1}

]

n
4. TExport] RAT T R 7 ZABRD EBVICFREEET,
a. 77 ANEGRET BT 4 VR ORFESERUET,

b. REIIEUT, 77 ANKEEELET, T 74V DT 7 ANV, T TIVAIC
FASTA ¥EEE P2 72 80c 20 £57,

c. [Filesof type] Ruy FHZ Y UX M5 T 7 A )NVERZERL LT,
d. lExport] Z27 Vw7 L%d,
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BIW F—2BLULK— FOIHRF— b LA

LR—=PFPDIIRXEKR—F

771I1V4&

W = D

LR—bDIIRAR—+

TNV DT 7 ANHIE, TPy b LR FOME» SN 5NET,

T 7 ANKITIE, ROFZEH LIEWTLIEE W,
\/:#>I BRTAR—A

TERLIZLAR—FE, R—=Z )W FFa X2k 7+—<v | (PDF). 7+ A, HIML, ¥
TeE XML IERICZ I AR— P95 EMTEEXRT (X9-2),

3 0 HTML %7213 XML OWINHh 2RI % & &, BEOFRICHHT 25581
HTML. A7V 547 7T r—2 g9 AT AEEIE XML ZHALTLFEEN,

£9-2 TJ7AINWERERGTBRT7 TV r—ary +Tvay

77 AIVER <77V r—a>

PDF (F7#JU ) Adobe® Acrobat® Reader™

HTML™ HTML 7 7 1 ILER T AIRER Web 7 S U Y& eldEEDY 7 b7
XML Web 754
AXEMR, 7— /0y K. Microsoft Word, E£IFMEEDTF X FEIBEDY
T JhoxT

"LAR— & HTML ERICT Y RAR— b T2 E T+ IVADBEBNICERENEITH. 20T +/LFITIE

BHOHTML 7 7 A ILHBENZHBEDHV ET, LR—bDIRNTDT—2IE ZTDOLKR— D
HIMIF SN T 7 M IVICREENE T,

LR—bFEIVZRR— T BICIE

1.
2.
3.

WROTOY 7 ek [ 27 v 7 LEd,
FTET =3y XA VT, LR— hOMZERLET,

BEJELT, LR=FRAAZIAALEY (7-32 X=YVD [LE-FDHARTA
R ZBRLTLEEW),

[File) > TExport) > [Report| Z3ERLE T,

ﬂExport Report i
Look in: I My Exported Reports hd ﬁfl b= S

File name |HLA-(>3'IUU_AnaIys\s_QC_F{epDrl.pdf Export |
Cancel |

Files of type PDF format (*.pdf)

HTrL format (" html)
DAL farmmat (*xml)
[T format (*.tf)
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LR—bFDIYRKR—F

5. [ExportReport] XA 707 Ry 7 AERDEBOITEREELET,
a. LR—bFZ2 7T % 7+ VX DGEHTEEIRLE T,

b. MEIILCT, LR—F DT 7 AINAEEBLET, T 74NV EDT 7 AVBIE. T
Oy x s bae LAR— NOFHIC pdf JEE T2 72 miic 7z D £ 9,

c. [Files of type] Frw FXT Y UX WS T 7 A NVEAZEIRLE T,
d. TExport] Z27 Vw7 L%X9d,

IARTOLAR—FD  #HE. LER—FZHBNCT Y AR— T3 ENTEET,

BEhTHY AR—F
LR— FOBEETY AF— FERETBIE

1. [Tools]> [Options| ZERLET,

General | Datsbase | Users | uthenticstion & sudit|
[~ Display Reports atter Analysis

[¥ Export Reports after Analysis

Farrmat: |HThL x

FDF
Default Path for [Text rt

ca ML Brawse...

aK H Cancel |

2. RAT7Ol Ry AD [General] X7 ERDEBDICTERNESETETD,
a. HEICIH U T, [Display Reports after Analysis | = w7 Ry 7 X7 #RLE T,

b. [Export Reports after Analysis| v 7 Ry 7 A%z L, Fay 77Xy J X
ST AR— MERZERL LT,

¢. TVAR=BLIET 7 ANZMET 2T 7 4V Oz ERLE T,
d. TOKJ #27V vy 27 L&,
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BIW F—2BLULK— FOIHRF— b LA

T—%2 & LKR— FOER

SeqScape V7 b =7 TEIRATREARAT I OMEHIZ WYSIWYG (what you see is what you get)
FXT, #EREINE T % (HP 8100, 4500, 990cxi, 35K T Epson 980) ICHIRIT % T &
MWTEXT, TuVx 7 FOLR—FDED. TRV T b ARTVAY, BTAV . B&
U Sample € 2 —OHIRINAHET T,

NYEBELUT7YvE ITIAR—FBIUHRILIZLR—F, AW L7cT—2 Ea—ldid, 774V Oy ZH
RTEDHAZAIARX LUTYRERBERENET, L, TIVAR—PLIET—X T7AUciE, "Ny EB
XUOT7vREEENTE A,
BRIBLXUTIIZAR— b LIELR—FDAY R Ty ZDRTEHAZIAXT BT
1. [Filel> [Print] Z#RLET,
x|
Print Properti Print Settings for Repo
« Borirait | Print preview:
" Landscape
Paper ILettEr 8.5 by 11 inches j
HeaderFooter... | Print.. | Cancel |
2. THeader/Footer] Z#27VUv 27 L%,
x|
[ Graphic
Set Reset
~Headet
Left Center Right
H Generated at: [DateTimeGene|
Qigggl:ft%ms ated]
Footer
Left Center Right
Project Creator: [ProjectCreator Page [PageMumber]
]F'rmted by [CurrentUser]
Autotext: W Insert
e o e
Prjeccrene
3. BEITGUTCT, ROFIATT ST 4w IV REBFLET,

a. [Graphic] 73 >7T, [Sety 27V v/ L%,

b. A T80T Ry T RAT, 757407 T7AIVEBEIRLET,

c. lOKJ Z27Vvy 27 LET,

F DTS5 T 4w 7%, [Headers & Footers] XA 787 Ry 7 AL,

JAR—F LI LR—=FDk FICRRENEK T,

IRl E 723
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T—2 & LR— hDEIR

4, 9B [Ty RIERELEET DI, ROWTNHOBREEFITLET,
o "\VR[TYERDTFAL Ry IALTFAMZAILET,
o lAutotext] Ry THX TV VAW SA— b TFAMEREFRLET (7F A b
Ry J A=V IV EBEL, kay T2 VA4 — s TF AN A SV a >
ZHEIRLT, Tnsert) Z27 Vw7 LET),
o TFAMANEA—FTFAMEHZEMAEDOETHEHLET,
5. ROFIHTEHEZIRFLXT,
a. [OKJ &2V w27 LT [Header & Footer] XA 710%7 Ry 7 AL ET,
b. [Print Report] X714 v 7 AT [Print] 27V v 7 L%E7,
c. [Print] XA 70T Ry AT, RDREVZI7V Y7 LET,
o HIMEFICEH 27T 51CiE, [Cancel) Z7 Vv 7 LEd,
o ZHEELTHIRIT %12E, TOKI Z7V w7 LET,

BTV T7AIVD ST TFAIVO¥AEE 2 —%REHRIT 3l
Ca—0HR | sprnvrs ramEEd

2. FET—varyXAUT, HilT 58 TN eER L%,
3. [File)> [Print] Z&RI 20, & 27V v I LET,

&R Print Sample A1-2F 01 x|

~Sample Settings

© Qnly the visible data Panels Fer Page: [4 =1

IS ; Points Per Panel: I‘I 500
~Print Properie
~Include in Printout
& Porrait

[T Annotation
" Landscape

|| ¥ Electropherogram
Paper [Letiera5by1.. W ||| T Ssauence
JI— I~ Raw Data

Header/Footer... | Print... | Cancel |

4. FA70T Ky I AEZRDELBDITTEREIEET,
a. [Print] %3 3>, lAlldata) Z#ERL £,
b. [Print Properties] 73 > T, FOME &P A AZERLE T,

c. [Sample Settings | 7 > 5 > T, [Panels Per Page] Ry X2 1) X "hSfl%x
BIRLET, 1 ~4 ETOMEZIRETEXT, 774V 3 4TI,

d. Points Per Panel] {4 v 7 A CEZERL £ 9, 100 ~ 12000 £ TOEHZIEE TE
9, 774 NI 1500 T (#9120 HHL),

e. lInclude a Printout] 27> 3 >, AT 3 2 —%REIRL T,

f. YT AV 727 2T 5%, [Print Settings for Project] £27 3 3 > d
Bases per panel] 7« —/V RICHROMEE AL LET,
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FIBE F—EBLULK— FOIHZHK— b LER

7Oy DAL
E 2 —DER|

g. [Print] 27V 27 L%,

[

—Printer

z2lx]

MName: HF C LaserJet 4500-PS
Status Ready

Type: HP CLaserJet 4500-PS
Where: IP_167.116.254.248

Comment

Properties

I Printto file

~Pintrange Copies

&= Al

© Pages  from: |1 to: |5

' Selection

MNumber of copies: i 3:
@ I Callate

TV URZERL, TOK) 227Uy 7 LET,
Wi/70 [Print] X4 707 Ky 7 ADHC, FHIRDBHIEENE T,

70717 FOKRAGE 1 —ZHRIT BIciE
WHROTOY 7 FHEXT,

FET =3 XA VT, HMG % E 2— (Project, Specimen, F7zi& Segment) 7%

RLUET,

WYSIWYG /A THIRIT 255, €a—0OHRERE CA7u—)L LT,
[File] > [Print) %8RG 50, &) #2710 v o LET,

&# Print Project HLA-C_¥2 x|

~Print Properie

& Porrait

" Landscape

Faper |Letter 8.5 by 11 inches LI
Header/Footer... | Print... | Cancel |

E Print Specimen il

Al data

~Print Properie

& Porrait

" Landscape

Faper |Letter 8.5 by 11 inches LI
Header/Footer... | Print... | Cancel |

Eprint Segment Assembly

& Al data

~Print Properies—————————————
& Porrait
" Landscape

Faper ILetter 8.5 by 11 inches 'l

~Print Settings for Project——

Bazes per panel: ISD

x|

Header/Footer... |

Print... | Cancel |

9-12

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



T—2 & LR— hDEIR

5. ZATHT Ry IAZRDEBDICTEREEET,

a. [Print] &% 3 >, TOnly the visible data] (WYSIWYG) % 7zi& l'All data | (i
HIATREZRIGE) 2R L £ 9,

b. [Print Properties] 7> 3 > T, FOME &Y A XZZIRLE T,

c. BT AV 7Ry T7 VAT %556, [Print Settings for Project] 73 D
[Bases per panel] 7« —)V FICHHOMEZ A LET,

d. [Print) #Z7VUw o7 L%,

—Printer

Marne: HP C Laserlet 4500-PS Properties.
Status Ready

Type HP C LaserJet 4500-PS

Whare: IP_167.116.254.248

Comment: ™ Printtafile

—Printrange Copies

= All Mumber of copies: i 3:

€ Pages from: 1 wfE
€ Selection @ ™ Collate

6. TVYZRZEERL, TOK] 27V v 7 LET,
W50 [Print) X787 Ry 7 AMEC, HBIDEBRENE T,

LER—PFOEIR LR—FEEDRITBICE
I MEo7avesrERE[EEZ7Vy 7 LET,
2. FEHF—IaY RALUT. LE—NOBESBNLET,

3. RBEILUT, LR=—FEHIZAEZIARALET (7132 RXR=TUD [LIR—FDHAZIA
| BT EEWY),

4. TFilelJ> TPrint] Z#RLET,

B Print Report s X|
Frint Propertie Frint Settings for Repo
* Portrait T
" Landscape
Faper |Letter 8.5 by 11 inches ;I
Header/Footer... | Print... | Cancel |

5. [PrintReport] XA 715 Ry I AZROEBVICTERELET,
a. [Print Properties] £ 27 3 > T, HfOmE &Y 1 XZ2ER L £9,

b. HEUT)G T T, [Print Settings for Report] 7> 3 > T, [Print Preview ] 7Z3ERL
EJCIN

c. 'Printy Z2V v L%93,
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FIBE F—EBLULK— FOIHZHK— b LER

RDEN S RITHES FMEZ K LT 7ZE W0,

TPrint preview #7723 > DIKHE RICEGFIE
ERLGOL 7
BR 8

Print] 24707 Ry 7 ANHEET,

—Printer
MNarme HP C Laser)et 4500-P3 Properties |
Status Reachy
Type: HP C LagerJet 4500-P5
Where IP_167.116.254.248
Comrmert: I Printto file
—Print range Copies
= Al MNumber of copies: 1 E
© Pages  fram |1 to: |B
Ijl I~ Collate
) Selection : 3

oK I Cancel |

T 2 RERL TR=VHZER L, [OK 27U v I LT,
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7T—%2 & LKR— DR

F

8. [Report Preview| XA 707 Ry 7 AMWAETET, 9-16 X—

2RI LE T,

I

2%]

—Printar

[Printy #1704
Ry R

Name:

Status:
Type:
“Where

Comment:

Ready
HP C LaserJet4500-PS
IP_167.116.254.248

Froperties

™ Printto file

~Print rang
& Al

© Pages

€ Selection

fram: |1 to: |5

Cop

Nurnber of copies

L1

LR—DEKES
N=—V%RTRT D
EEITERLET,

v

DE 93 DAYV R R

[Print Pages
ZA7OT Ry IR

[Page(s) Y

& current 1 of 2
 from |1 to |2
Ok |

IReport Preview |
LA7AT Ry IR

XI
Print Page(s) | Close |
-
SeqScape Analysis OC Report
Applied Generated at04 Sep 2002 at 19
Biosystems 157 POT
Summary
[Active Layer HLA-C_CDS
Frojedt HLA-3100_v2
Froject Creation Date 04 Sep 2002 at 19:41:57 FDT
Froject Modification Date 04 Sep 200Z at 18:41:57 FOT
Frojest Template (FT) HLAG100_vZ
FT Creation Date 04 Sep 2002 at 10:08:54 FOT
FT Modification Date 04 Sep 2002 at 19:41:67 FDT
Reference Data Group (RDG) HLA-C_exons2-d_wz
RDG Creation Date 04 Sep ZOOZ at 19:21:47 FOT
RD% Modification Date 04 Sep 2002 at 19:41:57 PDT
Dizplay Settings (D5) DefaultDisplaySettings w2
DS Creation Date 20 Jul 2001 at09:23:10 PO T
DS Modification Date 04 Sep 2002 at 19:41:57 FDT
[ alysis Defaults (AD) FA00SR-mixed_vz
[AD Creation ate 04 Sep 2002 at 19:0447 POT
[AD Modification Date 04 Sep 2002 at 10:41:67 FOT
[Specimans in Report |
Gl |
Specimen Analysis
Specimen # B 1 Filter bl i Total# |G =
Samples Soore [Variants
a1 & |:| D D 25 |53 [
Complete - D Partial Output - A Mo output - .
For Research Use Only. Not For Use In Diagnostic Procedures
[ Fage1 =
4 |
1of2.
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FIBE F—EBLULK— FOIHZHK— b LER

#9-3 TReport Preview] DK% > Dkge

K2 ¥ae

First. Previous, | L/R— FDRLAGAR—IERRLET (—EBICRRTEBDIE 1 RX—TJDHTY),

Next. Last

Print [Print) #4704 Ry U AEREET,
LAR—bERRTSICE. 7)) 258K, TOKI #2Uv 7 LET,

Print Pages [Page(s)] #4707 Ry 7 REBEEET,
R=IEEEHREL. TOKI E Uy LEY, LAR— FEERIT SITiE. TPrint]
BA4700 Ry UATIOKI #7) v L&Y,
X TPage(s)) #4707 Ry ADFEICL DT #ZED [Print) 447045
Ry I AD{[EHN EEETEINET,

Close LR—FEERIETICTLE2— 90 ROREBACE T,
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Y7LV AD
Quality Value

COETIF. ROWEHICDWTHHLET,

Quality Value (QV) OFEFH . ... .. .
Y7V Quality Value .. ...
aYEPAQuality Value. . ... ..o
Quality Value DRI ... ..ot
Quality Value ZFF DD E . ...
Quality Value D LAR—FADFIEE . ...

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F
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FT10E HU7IELUTaVEHRD Quality Value

Quality Value (QV) ®Of&E%HE

#£10-11C, QV ORI REINE G2z XL DHET,
% 10-1 Quality Value DT&$a

Quality Value D8

&

PR

H7ILQV

Basecaller |C K2R L DHETEEE

e Sample E1—
e Specimen £1—
e Project £a1—

BV 237

> 7IL®D Clear Range ~—7 V AILEE
NZ|ED T Quality Value

Specimen Statistics
LAR—F

aA2EHAQV

AverHRaA-U>5 7)b3d) XAk
BIERT EDHTERE

e Specimen £1—
e Project £a1—

AVEHY A X7

ARVAVOAVE VYR V=5V AICE
FNBEBE DTS Quality Value

¢ Analysis QC L7R— k
e Specimen Statistics
LR— bk

Basecaller [C K BIEE T EDHETEREE

Mutations L R— k

REEBBRDEFICH BIEEDF Quality
Value

Mutations L R— k

FGR 13 QV

WRBEEESETOIAVE VYR V=5V
DI Quality Value

Genotyping L 7R— b+

5 HIHEEETE QV

5 HEiRcHBHAV PR =TV ADF
¥ Quality Value

Genotyping L'/R— b

IVVVEHQV IV VBEILSBI YR ¥—47 > | Genotyping LR—
ADFH Quality Value
1> hOvFy Qv 14> bOVviEgicdsa R ¥—4 | Genotyping LR— b

> A4 Quality Value

10-2
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> 7Ib Quality Value

Y71V Quality Value

H> 71V Quality ¥ 7L Quality Value (SQV) 3, Basecaller i< & % i T & DHEEHEL TS, SQV ZHH
Value 9% Basecaller I, XD 2 AN H O £9,

* KB- IV I AN—AFEH—DEEZMIE L, ¥ > 7)) Quality Value Z5H 19 % Hi7z
VA% ) QVNK

¢ ABI - ABI PrRisSM®Sequencing Analysis ¥V 7 7 = 7" v3.7 TH—DIFHZHHT % 72 HIC
X NS 7)VTY XL, ZDF%, TraceTuner™ V7 b 2 7IC K> TI v 7 A R—=ZH
M N, ¥ > 7V Quality Value BEH I NE T,

KB 7)VdY XLk ABI 7)V3) AL TRIEENS SQV &, 2VREZIENHLET,

H#> 7)1V Quality Value R LD SQV i3, ROAIC L > TRED Ay —)VcEENEd,
DEEIR QV =-10l0g,(Pe)
TTTC. Pel3N—Aa—)VOLS—WERTY,

KB Basecaller (&, 1~ 99 O#ifd QV ZHII L X T, 1 XEFEMELS. 99 XEFENE
WZ EERLET, 1 ~99 D QV TEINEZR—ZAI—)IVOITT—MERICDOVTIX, 10-4
N—Y D% 10-2 [Quality Value & T —HH | ZHBIRL T I,

W IAR=R A—)UiF, BH—DEHROXR—2a—)L&bH SQV MMEL &b ET,
Blfiz T — 2 O—%)kx QV OHfipHIE, 25 ~ 50 TI,

50 ~99 D QV T, QV =D A XL@IFF L TT, FED QV DEfizZRd %I,
10-8 X—=ID [T F VT 4 N—& QV DFR] ZZWML T EE W,
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FT10E HU7IELUTaVEHRD Quality Value

B A7 TV A7, SQV M SIEKE N, BT ILD Clear Range ¥ —7 >~ AICHE N5 ik
D Quality Value Z/RL X T,

% 10-2 Quality Value & TS —Hesk

Qualty Value = -10bg;, Pe)
where Pe is probability oferror
KB basecalergenemtes QVs from 1 to 99
Typifalhih qualty pur bases w illhave QV 20-50
Typifalhgh qualty m xed bases w illhave QV 10-50
Ske and cobrofQVs bars are dentcalforQVs 50-99
Qv Pe Qv Pe Qv Pe
1 79% 21 0.790% 41 0.0079%
2 63% 22 0.630% 42 0.0063%
3 50% 23 0.500% 43 0.0050%
4 39% 24 0.390% 44 0.0039%
5 31% 25 0310% 45 0.0031%
6 25% 26 0250% 46 0.0025%
7 20% 27 0200% 47 0.0020%
8 15% 28 0.150% 48 0.0015%
9 12% 29 0.120% 49 0.0012%
10 10% 30 0.100% 50 0.0010%
11 79% 31 0.079% 60 0.0001%
12 6 3% 32 0.063% 70 0.00001%
13 5.0% 33 0.050% 80 0.000001%
14 40% 34 0.040% 90 0.0000001%
15 32% 35 0.032% 99 0.00000012%
16 25% 36 0.025%
17 2.0% 37 0.020%
18 1.6% 38 0.016%
19 13% 39 0.013%
20 1.0% 40 0.010%
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J>tE %X Quality Value

>+t % X Quality Value

I+t %A Quality Value (QV) X, a>t P Ra—1)rF 7)vdV XL X BT
& DHEEREETY . SQV 7 KB Basecaller TIEKT 256, QV DIERICIZ KB a2
Aa—=Y 27 7)I) XLMEHENE S, SQV % ABI Basecaller & TraceTuner THH 9
5856, QV OFMHICIE TraceTuner A2 Y Aa—) V%7 7)LdY) XLMMEHENE T,

KB #5 & O TraceTuner A2t P A=Y v 7)Ld) AL > TEHEENE a2y
AQViE, BVHEREZCENHLET,

AV YR EbbnarvieryyRa—)yy 7)vd) XLowIEE, HESEDOa VYA QV D
Quality Value DfEIR  WEZZUIEJ, V2P AQV R, RDK I BEHOHEANSEEHEINET,

e HADYYTIV = YA AT Y RS5O I—)VIICAFIES % Quality Value D3 1D
R&EE

e FUAMDALT Y RNEOI—)VINEET % A[HEM:

 Basecaller W3 v 7 XA X—Z % B &9 AIHEM:

QV OHiIFHIZ 1 ~ 50 TY ., EWEIEIX, 70TV XLH—EDSHEE THIK LTz a2 —)V7zR

L. EOEEE, 2—YDPRAE L TELWEZ ZHRET 2R EDH S I—)VERLET, OV

Y A Quality Value (&, 3T & DY > 7))V Quality Value &[H U A —)Vickb X5 K
MR EINE T,

OAvEYH R Ra7 AP R RA7E. averyYyAQVALEHEN, ARV AyDAVE YR —
Y ACEENB RO Quality Value Z/RLE T,
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FT10E HU7IELUTaVEHRD Quality Value

Quality Value Q&R

QV i, YU IO FICN—T&REINET (K 10-1 BEXT 10-2) ., N—D@EI &
& QV DIEZ/R L, N—DEWE, QV B EWC & 2R L F T, EICBHENT 5N TV 58—
DOtald. Display Settings | THitid 5 EMNTEET,

E:150~99DQV T, QVN—DY A XL tFFRT T,

ot Mavigator
E-E]HLA-C-3100

&1 360.2

------ 2 Unassembled

------ B 360.2-Cx2F_0
------ B 360.2-Cx2R_
------ B 360.2-Cx3R_

- B 360.2-CX3F_0)
- 2 gil7414 348 embld

HL&-C-3100 [ 360.2 [ AF250557

Layaut Assemh\y'

Jd |

ST R T ST S OSSR o TR TS —
360.2-CX2F |3 46 227 132 269 52 0.0 21 3.85
360 2-C)(3F-|3‘ 482 792 a1 349 39 on 33 2587
360.2-CX3F |5 BB 752 277 17 203 00 3 253 =
av
[N T— [ (T ] [ [T ( ‘|
T,Il? TZIZT 7?7 7?7 T.IW 7?7
1 IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII%!IIIIIIIIIIIIIIIIIIIII
CCT CT CACLCTGLCCT T CT C CCT C
=
IlnnmnnnnlBRRRENI
raccr =
.9 109 a3 a9 73 63
SR RN EnRRnnnnnnnninnnnnnininninnnniminnnnnnnnnnnnnnnninnl
CCTACCT CACGTGCGET T CTCIC&C TALCCT C
. . . h .
227 237

> 7))V Quality Value ®/\—

Quality Value D#iE

10-1 Specimen E2—®D QV /\—D 4|

= 01
| Rawl

[ (W T
GGGT CTCACACCCT

= gil74143:

ot < —=———— 4> 7LD Sequence

"o, Ea1—nSQV /N\—

[_[o1x]

sor MMMILREED URRRRARRRN WATULTRCIE SRANAARANY DALAOAAAAR SLACII00 1 3502 1 AF2S0SST I S602-CF_O1
M annotation| Sequence| Features Electropheragram | Raw|
" st o 7 o
A
= [1} ERRRnn R R R R e e RN RN nnnnnn
Ba602 | 1430
- gil741434 | 1170
YD
Electropherogram £ 1—
D SQV /\—
:
h
y

10-2 Sample E2—® SQV DOl

Quality Value @

RIEDHAAZIA X
QV DRTEEET Blcid

QV ICBBEMN T K, . SO L 2 BIETH T ENTEET,

1. TAnalysis] > [Display Settings| %Z#R9 % h, Z7Vw I LET,
2. [Bases| #77Z2ERL X,

3. [lQuality Values] 73> T, 2 taDMICRA 2 ZEE (WM ERANCTED £9).
NTG—=IN—DATAZ =)y I UTHLEDMEETLEGICRI v T LET,
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Quality Value DFRT

Quality Val

Ear Colar: 0 -| _ 50

15 Z0

RORXRDHEEZMML T, 70V 27 b TR, P BRUEOHIAZ LT HEZERE LTI,

Qv /- F7AVLORLEE | WEICE - TRETBT—%
e 7 BRTERL
0~ 14
i % FBIC S BRRBYE
15~ 19
20 Uk

4. RBEISUT, K . BOQV ZRIEEZHLET,
a. [Bar Code| TEHT HMAEEIRLE T,
[Select a color] XA 715 Ry 7 ANEHEET,

x

| Hse| Rob|

Recent:

Frevie

n - . Sample Text Sample Text .
. . . Sample Text Sample Text
Ok I Cancel | Reset |

b. ['Swatches] X 7 CTHr LW az 39 %7, THSB]) X7zld TRGBJ X7 TH L%z
ERLET,

c. TOKJ ZZ7 Vw27 L%ET, Selectacolor] XA 705 Ry ZAHWHLET,
5. ROVITHhEETLET,
« TOKI Z27 Vw7 L, BEZEXEPDOY > TIVITRIFLE T,
« [Save to Manager As| Z7 Vv 7 L, Z£%% SeqScape Manager IZff#77 L £9,
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FT10E HU7IELUTaVEHRD Quality Value

AT IN—¢EQV TRV NNOY Y IVERZIVE Y AERRLUTIZE EIC QV N—DERENEWVEG
DET B KOFEIH>TQV NR—LEZLRLTLEEL,
IFV T4 N—LiEERTT BT
1. vzl bzfE, REOARVAVEHEXT,
2. WHEOYv T A ERE, TAssembly| X 7 E#EIRLE T,

3. YT QV EERT B, [View) > [Show/Hide sample QV Z3#IRT 57, Bl
20w LET,

4. aVEVYRAQV ZXRT BIciE. [View] > [Show/Hide consensus QV 733
B0 il 22Uy 7 LET,

5. FFEON—DEITHIEZTRT B, N—D R =)V 2 BEEWzEFICLE
I HAHBINICE RENE T,

|8 AF250 |[|A2-2F_U3 |50 |6t | 2kt |88 ED |61t |uu |24 |2.ud _‘
- = I (o T T [ T T T T T d
= gi|741 Lo na nE I EOR G A on o
w1 a3
1RV T [ | | e Ll (RN 1l | ] T I

li&l l?l l?l l?l l?l
GAGCCGCGGGCGCCGTGGEGETGGEAGE GGAGGGGCC GGG LG
(Blnn nEnll snnnnnnnipRENnNeniennnniiniRennnnnnnnnnin

GEECC GEGAT

GAGCCGUGEGGUECCOIGEGIGGAIGUAGEAG
' '

GGLGTLTTGGGACE

GEAGTATTGGGEACC
' '

10-3 > 7IL QV N—DEDERT

Lo L I - (et 1o 1 et 1= 1=
- £ gi| 741 I o ona | [2n [Zn [ [ L lon [ 2o ll
.. 2
- w3
[RE | || ‘I | e ]l LTI I | 1 R 11
liil l?l l?l l?l 181
(RRRmnmnnnnd pnnnnnninngdnnnnnnnniinenninlnnen nnl. nll
G .GCCGCGGGCGCCGTEGETGE GGGGCCGG.GT .TTGEGACCGEELE
GIlGUCGCGGGCGCCrGTIoG6T66 14 "3 GGGGCCGGAGTATTGGEGICCGGG 1G4
. . ; .
198 168 178 168 158
GLGCCGCGGGCGCCGTIGETGGLGCLGGLGGGGCCGG.GT.TTGEGLCCGEGLE
. X X X . X
186 196 206 216 226 236
4 v el || _’|—I

10-4 aAVEVHRX QV N—DEDRT
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Quality Value = DIEEDIRE

Quality Value Z#3FDIEEDIRE

W8 HIBR, BXUHAT S &, ERENZAVEYAQV 23U )L QV I

LT,

% 10-3 Quality Value 2 DIEEDREEER

#B{F

S

AP Ra—ZIc&>7T
IRTDOY T IVITiFEEFEN
HWMERAFHELD

FROBER, AV VYR V=TV ATRANFTREN, N—
AOA—IVHEENT. FRD Ry F TRENTWT Y AV TN
FCRENET,

BEZEZET D

FROBEIZNFTREN, SQV IZFELCEICGY FTIH. KE
DN=THRRENET,

EREZTOI—IVIKRT

ERIFAXFETREIN, Quality Value /N\—DEHTTICEY £,

BEZEAT S

BATNIBRINXFTREN. SQV ZH55HA.

BEZHIFRY 2

EED Quality Value HNEAE Y,

HIRR LIEEZBERAT S

BESALERIPNFTREN, SQV ZHEE A,

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F
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FT10E HU7IELUTaVEHRD Quality Value

Quality Value @ L R— b\ DEEEE

Quality Value £ X7 E, W DOMDLR—MIEEXRENET, TNHDLAR— 2R
3 %12ld. lAnalysis] > Report Manager] Z3Rd 20, [E] #271)w 7 LET,

Analysis QC L R—+

Analysis QC LAR—hrDa P X Xa71E, ARV AYDAVE YR =7 VA%
{ADIF Quality Value & L TERENET,

Clear Range IC&ENZTNRT
DIREOFHIAV YR QV

|

ARH =3
| DDHS Summary
& 1 Dot
- Astive Layer HLA-C_CDS Project HLA-C2 -
b r
utations Repo
- Froject Creation Date 03 Pec 2002 at Project Modification Date 12 May 2003 at
AaVariants Heport 23:40:04 PST 16:02:45 PDT
Specimen Statistics Report
Froject Template (PT) HLA-C_3100POPE (PT Creation Date 03 Pec 2002 at
Sequence Confirmation Report
o N p o P _mixed_5lib 23:20:08 PST
| Baze Frequency Repol o
[# |ibrar Search Renort PT Modification Date 13 May 2002 at  |Reference Data Gropp (RDG) HLA-C_Esxon2-4_n
= F{DGE i P 18:02:45 PDT oNT
epo
RDG Creation Date 03 Pec 2002 at RDG Modification Date 12 May 2003 at
Audit Trail Report
G " Hp " 22:50:40 PST 16:02:45 PDT =
enotyping Repo
Specimens in Report rl
A1 A2 A3
Specimen Analysis '
Specimen # Samples Basecalling Filter Pssembly Specimen Total # Comments
Soore Variants
A1 [} . . . 25 fei=) | |
s ° B B Bm »® =
8 ° ® ®m m * =
Complete- 0] Partial Output- /% Nooutput- @
Sample Analysis
Specimen Sample Step Description
No Data
Fossible Heterozygous Indel Mutations
Specimen Sample Pozition |S|ze |
Ad A1-2R_02 32 1
Al A1-4F_01 185 16
A2 AZ-4F_02 172 158
Report Settings... |

=l

10-5 Analysis QC L’R— b

10-10
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Quality Value

DL R— bFADEEE

Mutations L'7R

R—MIERENEKT,

— bk BI2—T7—3320DQV. BIXURKINDOLELICH B HEEDF QV &, Mutations L

Feport

t: ieport
AdMariantz Report
Specimen Statistics Report
Sequence Confirmation Report
Baze Frequency Report
Library Search Report
RDG Report
Audit Trail Report
I°T| Genotyping Report

Report Settings |

Active Layer

Froject Creation Date

Froject Template (FT)

PT Maodification Date

RDG Creation Date

Dizplay Settings (0'5)

DS Modification Date

Specimens in Report

HLA-C_CDS

03 Dec 2002 at
23:40:04 PST

HLA-C_3100F OFS_mixe
d_5lib

13 hay 2003 at
A6:02:45 FDT

03 Dec 2002 at
22:59:40 PST

TutorialDizplaySettings

13 hay 2003 at

ARATAR DRT

Summary

Froject

Froject Modification Date

PT Creation Date

Reference Data Group (RDG)

RDG Modification [ate

DS Creation Date

Analysis Defaults (AD)

HLA-C_vz -

13 hay 2003 at
A6:02:45 FDT

03 Dec 2002 at
23:29:08 PST

HLA-C_ExonZ-d_noNT

13 hay 2003 at
A6:02:45 PO T

26 Nov 2002 at 23:37:50 —
FST

3100_SR_POPE_BDTv _

AL A2, AT
Mutations
Specime |Base ROl Fosition | Length | Twpe o Known | Effect  |Aa Descriptio
n Change Change |n
Al 16ger HLA-C_ex 18 1 Sub B no missens RS[K.R]
on2 e
A1 28a=ur HLA-C_ex 25 1 Sub 7 no miszens  Y2[7,F]
on2 e
A1 28cE=m HLA-C_ex 20 1 Sub 25 no silent
on2
Al 20g%k HLA-C_ex 30 1 Sub 3 no missens  A10[4,5]
an2 [] 3
A1 LLENS HLA-C_ex 44 1 Sub 11 no silent
on2
Al B9g*K  HLA-C_ex B3 1 Sub 10 no missens  AZ3[A,5]
on2 e
A1 A03a=G  HLA-C_ex 1032 1 Sub 7 no miszens Q34K
on2 e
A1 128axr HLA-C_ex 128 1 Sub 21 no silent LI

ant

10-6 Mutations L R— b+

11

1—7—3 3~ Quality Value
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FT10E HU7IELUTaVEHRD Quality Value

Specimen Statistics < ® L K— k® Specimen Statistics £ [Segment Score | 715 LITl&, &2 X hDFH 0
LR—F YEVHAQV RATHERINET,

F 7z, Sample Results &M [Sample Score] 717 L&, Clear Range IC & X N5 HEED Y
YTV QV MK RENE T,

=171 x|
il Summary ;I
Analysis QT Report
y. P Active Layer HLA-C_CDS Froject HLA-C_w2 -
tutations Report
. Froject Creation Date 03 Dec 2002 at Froject Modification Date 13 May 2002 at
VrlantsReort 25:40:04 PST 16:02:45 FDT
""" (S pECImer
Sequence Corfirmation Repart Froject Template (FT) HLA-.C_31DDPDPB_m|><e PT Creation Date 03 Dec 2002 at
d_5lib 23:20:08 PST
Baze Frequency Report o
Library Search Report FT Wodification Date 1;34;:52?:0;’“ Reference Data Group (RDG)  HLA-C_ExonzZ-d_noMT
RDG Report o
P . RO Creation Date 03 Dec 2002 at RDG Modification Date 13 May 2003 at
EUdltTra.ll R;DDH 22:50:40 PST A6:02:45 PO T d
L1l Genotyping Report Specimens in Report

Al AZ, AT

Specimen Statistics
Spec | Seg |User Inzerio | Deletio |Base Range Lengt | Segme |Sampl |Continuo | Cowerag | Match

imen | ment | Edite |nz nz Chang |on h nt 53 uz )
d es Referen Score
ce
A1 AFZS no u} 1 22 [1:794] 792 25 4 no 1.5X% no -
0557
A1 HEAZ no u} u} 4 [1:278] 276 27 2 yes 1.8 no
7710
2
AZ AFZS no u} 1 25 [1:794] 794 25 4 no 1.3X% no
0557
AZ HEAZ no u} u} 12 [1:278] 276 28 2 yes 18X no
7710
2
A2 AFZS no u} 1 26 [1:794] 792 29 4 no 1.2X% no
0557 |
A2 HEAZ no u} u} 4 [1:278] 276 27 2 yes 1.4 no

7710 ;I
Sample Results i

Sample peci ‘ t Orientati ‘ bled | Clear Range on | Sample |Mixed
Range |Reference |Score Base %
At-2F_D1 Al AF2ZE0557 fonmard yes [3:338] [1:336] 21 565 -
A1-ZR_02 Al AF2ZE0557 reverse yes [214:54] [1:261] 21 206
A1-4R_02 Al HSAZ77I02  reversa yes [299:24] [1:276] 28 144
A1-4F_01 Al HSA277102  fonmard yes [B1:283] [B4:278] 24 174
A1-3R_02 Al AF2ZE0557 reverse yes [345:38] [4e82792] 33 257
A1-3F_01 Al AF2ZE0557 fonmard yes [20:202] [F20:792] 33 2 66

Am 2D Aa nn ACARARRT  reaemeen p— 1230.721 14 amE an EEr
Feport Settings... |
&

Clear Range ICEENZBEDFIHF )L QV ———

TIAVMOFEHIV VYA QY RO

10-7 Specimen Statistics L'/R— k
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SCER

Quality Value oL

Genotyping L/ R— k  Resequencing Coverage KICI&, D QV AEREINEK T,

M is logged in =lolx]
File Edit Yiew Toals Analysiz ‘Window Help

HESE EHS TR %8 - x|» E &
‘ Eﬁlﬁl ﬁ ﬁ | ﬂﬂ | EE”@ |Al:tive Layer|HLA-C_CDS '”Tahjumpstn next'll\f‘lult\ple 'I

=181

Summary ;l
Active Layer HLA-C_CDS Project HLAC_wv2 -

Eo] A4 Variants Repart Project Creation Date 03 Dec 2002 at 23:90:04 PST |Project Modification Date 13 May 2003 at 16:02:45 PDT
Specimen Statistics Report Froject Template (FT) HLA-C_3100FOFG_mixed_51i |PT Creation Date 03 Dec 2002 at 23:29:08 PST
Sequence Confirmation Report B
Ease Frequency Report PT Modification Date 13 May 2003 at 16:02:45 PDT |Reference Data Group (RDG) HLA-C_Exonz-a_noMT
Library Search Report RDG Creation Date 03 Dec 2002 at 22:59:40 PST |RDG Modification Date 12 May 2002 at 16:02:45 PDT
RDG Report Display Settings (DS TutarialDisplaySettings D5 Creation Date 26 How 2002 at 233750 FST =
Audit Trail Report Specimens in Report rl

Al AZ A
Gene Surmmary
Gene Symbol Gene Name =
Gene Part Humber Gene ID
Gene Aliases Chromozome
Cytogenetic Band @enomic Location
NCBI Gene Reference Celera I
hCG Accession Number hCT Accession Numbers
Transctipt Table
Layer Amplicon 10 Assay Target Assay Target |5 Regulatory Length | Exon Length Intron Length ‘
Start Length
No Data

Resequencing Coverage

Speci [FGR |FGR |F8R |FGR |5 Reg |5 Reg |5'Reg |5'Reg|Exon |Exen |Exon |Exen |Intren |Intron [Intron |Intran
men |Cow. |Awg |Fwd |Rew |Cow. |Avg |Fwd | Rev |Cow. |Awg |Fwd |Rew |Cow. |Avg |Fwd | Rev

av  [Cov. [Cew v [Cev. [Cew. oV [Cow. |Cow v [Cev. [Cew.
A1 1000 305 034 989 00 00 00 00 1000 305 8341 9848 00 00 00 00
A2 1000 325 786 887 00 00 00 00 1000 325 7B 987 00 00 00 00
A3 1000 312 575 1000 00 00 00 00 1000 32 575 1000 00 00 00 00
Ganotype Table
Spesimen |NoData
Al
A2
A3

Report Settings...
Genotype Seftings.. _I
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B11E BFOBEL

SeqScape $ & U Data Collection V7 b = 7 D&

S

Applied Biosystems 3730/3730x/ DNA Analyzer 35 X U° ABI PRISM® 3100/3100-Avant ¥ x %
T4 v T TFIAYTEREI NIy —r >y F—%1%, ABIPRISM® SeqScape® ¥V 7
Tx7 v21 ZHVWTHBIMNICHTT 2 LN TEET, HENE. Y27V 77140 7%
HBOAATZEDEFRIUEED A 2 — R TORRTTEEXT VI M7 ZRET B L
KD, A—PICKBZBEZN T TICT— X DD IARRT — R i 2 FITTEE T,

HBIfT Cld. XD 3 DDV T MY 27 BT,

e 3730/3730x/ F1zlx 3100/3100-Avant Data Collection ¥ 7 ko 77 v2.0

Data Collection V7 b7 = 7%, EEDT Y, BXUTY 2T IH5EDHNT— 2 DELD A
HIMHHENE T, HEIRN 2179 %ICiE. Data Collection ¥V 7 b7 = 7 WMk 7 b
T 7 LEETELXIBYNCRESN TV AREND D ET,
Data Collection V7 + 7 = 77 1&. Data Service ZfifHLE T, T—XDEOAFRHDT—
2B XU SeqScape ¥V 7 b = 7 TIE E N7z T — 2 &, Data Collection ¥ 7 b7 =77 D
Data Service D S TEHZIEL 9,

» Autoanalysis Manager

Autoanalysis Manager ¥ 7 k7 = 7 1&, Data Collection, SeqScape. 5 & U GeneMapper®
VI FU 27 OMAED—R2H-oTHED, Avb—IZRERBICLED., FEEORKEZ
BEBTENTEET, BAvE—I, 1 DOV T)L, Result Group TOEBDY >
T, FREY TN FUREOVWTNTHS>TE, Ny F VaTeRxENET,
Autoanalysis Manager l&, Data Collection ¥ 7 +7 = 7 & I SeqScape % 7zl
GeneMapper V7 FY =7 20— g5 LFERHCA VA M—)ILENET,

e SeqScape V7 bz 7 DAY AV RTT—ADITWIN—I 3>
SeqScape V7 F T =7 DI DONN—=T g ViF, A—Y A V2T 21— A% i A TRV RZRR
X EH/N—Y 3 E[A U TY, Autoanalysis Manager l&, TD/\—3 3 >0 SeqScape
ThU 7 RHEHLT, 7aYz s b T2 OMNEITIRVE T,
SeqScape V7 bY = 7 OHELNN—Y 3 Y BXTHEHE/ ANV g ViE, WInd,
SeqScape V7 b 27 A VA F—=ILCD NHA VA F—ILLE T,

EE | 3730/3730x] DNA Analyzer %721 3100/3100-Avant ¥ = %7 4 v 7 7+ 5 A4 Pl
MENTWVWBIAYEa—% EIC SeqScape ¥V 7 b =774 YA M—)VT %iciE, Data
Collection V7 b7z 7HRITHTHZHEDLH Y L9, Data Collection V7 7 = 7 WK
B LTz &, SeqScape A Data Service ICEERENET /A, VT bz 7DIELNA VA
F=VEOFIC DOV T, 28 NILHIC) ZBRLTLIIEE L,

EE | SeqScape V7 Y =7 ZERANCA >~ A b —)L L71&IC, Autoanalysis Manager >/ 7
V27 2 BB £,
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SeqScape $ & U Data Collection V7 b = 7 D&

V7 b7 OBR

Data Collecti Autoanalysis Open > Nonuser Interface
ata Lollection l_y Manager SeqScape
"~ Closes &
20 Reports Status
&7 P
» Message
i Service
Data
v Service
Analysis  |g p. Analysis |
Protocols Protocols |
Projects ¢ P Projects <
ARVAY & P ARVAL |4

Project

Template

Results
Group

Instrument
Protocols

Project |4

Template

11-1 SeqScape & Data Collection V 7 k7 = 77 DES%
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ER7Z R Al

B EhfiEHT 72 R E R BI1id, ROFEM 2T T ENRETT,

SeqScape ¥V 7 b = 7 HEYNICA VA R—)LENTNWB T &

SeqScape V7 MU = 7 B EBRENTEH D #YIEI—Y ID PMERENTNE T L
Autoanalysis Manager ¥V 7 b7 = 7 HBBI L TW0E T &

3730/3730x] % 7z 3100/3100-Avant 25EH T Y HIcy b 7w FENTEHBO YU IIUH
RBENTVWB L

3730 Data Collection ¥V 7 b = 7 D+t v k7w FH X CHHDFEMNC DWW TiE, [Applied
Biosystems 3730/3730x! Getting Started Guide] (P/N 4347118) ZZHL T 72E W,

3100 Data Collection V7 b = 7 Dty b7 v 7B X CHEHOFEMICT OV T,
FABI PrRiSM 3100/3100-Avant ——7 4 K1 (P/N 4347102) 2SI LTLIZE W,

Data Collection V7 bV 7 FL—h LA—KRDT 7 AINVDFIHATEZC L

T— RO AR KT HERN Z RN 211E, %Y > 7 IV T I DWW T, Instrument
Protocol, Analysis Protocol, Results Group "/ L—+ La— R TED L THNTV B4
ENH D £T,

ROEZ, BT 7 AIVTRET BNKZRLET,
®11-1 771IVDER

S&II

7741V A FRs 2V 7017

Instrument Protocol | BN S VICHAELITANTDERES AT | Data Collection
£9, VIhozT

Analysis Protocol =V F— RO ERTARTO | Data Collection
BRESATVET, VI Rz T7E R
SeqScape V7 +U T/

Results Group 774 IR, 77 1 IV, RTFEFR. 77 #+ | Data Collection
JU + @D Analysis Protocol. 8K U1—H%E | VI b7
AT —REFRELET,

Project Template RDG. Analysis Defaults, 3 & U Display | SeqScape V7 +o 7
Settings ZZATLE T,

ABI PRIsM SeqScape V7 b7 v21 A—H—HAF



{ER%ZRIY BallC

SeqScape At
ELLAVAR =L

EhTLah

BAVAL=LT B
(% 2 E2BH)

SeqScape
Fiksh, 1—4 ID 1

EREN TS,

VI bOzTEBEL.
31— ID £ERT S

SeqScape

VI Iz TRER
T2 ATz b,
Project Template.
BLUFRITOT Y
EER L=

Autoanalysis Manager #
B <

1. ROT—48 ATz FEERT S
- Analysis protocol*
- Analysis defaults
- RDG
- Display settings (+ 7+ a>)
2. Project Template ZEf ¥ %
. HMTOT Ly FEERT D
* Analysis Protocol &, SeqScape

F1=(% Data Collection Y7tz 7
TERLATRE

'

KBEEY LT YTL.
HUTNERARNT D

Instrument Protocol.
Analysis Protocol.
# &V Results Group @

AEMNTETLSD

Instrument Protocol #
TR

v

[Fey

&
<

Analysis Protocol #
ERLT %

v

v

JL—+k La—FK%
R LTRET S

Results Group #
ERT %

'

Run Scheduler ©
JL—bk LO—FERERTS

'

JUERBT S

11-2 BEEFOT—Y 70—
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B11E BFOBEL

SeqScape V7 F UV T 7 TERENERBER T 711V

Data Collection ¥ 7 7 =77 CHEIfRTOFEZTITS & I, fFEADT—2 ATV 27
N EEHRT 20BN H D 9, 7z & 21X, Plate Bditor TH T O Y = 7 M E{EKT % & E13.
SeqScape V 7 k7 x 7B ERFH D Project Template DI 7% 3#IRT 5 Z LN TEE T, Plate
Editor T Project Template Z{FKd % Z LIFTE XA,

BATT BEC, ROMEFERITD 2B LET,

e SeqScape V7 Y LT TRELET—2 ATV U b RIEKT %

— Analysis Protocol Z{FA LU % 9", Analysis Protocol (. SeqScape % 7zid Data Collection
VI b7 THERST 5T ENTEET,

— Analysis Defaults Z{F L. Analysis Protocol icV > 7 L%,
- YUICHDINTY T 7 LA F—% J)—T (RDG) Z{ERLET,
— Display Settings Z 1 AXA RXT 20, T 7 AV EFREZMLHLE T,

* Project Template Z{FR L. {ERL7cA TP 27 bz %

« {ERK L7z Project Template IZBE#fT I SN THH 70y = 7 b Z21EKT %

Autoanalysis Manger D#2H)

%e179 B A Autoanalysis Manager 7 i) L 3

Autoanalysis Manager #2819 5 Il

1. T'Start]>l Applied Biosystems>I Autoanalysis Manager > Autoanalysis Manager
2.0) ZERL £,

ﬁ Autoanalysis Manager 2.0

=10l x|
File Edit Help
Generdl| seqseape 21|
Job Queue
Jok | Aralysis Order | Application # of Samples Artival Dste Completed Date Status Status Meszage

[Delete Job I [Lelete Completed Jobs I Mlowe Job Up | flowe Job Down |

EE ! Autoanalysis Manager 35 X U Data Collection ¥ 7 b7 = 7 ORBEHIE, D7 7"V

r—a YR ULEWVTLEE W, Autoanalysis Manager CEfIrhD 70y = 7 b, #
FHEBAMIRNTLTEE W,

ABI PRIsM SeqScape V7 b7 v21 A—H—HAF



Data Collection ¥V 7 b U 7 COREL T 7 1 IVDIER

Data Collection ¥ 7 bz 7 CORELT 71 IVOVERL

SHHIRER

771IbH
I CILEET S5

Instrument Protocol

DAERL

[ Foundation Data Collection ¥ersion 2.0

File Yiew Help

3730/3730xI DNA Analyzer 3 X U 3730 Data Collection ¥V 7 b7 = 7Dty b7 v I7EXT
R DOFEHNC DV TIE. TApplied Biosystems 3730/3730x! Getting Started Guide] (P/N
4347118) S L TLZE W,

3100/3100-Avant ¥ = %7 4w 7 7 F A4 Y HB XU 3100 Data Collection ¥V 7 b =7 D
Yy 7w T B ICHHOFEMICDOWTIE. FTABI PRISM 3100/3100-Avant 1—H—H A R
(P/N 4347102) ZSRLTLIZEW,

Y75 Instrument Protocol, Analysis Protocol, 5 & U Results Group AV9 TIC/ERE N T
%G, 11-14 X=2D [TL—F La— RO ] NEATLSZEW,

FcoOvR Y3 YTHHT 5XIE. 3730 Data Collection V7 7 =7 v2.0 TERENS
HETY,

Instrument Protocol Z{ERXT Blcid

1. Fe¥—y 3> 12T, [Protocol Manager] 7/ a>%7% 1w %7 L. Protocol

Manager 2R~ L X9,

- Administrator user is logged in

g [ 3]

E‘"'AGA Inztruments

l

4
p Ga& Instruments = ga3730 = Protocol Manager
----- HResuts Group

----- ¥=Database Manager rIhstrument Protocol
- gasran
Find Protocol
i Marme Run Maocule Drye Set Description

[+l EBRun Histary

SpatialFill_1

SpatialFill_1

- (P DakarpTa Created with populator

SpatialMoFill_1 SpatialMoFill_1 Created with populator

S5_Run StdSeq36_POP7_1  Z-BigDyeW3

[l r
Meswy ... | Edit | Delete Import... Export...

~Analysis Protocol

Find Protocal |

Mame
3730BDTv3-KB-DeMava_v5.1

Application

SequencingAnalysis

3M00POPE_BDTv3-KB-DeMovo_va.1  SequencingAnalysis

SenqScape_AP1 SenScape

HMO0_SR_POPE_BDTvl _mixed_v2 SeqScape

[ »
Men... | Ediit... | Drelete | It | Export...

| ¥

11-3 TProtocol Manageri 7>~ FY
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2. [lInstruments Protocols| 27> 3 > T, [New] &2 U w273 %7/, BEFED Instrument
Protocol 7 7 A )V7E IR LT TEdity #7 Vv 27 LET,

[Protocol Editor| 24 7057 Ry 7 AHHEET,

x|
Marme: ||
Description:
Type: [REGULAR =1
Run Modle:  |FastSeqsn_POPT_1 =
Dye Set  |7.BigDyev's !
Ok | Cancel |

3. [Protocol Editor] XA 7107 Ry 7 AZRDEBOICTEREIEET,
a. a0 ba—)z AJILET,
b. 70 b a—VOFHZ AN LEST (XT3,
c. Mypel Fay 77Xy > JXT IREGULAR] Z#RL X,

d. WYERT Y BV VEERLET @EYET Y TY 2 —)VOBROFEMCOWNT
. M TBEBEBOI—Y HA REZBIBLTLIIEETW),

e. itz Dye Set ZRLE T GHYI7 Dye Set DFEROMMIC OVTIE, 4T 5%
BOIL—Y HA FZBRL T ZEW),

f. TOKJ #227V v 27 L%,

11-8 ABI PRisM SeqScape V7 ko7 v21 A—H—HAF



Data Collection ¥V 7 b U 7 COREL T 7 1 IVDIER

Analysis Protocol @ ZFEZE ! SeqScape V7 bV x 77 TE L 7iEY)7% Analysis Protocol i&, Data Collection /7
{ERX, FU 7 TEMEHTEET, LBEICIS U T, SeqScape V7 + = 77 T Analysis Protocol %
EKTEET,

Analysis Protocol Z{ER9 B lci
1. Protocol Manager @ [ Analysis Protocol| 2273 3> T, New] Z27VU v 7 LX9d,

!@Foundation Data Collection Yersion 2.0 - Administrator user is logged in - | Ellll

File Wiew Help

AD
B A GA Instrumerts

- [ Resutts Group
= Databmse Manager | Instrument Protocol

4
M GA Instruments = ga3730 = Protocol Manager

Find Protocol
=
q1}[‘\l1|:u:iule Manage Matne Run hodule Dye Set Description
Shlrun History SpatialFil_1  GpatialFill_1 Created with papulator

EPoakarPTa

SpatialMoFill_1 SpatialMoFill_1 Created with populatar

S5_Run StdSeq36_POP7_1  Z-BigDyew3

4 »
ey | Ediit... | Delete Impart.. Export...

&nalysis Protocol

Finel Protocal [

Mame Application

3730BDTy3- Senuenc 315

31 00POPE_BDTy. SequencingAnalysis
SeqScape_AP1 SeqScape
3100_SR_POPE_BOTv1_mixed_v?  SegScape

M. Eudit... | Drelete | Imipcrt... | Export... |

| | S >4

T—=RZDOWOABEITS AV E 2 =R 2 DLULDRNTT TV r—>a UiA VA b —
IWENTWBEE, [Analysis Applications ] %1 7107 R 7 ZAHHEET,

!ﬂnnalysis Applications ﬂ

Select a registered analysis application:

SegScape
SeguencingAnalysis

Cancel |

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 11-9
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[SeqScape] Z#ERL, TOKI Z7 VU v 7 LET,
[Analysis Protocol Editor] #1712 R 7 AHFEEE T,

Analysis Protocol Editor x|

General | Basecalling' Mixed Elases| CIearRange' Filter|

~Analysis Protocol Description

MName:

| ak I Cancel

[Generall 27T, ¥ 70 b a—LotmiLdtHz AJILET,

[Basecalling] %7 7%Z#RL. XOFNEZRITLET,

a. Y)7x Basecaller & DyeSet/Primer 7 7 1)V 23R L £ 97, @)% 7 7 A )VOFERD
FERNC DUV TR, {48k AlBasecaller & DyeSet/Primer 7 7 A )V 2B L T L 72E W,
EE | Basecaller & DyeSet/Primer 7 7 A )VOREAN —H L T3 & ziERL TS
EEW,

b. RIS U T, T— XM D Stop Point % 1 DFE IS EEGEIR L F 9, BT BRI,
19 % Basecaller IZ s U TRDERICHE S T EW,

F7Tvav Basecaller
At PCR Stop] Fxv ¥ Rv¥v X KB % 7zld ABI
lAfter __ Nsin__bases] Fxv¥ Rv¥ X ABI

fAfter __Ns] Fxvy Ry R ABI

lAfter __Bases] Fxv ¥ KRy IR KB &71zid ABI

c. KB Basecaller D& DA, LT —2% & LT True Profile & 7z(d Flat Profile /3R
L. Quality Threshold 7R L £ 9,

Mixed Bases| Z773#R L., ROFIEEFITLUET,
. ZOEEIZ. KB Basecaller TORERN T,
a. IV I AR—RIIHLTDHA, [Use Mixed Base Identification] Z3EERL F9°,

b. 77 4V F DML NIV TH B 25% 2 LEWEa, FioEz A1 50, % 2
AV ENCRIY JUTEZZHELE T,

11-10
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6. [Clear Range] #77Z#ERL £9, HEITIGU T, 77— XD Stop Point 2 1 DX
T IEBOEIRN L £ 9

7 Clear Range 1&. 5" & 3" DWliKIH T AV T 4 DIRNEZIZTT—RELRT WV
= VAR LIARICIR S ¥ —r  ADTHB T,

7. [IFilter] 27284 RLE 9, HEIIGUT, REZ | DRIEBEEL LT,
8. [OKJ Z#ERL T b a—)L{#7L. Analysis Protocol Editor ZPALU %9,

Results Group DfERE  Results Group Z{ERLT BT
1. &5 =3 XA 7T, IResults Group) 7A4/a>vz=70y 7 LET,
Results Group Editor 2B & £97,

Results Group Editor x|

General' Analysisl Destinationl Namingl

Results Group Name:

Results Group Owner: |

Results Group Comment:|

OK | Cancel |

2. NewJ) 227 VUv 273250 BHEOI I —TZERLT [Edit) 227Uy 7 L%,

3. [General] 27T, ROFIEZEITLET,

a. Results Group D% HiZ AT LET, TOHAHNE. V2TV T 7 A I)IVOHEHTT 5
FICMHHEINE T, ORI, METHRZRLEND D 9 (EHAMFERFDY A
MZDOWTIE, 29 X=YD [T 7 )Vad#Al ZSRLUTIIEEN),

b. Results Group DA —F—%ZAJJLE T, A—F—D%FiE. TN T7A)LD%
R FEIC I E NE T,

c. Results Group IZXf95IAY M ZANILET (XT3 ),

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 11-11
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4.

7.

FAnalysis| 27723 RL £ 9,

EﬂResults Group Editor

lAnalysis| 27 C. XOFNAZFEITLX T,
a. [Analysis Actions] %7 3 > C, Do Autoanalysis] Z3HRL %9,

b. [Analysis Type! Frw %% > U X T [SeqScape_YourinstrumentName) 7
HIRUE T,

c. 7TFALRY T AL, SeqScape DEXNET T AV ID EIRAT—F2ASILET,
BE! @Yo/ ID &R T—REEHLAEVE, 2T IVO BT FATE
NEL A,

IDestination] %7723 R L £9°,
E’ﬂResults Group Editor
b3

MDestination] X7 T, 774 /)L sDEiZMH LiaWGE, FiRiciEELEd,

11-12
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10.

WO 72 €T 1cid. ROFINAZIATLE T,

a.

C.

[Use Custom Location] #Z27Uw - L., Xic [Browse] =7V w7 LT, {#FE%
AR 2 ZR L E T,

[ Test) 2270w 7 U, Gt OSAH) NO#EHiZilHE T,

IRZAZHIE LU, TPath Name test successful] &5 A wt— Ry 7 ANEIR
INET,

IRAZDEE S TV BEE. TCould not make the connection. Please check that the Path
Name is correct ] £V 5 X vt —Y Ry JANEKRENET, 7V w7 LT, #Ehix
HERAXT,

OKJ] ZZ7Vw o7 LEd,

Naming| 2 773 L, RBIILCTYH Y TN T7AIVEBRTT Y THIVADH AR
LAZRELE T,

!ﬂResults Group Editor x|

Generall Analysisl Destination Naming'

~Sample File Name Format 'l:\§

Example: =app prefice_=capillary number=_=well position= =<ext=

Prefix |

Mame Delimiter I_ 'l

Format
’7|<none> LI

Suffi

File Extension <Mone=

~Run Folder Mame Format

Example: E\AppliedBiosystemsiudcidatacallectiomDatai=Instr Type=i=instr Name=1=Run Mame=
Prefix |
Mame Delimiter I_ 'l
Format
’7|<none> LI

OK | Cancel |

FOKJ %272V %7 LT Results Group Z{#f# L. Results Group Editor ZFAU £ J,

FD OV FHOARYA VG, B TIVID LICERET ST I v RICEDINT
HEIMIC/ERRT AT ENTEET, 6-10R—IY DX 6-3 ML TL 72T,

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF 11-13
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JL—F LO—F®D
{ER%

FRTL—F LO—FEERT I

1. FE5—>3>XA2T, [Plate Manager] 74/ a>%z7V v 27 LET,

MFuundation Data Collection Yersion 2.0

- Administrator user is logged in

File Wiew Help

=10 x|

AR

GA Instruments
Results Group
Databaze Manager

4
M GA Instruments = ga3730 = Plste Manager

Find Plates Matching These Criteria

Jgazran
IE! Pratocol Manag
Iiﬂmoc{ule Manage
3 CHlRun History I
(PoakarPTa

Type of Search:  [Barcode ™

Scan of Type Plate 1D

Search | Stop | Fird A1l |

r Append Results

Plste I | Plate Mame | Type | Size | Status | Operstor | Last Modified

»

Duglicste. . Delete Ittt Export..

pr— o |

1 E—

Cleat: | Clear Al |

2. INewJ) Z27VUv 27 L%,
[New Plate Dialog| 217127 Ry 7 ANHAE LT,

!@New Plate Dialog x|
D (Barcode): ||
Mame: I
Description:
Application: INone LI
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AT A RMR S BITIE. T« Y FODLEEICHBROKREN (T) R
BoEG )y LET,

ARY AV RERRET BITF?

AR A EFR L, TEdit] > TRename] %&IRT S5Hh. G
w4 LT TEdit] Z&RLET,

YU TIWERIERARY AV &
BIFRY Blcid ?

YRR ZIEEA&EIR L. TEdit] > Delete] #3EiRT BH. V—
IWIN—DTDelete |RZ > %7 1) v U9 Bh.F—HK— KD [Delete]
F—%#IH, 5 v LT Delete] #ZIRLET,

TraceTuner™ Basecaller
TVa—-IbER?

ABI Basecaller (Tl EEEEEIVET. 2 BED7 VI ALTH
% TraceTuner Y 21— )LEMUHT 7V T XLHDHEFAEN
TWET, TraceTuner €Y 12—/l EBE T E DY > 7L Quality
Value Z#EF L. S v I ARN—X%=#HET BRI ERILET,
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7HUYRX LKR—FET 3 FAQ

#&B-8

TRERICET AEMEEE KiE)

=1

=&

RINAEHTOT T bDFRD
v h3EzEkLETH ?

FRORY M. AVEYP R - ICL > THRHFSNERETR
LET, AvEvHR OA=Fld. ARV AVOBEET B> )b
V=V ATIOREERELE T, EINEEINFTE
TREN. Quality Value N—HREICHEY F T,

[Tab] ¥+ > 7 ¥—OREE
EEITBILETEETH?

[Tab] Vv > 7 +—DHREEEET BIcIE. 7OV 7 D

[Display Settings! @ Views] 2 7= FERLE T, £ 70O
I 17 b EBEVTRETY —L/N—0 [Tab jumps to next...] 7
TYavERERLTE(Tab) Vv 7 F—DREEEEBCEE T,

7FIVYR LKR—FET S FAQ

#&B-9

T7FHIVRX LR— BT 2EREEE

=1

=&

LR—=MZ7 7 2RTBIIF?

ITARTDLKR— MME. V—IL/A—®D TReport Manager] K% %
2 1)wv 2 9%H. TAnalysis] > 'Report Manager | %3#&iR LT
TIEALET,

SeqScape V7 + U 77 TH
BTEBLR— bOEHEIL?

SeqScape V7 b7 v2.1 Tk RDOLKR—bEIERT BT &
NTEXT,

* Analysis QC L/K— b

e Mutations L7K— b

e AA Variants L.7R— b

* Specimen Statistics L7R— k

e Sequence Confirmation L 7R—
» Base Frequency L 7R— k

e Library Search L ’R— K

e RDG LKR—F

e Audit Trail L/R— b+

* Genotyping L/R— I

F 1 LR—bOFERITOVNTIE 717 RX=D0D TLR—- DR
w1 EBRLTLEL,

Analysis QC L/R— k&i&?

Analysis QC L/R— MZiE,. 7OV =7 FDBEDY ) HBFRRE
NEJ, TOLR—MTIE BIFTOFIET EITEARNYAVDRX
T—RALFEMITTIENE Y, o, AIREMEDH S HIM (NT O
EEA/REZ1—T—Y3Y) OURANBRREINET,

Specimen Statistics L-7R— k
M 'Segment Score IZfAI%EE
BRLEIH?

[Segment Scorel ICi&. ZDUT 7 LY £ A2 MEED
Clear Range (Z#13 2 XTD Quality Value DFHHRENE
3_0

Specimen Statistics L 7K— b
$H LU Sequence Confirmation
L7R— b @D lCoverage] (A%
BRLETH?

[Coveragel ICl&. OV HR V=TV AITEENZ YTV
BOBHRENET,
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#&B-9

TFHIVA LR-FMCETREREEE (#E)

=1

=&

L R—bEBRWCRETTO
VIV MDY=V RER
ELIBE. LR— McRRE
NBERISENEICEHRINE
IH?

T3 EEZRTT Bl
LR—bZEVOIRABLTHS
BERCBENDVETHN?

LIR— b ZRWcEEDIRET, fREICH > TRROEBHENE T,

YW TT7AIVBT T
TNEVDIZEETLELSH?

YU TIVRARY A D Unassembled /— RicHh BHE.
Analysis QC LR— b EFAXRTH IV 77 4ILD 72 TIVE
N> FEERAERIET L TLEE L, Analysis QC LR— kTl
YTV T2 TIVENEHESDDIED. EITBEIRDEE DR
BTRMLUIEEBERNIREINE T,

Quality Value (cB89 % FAQ

#&B-10 QV IcEY 2EMEEE

=1

=&

Quality Value &1& ?

Quality Value (. > 7))L (B> 7L QV) £fledgarErHX
Q>R QV) IEBFEZN—XO—)VOKERERETT,

Quality Value Z{ERE9IC
N—=—XA—IVZEFTDZEIET
ETEIH?

TEX A, SeqScape V7 7T 7DFNTD Basecaller (.
Quality Value Z#1Ef L9, fefieL. 702 ¥ D [Display
Settings] D [Views) 2 7 TEBEE/N—D7 A 1> D:ERE R
L. Quality Value Z3EXRRICTBHTEETEET,

Basecaller (&% Quality
Value IFED LS ICIERE N
B5DTITH?

N—ROA—)VOEREZHER T HlcdlcRetEn7ILI) XA
ICR>TEEHEINE T, FMOVTIE. F10E THVTILE
KUYt T AD Quality Valuel BB LTLZEL,

Quality Value % 3k& % AF20IE?

QV = -10log1g(PE)
ZZTC. PEIRIS—HETYT,

> 7l Quality Value (&
DESIERENZDTTH?

BEICE>TRN—RO—/VOBEEEEHTET 5. MEHIBEDITIV
OV XLZERLTERENE T,

> 7 Quality Value &4
7V AT DEWIE ?

BV A7 7LD Clear Range ¥—F V AITEEN
SIEEDOFH Quality Value T3, H> 7L Quality Value &,
Basecaller | & 2I8ET EDHEEE T,

>+t X Quality Value &
AVEVF R AOT7 DEWNE?

AV VYR X7 ARV AYDQOAV TR V=V X
EFENBEEDFY Quality Value T3, It >+ X Quality
Value i, OV HRXO—U 2T 7OV XALITKBERETED
HERETT,
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BROMRBET Y AR— BT S FAQ

FEROEM E LTI AKR— MBI S FAQ

xB-11 BROMRET Y AR— METSEMEEE

=1

=&

EIRl - SeqScape V7 +U
T CHIRITESEDIE ?

FIRIRTRE:E E 2 —ld. YV Ty ARV AV €T XA b 70O
Vv b BLURRLELR—-bOHTY., feo TL7 O
7IA77 L BEENLKR— b, Project £ 1—D&RTRARER
T—REEINTCDT—2ZHR T2 L TEET,

ENRI - SeqScape V7 v T
T THRINE T 21 ?

HP® 8100, 4600, 990cxi. ¥fzl& Epson®980 H5— 7%
EERATHTLEHBOLET,

FZ7AIVDITY AKR— -
SeqScape V7 Uz 7 hH 5
IVRAR—bTERLDIE?

TOVI7 oI T7hBiE I—PER. 7Oz b oy
b 754 A . Project Template. LR— k. XV LAFREH
KOT7Z/BNIVT Vb BLUZFATZVEIVAR—FTEX
Yo R D I—TDHER] ZBRBLTIEEL,

T77A4IVDIT Y RAR—b+ -&
AVEVHR V=7V A&
AMICTVRR—bT BT EIE
TELTH?

7OV QAR =T VRIS TIV—TELTIVR
R—bTBTEHRTEET, TV AR— I BIclE. Project £1—
T [File] > TExport] Z&RLE T,

ERI/T & R R— b aTaeafzatis?

LR— bDTYRAK— &, pdf. xml, .htm, Ffzid txt 771
IR TITAE T, £fes TV AR—FLIELR—FZERILTEEY.
[Files > [Print) Z2&RLTEVTWBLR— FEERIT ST &
NTEET,

70y zy b 5SELZD .abl
Yo7 TrAIELTIR
R—bBLUHRIT BT &I
TEETH?

TEEY, 7OV Y bHSEAD .abl YTV T 71V ETY
AR— FBKUHRITEX T, ThE175IClE. Project Navigator
Ea—TH>YTIL 770V EBRLES, Ric. Y2 TIL 774
W& 1)w 2 L.TFile] > TExport] > TSample Sequence File/
EERLE T, 71V 77 4)VIE, .seq. .fsta (FASTA). .phd.1
(PHD)..ab1 M 4 DD 74— v McIY AKR—FTEXT AL
DY TIV 774 IVERIT BIciE. Filel > Print] #3®IRL
£9,
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=714y b FL=Ib, €F2VF740. 77€X a7 FO—)bIC

B9 % FAQ

KB12 A—F1v b FL—Ib, Fa2UFTo, 72X a7 bO—-IVICET2EREEE

=1

=&

SeqScape V7 b U T 7ICIE,
EDLSTEFaVT14HEL
UA—71v b bL—)UiksE
NI ETH?

SeqScape V7 b7 v2.1 [TiF. XDEF 1) T BLUF—

Tav b FL—IVEEEDH U E T,

e I LANNWDI—Y TUEX

o BETFEMOKBRICI-—YEOVIT UL

o NAT— FOHARYIN

o RN—XZFE, A, £lzIFHIRICH U TIERAIBEGRA —T v b
ML—Ib

o F—FT v b bL—biciE BRI/ BRRZ VT EEFERE
FENS

e VMU TICOYA Y LIcEEILRREINEI—T4
e Audit Trail L./ R— bk

T7REIZAML=Z2 YAV
TAANTFIAN TRTA
YLEBEDT VX 3V h
A—ILDEWNE ?

FREIZZAML—ZE. TV — 3V THAIETNE TN TDRE
EERITTEET, Thicidz. BEEBEDEZRY (A—TFDIER.
A—HOHEMOERE TR, 1—HDAVFE—FET T ZAF— k.
21CFR TEE TN AT (Authentication) &B5Z5 (Audit) #%EE
DNEE) BhEENET,

YAIVTAXA M I T RIZAL—2EBDR AV ZFEIAN
TORFERITTELT,

FFHFIAME 7OV bEBWEVS Y AV EAVR—FT 3
TEIETELTN ZOMDIRZ #7107 b aBIET BT &IE
TEFHA, EERIE. 7FH X ME Project Template. RDG.
Analysis Defaults %% E&FRR, BE. AV R—b, IV X
R— b TEXHA, ThiTiE. 70TV Y FRTOD RDG
Analysis Settings ODZEEEHEENE I H. Sample Manager H*5
Basecaller 35 & U* Dye Set/Primer 7 7 A JVEZEE T BT LIET
EFEY, THUAME FOV Y FOREDEIEETYT, Ffel 7
FEZAML—E2EBEDRZRTIEE > RITTEX A,

SISOV, 12D TA—T DR #8BLTLETWL,

F—Fa4v b b=V
A= MCK2T. &I+
JIc1—4% ID XU/ H
TRZ2 > THEmMENEITH?

Audit Trail L R— FIZid EF—T 1w b AXY D14 D,
1-YOUELU4A. LU/ BHRZ2 Y THERRENET,
e, D7 —2ZEELERE. I-UHEMLEOXY
FERTENET,

B-18

ABI PRISM SeqScape V7 box77 v21 A—H A4 F




3

Ellnll

=

COMNERTIE. ROEBIZOWTHALE T,

TUPAC/TUB I R o e e e e e e C-2
TUPAC Diagram. . . . .o .o ettt e e e e e e e e et e e C-2
R . o C-3
EEAEIL T2 — F (Universal GeneticCode) ... ... ooovittii e C4
T R DT o C-5
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IUPAC/IUB O—F

#&C-1 IUPAC/IUB O—F

a—F BN

Adenosine

Cytidine

Guanosine

Thymidine

C. G. FfelgT

Al G, Ffelx T

A C. EflaT

A £7zlE G (puRine)

C £/l T (pYrimidine)

G £7lE T (Keto)

A 1zl C (aMino)

G £/zld C (8L 3 RDKEKER)
AZFRBT BV 2 KOKERR)

EEDEE

<| Z| s 0|l 2| X <|DI| T|O|l W 4 | O >»

Al C. ¥fclx G

A ZOFv—h3, Help XA=a =57 7HATEXT,

IUPAC Diagram

s @

C-1 IUPAC Diagram
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18+

®C-2 1HmH

A T S S

C G W W

G C

T A B v
D H

R Y H D

Y R Vv B

K M N N

M K

FZOFY—HFIE, Help AZa—MW57 7R ATEET,
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IEMEEFI— F (Universal Genetic Code)

®C-3 EEMEGFI—F

e 258 ks
T C A G
T Phe Ser Tyr Cys T
Phe Ser Tyr Cys C
Leu Ser OCH OPA A
Leu Ser AMB Trp G
C Leu Pro His Arg T
Leu Pro His Arg C
Leu Pro GIn Arg A
Leu Pro Gin Arg G
A lle Thr Asn Ser T
lle Thr Asn Ser C
lle Thr Lys Arg A
Met Thr Lys Arg G
G Val Ala Asp Gly T
Val Ala Asp Gly C
Val Ala Glu Gly A
Val Ala Glu Gly G
f21EJ— K : AMBer, OCHer, OPA

A ZOFv—h3, Help XA=a =57 7HATEXT,
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7S/ EEODBEEE

x®C-4 7I/BDBEEE

T/ 3XF 1 X5
Alanine Ala A
Arginine Arg R
Asparagine Asn N
Aspartic Acid Asp D
Cysteine Cys C
Glutamic Acid Glu E
Glutamine Gin Q
Glycine Gly G
Histidine His H
Isoleucine lle I
Leucine Leu L
Lysine Lys K
Methionine Met M
Phenylalanine Phe F
Proline Pro P
Serine Ser S
Threonine Thr T
Tryptophan Trp W
Tyrosine Tyr Y
Valine Val \
Any Amino Acid X

FZOFv—hE Help AZa—567 7L ATEET,
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18 C EER%

C-6 ABI PRIsM SeqScape V7 b7 v21 A—H—HAF



11— DIER

I1—FIERDFE

CTOfERTIE, 3 DDA 7TV DAY, 7 FI=ZX b L—% (Administrator), Y1 T2 T 1
Z K (Scientist), BXT7F VAL (Analyst) H% ABI PRISM® SeqScape® ¥V 7 b7 = 7 % {ifi
H9 255 OMBROY X M ERLET,

®D-1 7FIZRAML—=Z LANIWDT £

T7FEZAML—%2 LNXIVODOI—HF D
ICEFRIE N7 7 & A DEREA

Admin

Scientist

Analyst

Admin =
7IER

AT T7AIY FEERT S

A—FTAIV N EIVAR—b/AY
K—+9%

SegScape Manager 57037 k /
PT/RDG/ 21472 )TV RKR—F9 3

DataStore #}h*5 SeqScape Manger
ATV b EAVR—T S

BEETS X 7 LAD SeqScape &
AVA+=IVT B

]

]

S A]

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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42D 11— DiER

®&D-2 7RIZAPL—EELUCHAIVTA A LNIVDT 78R

T7RIZZAML—2BLT

PHAITVT4 R+ LRNIVDI—HIC Admin | Scientist | Analyst
FFrREhiz7 7t AD5HHA
SeqScape | 1 | SeqScape Manager h"5#4 73 1% b+ El] ) ]
Manager EHIRYT 2

2 | SeqScape Manager 570V 1% b
HHIBRYT 2

3 | ATV MTAREMITT
SeqScape Manager |IZIRFET %

4 | SeqScape Manager CHFRA T T v
b ZIERNT B

5 | SeqScape Manager T#7#R Project
Template Z1ERL 9 %

6 | SeqScape Manager T Analysis
Defaults #&%EY %

7 | SeqScape Manager TZ1 7> UH5
IV hUZHIRT S

8 | SeqScape Manager TBE7E®D Project
Template DRE=ZZEET S

Analysis 9 | Analysis Protocol #1Ef 9 % Al Al f|ETA]
Protocol

BLU 10 | Bf72 Analysis Protocol Z#R&9 %
Analysis

Settings 11 | Analysis Protocol > 7))L & k
(FOIz o b TIVI ART AY)
ICEAT %

12 | #A—4 > XD Analysis Protocol #
HIRIER T

13 | Analysis Settings % fzl& Analysis
Defaults T Clear Range DEZHA R E
EEA)

14 | 7oy z ¥ k. PT/SS Manager T
Analysis Settings % fzlZ Analysis
Defaults D= v 7 AXN—ZXDEHHHKE
ER)

D-2 ABI PrisM SeqScape V7 b7 v2.1 A—H¥—HAF



I1—IERDE

&D-2 7RFIZAML—EZBELIUHAIIVTA A LNVDT 72X #iE)

TRFEIZAPL—2BLU
PBAIVT4 R+ LRNIVDI—HIC
FFAEN7 Vv ADERA

Admin

Scientist

Analyst

RDG

15

RDG: 754 X bEnfk—&ED
FASTA 7 74 JLH5 RDG ~N/NU 77~
FEKUUT 7LV RAEAVR—T B

16

RDG @ lGenerall 27 :
[General)] 27T RDG %:%EJ %

17

RDG o ROl 27 : U7 7L
T—2 J7)b—7 (RDG) %ZiRE&ET % :
LA YZRET S

18

RDG @ TROI] 27 : U7 7L YR
7T—42 7)b—7 (RDG) %ZiEETS:
ROI Z5%ET 5

19

RDG @ TROI] 27 : U7 7L YR
T—% J7)V—7 (RDG) %ZiREL T
B 77 LY REFERT S

20

RDG @ ROl 27 : U777 LA &
TAV hZBIM/MEET S

21

RDG @ ROIlJ 27 : fddENT
RDGDUT7LYX ETAY S A
TYIAN—REEET S

22

RDG @ ROl 27 : LA VZHIIRYT %

23

RDG® ROl 27 :UT77L YR &
TAV HZHIRT S

24

RDG @ ROl %7 : ROl ZHIRY %

25

RDG @ ROl 27 :U77LVR t
AV MBI UEER BEMER T 57
. GenBank —4% > X% RDG c1
VR—bFTB

26

RDG @ I'NT Variants] %7 : RDG @
NT N7 b ERET S

27

RDG @ INT Variants] %27 : # 7 CX
gmshicT+ X FH5 RDG N\ NT /31
TUNEAVR=F TS

28

RDG @ TAA Variants] 27 : 73 /8
N7 > % RDG |ZEMT 3

29

RDG @ TAA Variants] 27 : RDG ®
AANUT >V b EIRET B

A

e

TR

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF
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EKD-2 FRIZAML—E2BLUHYALIVTA4AF LRNIVDT 7R (HE)

T7RIZZAPL—2BLT

YAV T4 X+ LRNILVDOI—HFIC Admin | Scientist | Analyst
HRIENT 7€ ADEHA
RDG 30 | RDG @ TAA Variants] #7: 27TKX | &l S #|Ere]

tIsnfeT ¥ X bH5 RDG N AA /N1
T bhEAVR—bTB

31 | RDG ? [Vriant Styles] 2 7':
'Variant Styles] 27 C RDG %%
EX)

S472Y |32 | SATZV BEDOZATSIICY—T 5] B TR
VA% LEE/EMT S

B | ATV 1 5A4TSVDY—r VR
T—RERET S

34| SA4TS) :SA4TSUDT—4%
Multi-FASTA 7 74L& LTI AR—
b B

35 | S 73> : Library Type Manager C
ZA 7T DEEERT/RET S

36 | SATSU FRY—FT VR ZA4TFY
ZERYS %

Z DAt 37 | Options| T—ARHVEEIMFIRIEZ R TE TR B TR
ER:

38 | lOptions] T Sequence Collector
(F—ER—=R) ORBERTEYT 5

39 | FEOTFT—42 Ea1—H5 NT ik AA
NUT7 > bEBINTS

40 | AR A LARJV®D Analysis Settings
EHRET D

41| 7oy s b LXILD Analysis
Settings ZF=ET 5

D-4 ABI PRisM SeqScape V7 k7 v21 A—H—HAF



I1—IERDE

&D-3 7FIZAbML—Z, YA4IVT4 A b, BLUT7FIYR L LNIVDT VLR

PREEZRAML—Z LIV T 4R,
BLXUOHYLIVT14 A+ LNV —4 | Admin | Scientist | Analyst
ICEFRIE N7 7 £ ADFHA
LR— bk 1 | LR—rERRTS GGl Gl GGl
2 | BEAT—RICRB UV UDhBEMITE
LR—bERRT S
3 | FOVzy FDREFRICLR— FERTR
ER)
4 | INTOLR— b EIVRR—1T S
5 | AAARA XENFEITRTDLKR— &
IVARR—+T3
6 | IRXTOLR—+ZHRIYTS
7 | Mutations L/R— hSANTOEES Y
L—L Y7 D)V ERRTS
8 | Reports Manager H*5 L /R— ~ ZEIR|
I3
TRz Ik | 9 | ARVAVETY U TIV T—2%5E) GGl il GiCl)
DR I3
10 | sQV B&U CQV #&RRT 3
M TSAAYMENFEARY AY Q4 Y
YRADIEFZEET S
12 | 79571 J% Layer 1 —%ZE%H§ 5
13 | ALYk Ta—F—Yavichkofen
V7> b aRRIERRICT S
14 | Specimen &1 —7 Summary 57—
WEY—+92%
15 | 27 227KV VYR R
A7 %Z&RRI S
16 | ELLORYOT7 I /BOEY b ER
ANC RS
17\ A D4V RITTI /BT SA4 A
b EXRTT S
18 | Alignment £ 2— Tldentification)
NRAVNCTA TS ) REERERRT S
ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF D-5



42D 11— DiER

®D-3 7RFIZAPL—Z YA4IVT 4 A, BLUT7FIRF LNIVDT7ER ($E)

PREEIZAML—Z2 YAV T4 X,
BEUOHAIVT4 A+ LRIVO1—4 | Admin | Scientist | Analyst

ICEFRIENTT 7 £ ADERA
Jovzo bk 19| I bRT7IRISLT—R2%ETS5A | A ] 5]
DERT VENE—V ELTRTRYT

20 | Project Navigator KU A1 T
FOTIRTCODATITY b ERRT S

21 | ARV AV DEBEERTT

22 | AR A A2 b Assembly ]
RITERRT B

23 | Project Navigator & & U Specimen
Ea—T7t>7IlEnTWEWnWT—%
ERNT B

24 | T/ b O7 005 LORBERR/
BEdT 3

25 | ARYAY AV FOILY bOT T
AY7SLT—2%RNIBETS

26 | lOverview] XA UEFRALTOY T
b ERTI BT

27 | TSample Manager] 2 7T > 7)L%&

®TIB
28 | RRY—IVIN\—DREVHEFERBLTT S
AAXY RN/ BE}TS
Jovzv bk | 29 | BEO/OY Ty MMCEHE Project Eil) Eil) 5]
- ZDfD Template &R 9 %

J>~a—Jb
30 | SeqScape MV —LIN\—HS5FHE IO
J17 b EERT D

31 | Project Navigator T > 7L EHIRR
5

32 | Project Navigator TR X > &k
ER:

33| 7BV v b TSA AV & FASTA
ACIVRR—bT2

34 | 7L 7—4%% SEQ. FASTA, %/
& AB1 BN CTV AKR—+T 5

35 | ARV AY AVE YR V=V RE
feld7savEnkey > I -4 R
% FASTAFERA CITV AR— T3
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I1—IERDE

®D-3 7RFIZAPL—Z YA4IVT 4 A, BLUT7FIRF LNIVDT7ELR ($E)

PREIZAML—Z2 YAV T4X b,
BEUOHAIVT4 A+ LRIVDOI—4 | Admin | Scientist | Analyst
ICEFRIE NI T & £ R DEREA

JOYzs bk |36 | TEIN ETAY M ETFXMERDR ] 5] TR
- ZDfMD RUAVICAVR=+T B
a>rra—Jjb

37 | Yo 7vE7OV Y McAvR— b+
ER)

38 | F—#~—2Z (Sequence Collector)
o ravzy AU Y FIVEA Y R—
Y

39 | THERPMDHDARY AV A VK- b
[ ERT %

40 | 7OV Y FAT. BHRAENTRES
7y h=ERE<

4 | BEo7O0Yy bERC

42 | FURENFERXI LA F REE7 2/
BO7OI1 b 754 A7 R
EES)

43 | AZa—FtiFY—Ib\—Hh57avz
U N ERETS

44 | EROY—r VR F—BRTTFR X
FHEBRRT B

R 45 | F—F1u b Lo ARV MEMER | #E #ra #a
%

46 | Project Alignment 2 —: Ot >4
A0 Basecall #ZE 9 %

47 | Project Alignment 2 —: U7 7L
ADAN—RZFHAHIRY

48 | Project Alignment £ 21— : AR A
AV VY ADAR—REFEA /IR
EXA)

49 | Project Alignment £2—: O+
ADEEERFA/HIBRT S

50 | Project Navigator: XY AV B HEZEE
5

51 | TROlI 27 :RDG DT AV b &R
FI3

52 | Specimen a1 —: H 2 FILDEREE
893

53 | Specimen Ea—: OVt H D
Basecall *ZE ¥ %

ABI PRISM SeqScape VY7 b x77 v21 A—H—HAF D-7
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®D-3 7RFIZAPL—Z YA4IVT 4 A, BLUT7FIRF LNIVDT7ER ($E)

PREEIZAML—Z2 YAV T4 X,
BEUOHAIVT4 A+ LRIVO1—4 | Admin | Scientist | Analyst
ICEFRIE NI T & £ R DEREA

RE 54 | Specimen Ea—: %I T—2D Eil) Gil) Eitl]
Clear Range #Z¥ 7 %

55 | Specimen Ea—: H > FILDiEREERE
AHIBRYT %

56 | Specimen £'1—: OVt Y RDER
ERAHIRT S

57 | BEDREETICRY

SeqScape | 58 | SeqScape Manager %#Bi< S| B 5 ]
Manager
59 | SeqScape Manager + 7Y 17 F &R
795
>4 7> | 60 | SeqScape Manager C>1 7> && Al 5Fa] EiiCl)
NI
61 | Project Alignment E2—T>1 731
BREERERTT 2
Analysis | 62 | Analysis Protocol #%RY % =) ] E)
Protocol
HLU 63 | 7OV v FATEHEY Y TILD
Analysis Basecaller DREZZET 2
Settings

64 | 7Oz AT Analysis Defaults
REEEET D

65 | 7Oz ¥ h%7lE SeqScape
Manager T Display Settings % 5%
ER)

66 | > 7ILER—XO—) VI8 TIC
BGB AL TT7— 2 %f#thd %

67 | BGB =R L 7 — 2 & %

68 | BEDY > FILER—XO—Y VI LK
WK2IEET S

D-8 ABI PrisM SeqScape V7 b7 v2.1 A—H¥—HAF




I1—IERDE

&KD-3 7FIZAML—2, YA4IVT 4 A, BLUT7FIRE LNIVDT 7L (#E)

PREIZAML—=E2. Y1V FT 1A B,
UYLV T4 A+ LNV
ICEFA TN 7 7€ ADERA

Admin

Scientist

Analyst

Z Dty

69

T74I0 VAT LATT—2EBRET S

70

SeqScape ##&T 9%

71

SeqScape TREEDT—T7ILDAHS LA
ICRTENZEEEZY— T3

72

7)) =275 A7 LI SeqScape &
VAR=IVT B

73

SeqScape V7 U x 77 v1.0 Tl
Vi & v20Ic7v 79 L—FT3

74

SeqScape 7 VA VA M—ILT B

75

SeqScape =Z#2EIT %

76

SeqScape "D BEE >~ R— ~AIC
Data Collection D> IV %KET S

A

SR

TR
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724X bENTeNIT7RE E

FASTA 7 7 1 U=

COMNERTIE. ROEBIZOWTHALE T,

BT ORI SN T 7 A0 E-2
FASTA 7 7 A Vo . E-3
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fBRE 734 AV MENNUT Y FE FASTA 77 1IVER

2T TREYShETZ7ALIV

N TV RE 2T TRYBNTF A 7714 )VEXTHIUE, ABI PRisM® SeqScape® v/
TrIxTICAYR— T B EMTEET,

INUT 2 MDTFFAPM SeqScape V7 R U 27 DRI TRYIENTZTF AN 77 A)VE, ROFEM7ZiTz LT\
771IVOIERR EWHOET,
e 11FIC 1 DI DONY TV EhEREhTnwbT E
o RTTRYIGNIZRDHTLANT 4 T RFFDOCT L

NT NUT7 Y bOANTa V5 AANYT Y bDANTAVT
Type Type

ROI Layer

NT position AA position

Reference Reference

Variant Variant

Style Style

Description Description

Used by all ROIs

Bz E-1 ISRLET,

X N7 D . .

NIT72E 2yLxFR U772 RNUF7VE NUTVRD N7 D

DiEE “ Live= ‘ 0)in’="n|% @illa’?‘ag |7\'Sl 1V HER
4| HI¥ DB11.98-typelFULL - Notepad ] |
File Egit Faormat | Help
Tﬁpel NT phsition Heference variant Etyle  Description N
change base 418 A C hlue M4l L MUC. RTI  AZT MA1L/T215v: 60-70-fold
change base 418 A T hlue M4l L MUC. RTI  AZT MA1L/T215v: 60-70-fold
change base 418 C T blue "a 62 v multiple Wuc Res  AG2Y alone has no effe:
change hase 491 A G blue "K 85 R Nuc. RTI ddI Infreguently ohserved in
change base 454 G A blue "D &7 N MWuc. RTI AZT DEFNKTOR/T215Y /K2100: 12
change base 503 c G blue T6E555G MUTLiNRTI with 506 insertion DeAntonig?
insert after 505 T AETGEET  Blue T59555 MUITINRTI  Ceantonis?
change base 502 A T blue T69555 MUTTINRTI with 506 insertion
insert after 506 T AETTCT  Blue T59555 MUTTINRTI
change base 503 C G blue TESSSA MUTTINRTI with 506 insertion
change base 504 T C blue TESSSA MUTTINRTI with 506 insertion
oo A0 TEDTL e -~ e CAr- = omimy e Bul priie

E-1 NU7V 02T TRYISNTFX MEROF)
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FASTA 7 7 1 IV

FASTA 7 7 1 IVE:

3 ¢ FASTA B9 215U, http://www.ncbi.nlm.nih.gov/BLAST/fasta.html 55 AT U & L7z,

FASTA FeXDEHAA  FASTA B> —4 » RiE. LITHICHIANSD D, ZORICT—7 VA F—R2DITh% & %
T, HHOTE. BHOHSTLCKEVEE ) B, V= YA F—RLRKRITX
%9,

FASTA f2zX D  FASTA JEXD > —7 Y A0 ZRITRLE T,

>HIV HXB2 Prt-RT1(1-320)
cctecaggteactctttggcaacgaccectcgtcacaataaagataggggggcaactaaaggaagcetctattagatacaggageagatga
tacagtattagaagaaatgagtttgccaggaagatggaaaccaaaaatgatagggggaattggaggttttatcaaagtaagacagtatga
tcagatactcatagaaatctgtggacataaagctataggtacagtattagtaggacctacacctgtcaacataattggaagaaatctgttga
ctcagattggttgcactttaaattttcccattagecctattgagactgtaccagtaaaattaaagccaggaatggatggcccaaaagttaaac
aatggccattgacagaagaaaaaataaaagcattagtagaaatttgtacagagatggaaaaggaagggaaaatttcaaaaattgggect
gaaaatccatacaatactccagtatttgccataaagaaaaaagacagtactaaatggagaaaattagtagatttcagagaacttaataaga
gaactcaagacttctgggaagttcaattaggaataccacatccegeagggttaaaaaagaaaaaatcagtaacagtactggatgtgggt
gatgcatatttttcagttcccttagatgaagacttcaggaagtatactgceatttaccatacctagtataaacaatgagacaccagggattaga
tatcagtacaatgtgcttccacagggatggaaaggatcaccagcaatattccaaagtagcatgacaaaaatcttagagecttttagaaaac
aaaatccagacatagttatctatcaatacatggatgatttgtatgtaggatctgacttagaaatagggcagcatagaacaaaaatagagga
gctgagacaacatctgttgaggtggggacttaccacaccagacaaaaaacatcagaaagaacctceattectttggatgggttatgaact
ccatcctgataaatggacagtacagectatagtgetgeccagaaaaagacagetggactgtcaatgacatacagaagttagtggggaaat
tgaattgggcaagtcagatttacccagggattaaagtaaggcaattatgtaaactccttagaggaaccaaageactaacagaagtaatac
cactaacagaagaagcagagctagaactggcagaaaacagagagattctaaaagaaccagtacatggagtgtattatga
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TSAAY bENRINYT Y & FASTA 7 7 1 IUFER

IUB/IUPAC O— F

HR—bEN3B
BEE1—F

=V AE. ROGEERE., D TUB/IUPAC 7 2 /B X UEEI— R CidikanT

WA EMNRDENET,

o INTFIRIRARIN, RXFICEBEINET,

o TI/Y—UATIE. UBXU* (FARYURY) ZEHTEEZ T (ROHEEZSKEL
TLIEE W),

D FASTA 3— R TR NATUREY T2l E>TXIVFF R =TV ARNDF v v

FRITTEMNTEETH, SeqScape V7 b7 =7 T FASTA ERZMHT 2551k, Thbd

DX FZ2fEHTEEE A

V= VR A VR—= T BENT, =T Y ANDOEERAR—RAZHIRT B, #Y)ET

I— RICERT Z0ENH D ET (22, RAIOKBHREEZERST N DRADOT 2 /5%

BHEET X,

RE-1 (EARREGZEI—F

XF d— FHARIHE
A Adenosine
C Cytidine
G Guanine
T Thymidine
u Uridine
R GA (purine)
Y TC (pyrimidine)
K GT (keto)
M AC (amino)
S GC (strong)
W AT (weak)
B GTC
D GAT
H ACT
\Y GCA
N AGCT
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FASTA 7 7 1 IVAZX

HR—bEND %E2 FEREITELE7S/BI—F

T7I/8a—F

xt
4

a- FAETHE

Alanine

Aspartate EfzI& asparagine

Cystine

Aspartate

Glutamate

Phenylalanine

Glycine

I O M| m| o O W| »

Histidine

Isoleucine

Lysine

Leucine

Methionine

Asparagine

Proline

Glutamine

Arginine

Serine

Threonine

Selenocysteine

Valine

Tryptophan

Tyrosine

Glutamate % fzld glutamine

X| N| | S| <|lCc|Hd|l »w| 1| Ol W Z2| =2

ES=S

*

BER=1E

FERDFvv
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RIVF 754XV FFASTA 7711V
1ERX

COMNERTIE. ROEBIZOWTHALE T,

J7i% 1: SeqScape V7 b 2 7 EEH LI IVF 754 A2k FASTA 7 7 A )VOERL . .F-3
J5i2: ClustalX V7 v . 7 LIz IVF 754 A2k FASTA 7 7 A )VOAEK. . .F-4
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8 F <IVF 754X~ FASTA 7714 IVDER

(ZC&IC

ABI PRISM® SeqScape® V7 b T = 7 DT A 75V MZBRERHH T ZI1CE, —FT VX T
AT 5V ZERT 2 ENHDET, FATITVHNDTXRTOY—7 Y RAiF, EEAFEUT,
TIARAY RENTVERENRHD ET,

V= VADEEINECTT T A4 A FENTWRHEIE. B SeqScape V7 +J =
TCo—T VA TAT IV R LTLTEE N,

COMERTIE. 747 Z U OIERETIC S —7 Y AT 272D DRD 238D D JIEICDNT
L XY,

o FiE1-SeqScape VI bz 7 EMEM LIS IVF 754 Xk FASTA 7 7 A )VOVERK
o HE2-ClustalX V7 +y 7 ZHHLESIVF 754 X FASTA 7 7 1 )VOVER
ClustalX V7 b7z 7120 T

ClustalX V7 b = 7ld, A V2 =3y DSIKTHXY > u—FLUTHATE %, sfi))x~
WF = VAT IARAY S TadILTY,

S 3K : Jeanmougin et al. (1998) Trends Biochem. Sci. 23, 403-5.

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



FiE1:SeqScape V7 bz 7 &EFERALEIVF 7514 4> b FASTA 7 7 1 IVDIER

5iE 1: SeqScape V7 by x 72 ERALERIVF 73447 F
FASTA 7 7 1 IVOYERK

TIVF 754X SeqScape V7 b7z 7ARFERALTRIVF 75447 FASTA 7 71 IVE{ER T B Il

FASTA 7 7”(1,';?2 3 COTFIEL. GenBank F— Z~— 2B HLA S— /v A% AT LTIi5 C LA CE %

I, T AINVAE. FIRNICEREZ TRLTVET,
. XDVIT7LUVA =Y AZAFLET,
* gil512471lemblX76776.1IHSHLADMBG

2. V—HURAIGATISUTHHTBEY— T VANGENZ RO T 7 AV EAFLET (ixt
Fi=lZ fsta 771V,

* gi-1045472-gb-U32663.1-HSU32663-Human-MHC-class-1I-antigen-HLA-DM-beta-
chain-(HLA-DMB)-gene

* gi-1373022-gb-U31743.1-HSU31743-Human-HLA-DMB-variant-gene

* gi-2315188-emb-Y 14395.1-HSHLADMB3-Homo-sapiens-HLA-DMB-gene
o gi-512471-emb-X76776.1-HSHLADMBG-H.sapiens-HLA-DMB-gene

* gi-881918-gb-U16762.1-HSU16762-Human-(DMB)-gene

3. SeqScape V7 Fy 7 ZEH L, FIH1 TAFLRLT 7 AV 2 {MiH L T RDG Z{FK L
ES

4. Project Template Z/ER L E 9,
5. fER{ L7z Project Template Z{HH L CTHEI 702 = 7 b z2BlE L9,
6. FIH2 TAFLET7bZzEML, T LET,
7. [File)> [Export] Z3ENLE T,
8. [Project Alignment-Nucleotides| Z#{RL £9,
COLIAR—b T7A)VEMHH LT, SeqScape V7 b T =7 TIA T TV EIFKT AT &
NTEXT,
SeqScape SeqScape V7 FUITTIA T TV EERT BITIE
;3;gﬁg;ﬁ?§ SeqScape V7 FU 7 ZifdE L £ 9,
[Tools] > [SeqScape Manager] #3&RL %9,
lLibrary] 27 7%3ERL., New) 227V v 7 LT,
FA TV ATILET,
lEntries| 277K L., Mmport) Z#27V v 7 LET,

Display All File Types| Z#{RL, <ILF 751 A2 b FASTA 77 A )V EBEHL T
HEE

VIMT2TICE>TITAT T UMMEREN, BINENTy =7 Y ABDERENT T,

—_

A T
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8 F <IVF 754X~ FASTA 7714 IVDER

Bk 2:ClustalX V7 bz 7ZERBLIERIVF 731442
FASTA 7 7 1 IVOERK

ClustalX V7 k917 ClustaX V7 by 7EAFTBICIE

DAF | 4os—x9 1 7599EREL. [CluslX) ZRET 2
http://inn-prot.weizmann.ac.il/software/ I 7 72 AL £ 9,

2. ATFHREARYV I Rz 7ROV A RNS ClustalX VI b 7 EFIRLE T,
3. CZHHAOAXRL—T 4T VAT LHAD ClustalX V7 bz 7 EFERLET,
4, VI b7 RIAVEL—RICETO—RLET,

TIVF FSAAV R ClustalX V7 b9 1 7EFEBLTRIVF 75122 k FASTA 77 1 IVEERT Blcid
FASTA 7 741};;% A COFNE, ftp://ftp.ebi.ac.uk/pub/databases/imgt/mhe/hla/ 05 HLA ¥ —7%7 > A%z AF
L. DRB_nuc.fasta] Z3ERL TITH T ENTEET,
. Xyra—RLE7HNVEZHEXT,

2. [ClustalX] 7Aa>zZ7)rIw 7 LET,

i ClustalX (1.81) =10 x|
File Edit Algnment Trees Colors Qualty Help
IMuItipIe Alignment Mndez Font Size:lﬂ] 4

|~ I KT 0

1

3. Multiple Alignment Mode | 7Z#3&RL £,
4. TAlignment] > [Output Format Options| 7Z#RL £,
5. [GDE format) Z#RL., ZOMDIRTA—=RERDEBVICHELET,

i Output Format Options =10]x|

format [ NBRF{PIR format
rmat[~ PHYLIP format
¥ GDE format [T NEXUS format

GDE output case . m
CLUSTALW sequence numbers :Im
Output order IW,
Parameter output OFF -

F-4 ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



A& 2: ClustalX VI bz 7ZERALERIVF 754 A2 + FASTA 7 7 1 IVDERK

6. [TFileJ> lLoad Sequences| Zi#RL £, 77 ANz AFT 3ICiE,
http://www.ebi.ac.uk/imgt/hla/ I 7 7+ A L. Download] % 77z #RL £,

7. SIVF =T URATrAINEBELCERILET,

il Clustalx (1.81) ¥ B =] 3

File Edit alignment Trees Colors Quality Help

IMuItipIc Alignment Mode j Font Sizc:l 10 'I

-

HLA_HLAODD489
HLA_HLADD490

HLA_HLAOD493
HLA_HLADL1083

1
2
4 HLA_HLAOD492
5
6

ruler N IO r41 BB = 1B 40 .. SO

=

Al 2« i

File CA\Documents and Settingsi\doanqgc\De sktop\HLAADMB_nuc.fasta loaded

8. [Edit)> lSelect All Sequences| #ERL £7,

9. TAlignment] > TAlignment Parameters | > [Reset All Gaps Before Alignment] %
HEIRLE T,

10. TAlignment] > Do Complete Alignment| 74K L £ 9

11. #MRZHRESTZHMZERTZ X5 ROZXAT70T Ry FADTRENET, (RET
BY 7 BEIRLE T,

12. TALIGN] R&Z>Z2Z7 0w I L, 7IA AV DT T HXTRELE I, HENIAL
TWVABEFTICIE S Y v aMfAENE T,

il Clustalx (1.81) ¥ B =] 3

File Edit alignment Trees Colors Quality Help

Multiple Alignment Mode j Font Sizc:l 10 'I

-

HLA_HLAODD490
HLA_HLADD491
HLA_HLAODL083
HLA_HLAOD492
HLA_HLAOD489
HLA_HLADD433

O U L P

LTS 3800 390 400 . 410 ... 420 ...

=

Ki oK o

CLUSTAL-Alignment file created []

13. fER L7727 7 AV ZBEILE T, DT 7 A I)IVDILEFIE .gde T,

ABI PRisM SeqScape Y7 b7 v21 A—H% HA K F-5



8 F <IVF 754X~ FASTA 7714 IVDER

.gde 7Z714ILD
XFDiRE

SeqScape
VI7b+hOTT7TD
4751 DIERL

ClustalX TR LTz .gde 77 M IVDOXFZETFRA b+ T71 2% ERALTRET B

1.
2
3.
4

p=

Microsoft Word 2 EDTF A s 7 ¢ 2 # L £ 9,

FREERR UTz .gde 7 7 A NV 7EBIE £ T,

M) ZRE L, $XT I>) ICEBLET,

CDT7A)7% txt £T2d fsta JLBRF DT FAPXEHEE U TRIFLE T,
COXHDOY = Y ADEARE. —RICTIVF 754 X2~ FASTA FEle LT E

NEI,
COT7 AR LT, SeqScape V7 b I =7 TIAT T VEIFRT BT EMNTEET,

SeqScape V7 b7 T4 75 ) EERT Bl

—_—

A e

SeqScape V7 +U 7 ZiELH L £ 9,

[Tools] > [SeqScape Manager| Zi#ERL X9,
MLibrary| 27 %33R, New] Z7 Vv 7 LET,
FAT IV ANILET,

[Entries] 27 7%#&RL. lmport] Z#7V w7 LET,

[Display All File Types) Z#R L. XIVF 754 A2 FASTA 7 7 A )V7zBH) L T
EET,

VIMT2TICK>TIATITUMMERE N, BINENTY —F Y ABDERENK T,
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Software Warranty

Computer Configuration

Applied Biosystems supplies or recommends certain configurations of computer hardware,
software, and peripherals for use with its instrumentation. Applied Biosystems reserves the
right to decline support for or impose extra charges for supporting nonstandard computer
configurations or components that have not been supplied or recommended by

Applied Biosystems. Applied Biosystems also reserves the right to require that computer
hardware and software be restored to the standard configuration prior to providing service or
technical support. For systems that have built-in computers or processing units, installing
unauthorized hardware or software may void the Warranty or Service Plan.

Limited Product Warranty

Limited Warranty

Warranty Period
Effective Date

Warranty Claims

Applied Biosystems warrants that for a period of ninety (90) days from the date the warranty
period begins, its ABI PRISM® SeqScape® Software Version 2.1 will perform substantially in
accordance with the functions and features described in its accompanying documentation when
properly installed on the instrument system for which it is designated, and that for a period of
ninety (90) days from the date the warranty period begins, the tapes, diskettes, or other media
bearing the software product will be free of defects in materials and workmanship under
normal use. If buyer believes that it has discovered a failure of the software to satisfy the
foregoing warranty, and if buyer notifies Applied Biosystems of such failure in writing during
the ninety (90) day warranty period, and if Applied Biosystems is able to reliably reproduce
such failure, then Applied Biosystems, at its sole option, will either (i) provide any software
corrections or “bug-fixes” of the identified failure, if and when they become commercially
available, to buyer free of charge, or (ii) notify buyer that Applied Biosystems will accept a
return of the software from the buyer and, upon such return and removal of the software from
buyer's systems, terminate the license to use the software and refund the buyer's purchase price
for the software. If there is a defect in the media covered by the above warranty and the media
is returned to Applied Biosystems within the ninety (90) day warranty period,

Applied Biosystems will replace the defective media. Applied Biosystems does not warrant
that the software will meet buyer's requirements or conform exactly to its documentation, or
that operation of the software will be uninterrupted or error free.

Any applicable warranty period under these sections begins on the earlier of the date of
installation or ninety (90) days from the date of shipment for software installed by

Applied Biosystems personnel. For all software installed by the buyer or anyone other than
Applied Biosystems, the applicable warranty period begins the date the software is delivered to
the buyer.

Warranty claims must be made within the applicable warranty period.

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F G-1



{182 G Software Warranty

Warranty Exceptions

Warranty Limitations

The above warranties do not apply to defects resulting from misuse, neglect, or accident,
including without limitation: operation outside of the environmental or use specifications, or
not in conformance with the instructions for the instrument system, software, or accessories;
improper or inadequate maintenance by the user; installation of software or interfacing, or use
in combination with software or products, not supplied or authorized by Applied Biosystems;
and modification or repair of the product not authorized by Applied Biosystems.

THE FOREGOING PROVISIONS SET FORTH APPLIED BIOSYSTEMS' SOLE AND
EXCLUSIVE REPRESENTATIONS, WARRANTIES, AND OBLIGATIONS WITH
RESPECT TO ITS PRODUCTS, AND APPLIED BIOSYSTEMS MAKES NO OTHER
WARRANTY OF ANY KIND WHATSOEVER, EXPRESSED OR IMPLIED,
INCLUDING WITHOUT LIMITATION, WARRANTIES OF MERCHANTABILITY
AND FITNESS FOR A PARTICULAR PURPOSE, WHETHER ARISING FROM A
STATUTE OR OTHERWISE IN LAW OR FROM A COURSE OF DEALING OR
USAGE OF TRADE, ALL OF WHICH ARE EXPRESSLY DISCLAIMED.

THE REMEDIES PROVIDED HEREIN ARE THE BUYER'S SOLE AND EXCLUSIVE
REMEDIES. WITHOUT LIMITING THE GENERALITY OF THE FOREGOING, IN
NO EVENT SHALL APPLIED BIOSYSTEMS BE LIABLE, WHETHER IN
CONTRACT, TORT, WARRANTY, OR UNDER ANY STATUTE (INCLUDING
WITHOUT LIMITATION ANY TRADE PRACTICE, UNFAIR COMPETITION, OR
OTHER STATUTE OF SIMILAR IMPORT) OR ON ANY OTHER BASIS, FOR
DIRECT, INDIRECT, PUNITIVE, INCIDENTAL, MULTIPLE, CONSEQUENTIAL,
OR SPECIAL DAMAGES SUSTAINED BY THE BUYER OR ANY OTHER PERSON
OR ENTITY, WHETHER OR NOT FORESEEABLE AND WHETHER OR NOT
APPLIED BIOSYSTEMS IS ADVISED OF THE POSSIBILITY OF SUCH DAMAGES,
INCLUDING WITHOUT LIMITATION, DAMAGES ARISING FROM OR RELATED
TO LOSS OF USE, LOSS OF DATA, FAILURE OR INTERRUPTION IN THE
OPERATION OF ANY EQUIPMENT OR SOFTWARE, DELAY IN REPAIR OR
REPLACEMENT, OR FOR LOSS OF REVENUE OR PROFITS, LOSS OF GOOD
WILL, LOSS OF BUSINESS, OR OTHER FINANCIAL LOSS OR PERSONAL
INJURY OR PROPERTY DAMAGE.

NO AGENT, EMPLOYEE, OR REPRESENTATIVE OF APPLIED BIOSYSTEMS
HAS ANY AUTHORITY TO MODIFY THE TERMS OF THIS LIMITED
WARRANTY STATEMENT OR TO BIND APPLIED BIOSYSTEMS TO ANY
AFFIRMATION, REPRESENTATION, OR WARRANTY CONCERNING THE
PRODUCT THAT IS NOT CONTAINED IN THIS LIMITED WARRANTY
STATEMENT, AND ANY SUCH MODIFICATION, AFFIRMATION,
REPRESENTATION, OR WARRANTY MADE BY ANY AGENT, EMPLOYEE, OR
REPRESENTATIVE OF APPLIED BIOSYSTEMS WILL NOT BE BINDING ON
APPLIED BIOSYSTEMS UNLESS IN A WRITING SIGNED BY AN EXECUTIVE
OFFICER OF APPLIED BIOSYSTEMS.

THIS WARRANTY IS LIMITED TO THE BUYER OF THE PRODUCT FROM
APPLIED BIOSYSTEMS AND IS NOT TRANSFERABLE.

Some countries or jurisdictions limit the scope of or preclude limitations or exclusion of
warranties, of liability, such as liability for gross negligence or willful misconduct, or of
remedies or damages, as or to the extent set forth above. In such countries and jurisdictions, the
limitation or exclusion of warranties, liability, remedies or damages set forth above shall apply
to the fullest extent permitted by law, and shall not apply to the extent prohibited by law.

G-2

ABI PRISM SeqScape V7 box77 v21 A—H Aa4F



e

ABI Basecaller

Analysis Defaults

Analysis Protocol

Analysis Settings

Assembly 21—

Basecaller

Clear Range

Display Settings

DyeSet/Primer 7 7 1 U

FASTA F2®0

IUB/IUPAC

KB Basecaller

Layout E21—
Project Template

Quality Value

Report Manager

ABI PRIsSM® DNASequencing Analysis 3 & U" ABI PRISM® SeqScape® ¥V 7 b7 = 7 DHEkR
N—=T 3 VTHRHENTW)VT) X,

Project Template ICf#77 SN % T 7 4 )V kD Analysis Settingso

YU TN 7ZRIET 2T 7 4 )V FRE (N—Ra—=U V7, Iv 7 A N—ZDOMKH,
ClearRange & NI VT BRUT 4 )LEY VT),

fERtrON—Aa—=I 7, FIIVT, TRV VT TRV TIVEEHRT /35 A—X,

TIARXAYRENTZT TV = VADIEIH, ARV RAY AV T A = VU AWER
INEd, LY b a7y T LBXT Quality Value ZFHK/RT %5 & EAMFETT,

fEATHRIC o — A AN DEE R W3 % 7))L 3 X L, Basecaller IZiZ. KB Basecaller 35Xk
U ABI Basecaller O 2 fEM"H O £97,

5 BR3P XTOMKENCDHZD 7 F VT 4 DERNKIETT—D2 N —F VA ZRN LT
ﬁﬁo@:/‘—’]’?/;(ﬁﬁbﬁo

T—R ERERORRZE T /85 A—4,

DyeSet/Primer 7 7 A )Vid, XA LT IT7A—DEL ) T 1 DFAZHIEL. DNA OREERIC
FHAINETI ARG CTAT—aA— ROEFEEEIELET, EEUT 1 77 ALED
MLENE T,

I DY EDY—r Y ADMRMEENBIEED T F A FRX—=ADT 7 1 IVEA,

FEFRAELSE S/ ERSIE S X OIS b G, G DV Tid,
http://www.chem.qmw.ac.uk/iubmb/misc/naseq.html#300 Z S L T 72X\,

2T AN—ZAFE I HE—OEEZGE L, ¥ > 7)) Quality Value ZHET 2 ¥i7z7% 7 )L 3
U 2 Lo

YN Ty T V) OREN, BT IVONEE Fnz R R L BICERRENE T,
RDG. Analysis Defaults, Display Settings, 35X T Output Settings WFENE T,
N—Ra—yvrarytwryyxa—1) 7 7)) 3V X LOMHFIEZ RS, EA N
E. 7NV XLDLT —MERIFKL KD £9, Y7V Quality Value (. ¥ T IVOIEE
T & @ Quality Value Z7~r L, 32+t 2Y R Quality Value &, It 2% AT & D Quality
Value 27~ L X9,

figph DR A2 X FIEDO N K 73R, #iGt, S 2a—7—a > AANUT YV, BXUOTA
77 VBRREMOFHNREND ., O HHDOL R— FDERRENE T ¢V R,
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Sample 21—

SeqScape Manager
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FAAY MENS
7LIVLSA4T3Y
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]
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N
U
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I AR—F

!y
.
1

VRV kR
AVREV b RIVaYy
I>—

a9 R
Quality Value

AVEUHX 2-5

YT T 7 AN FARTE ARY AV RIBITEH & Nz Basecaller & DyeSet/Primer 7 7
)b FHEEEINTER—R 03— V7 H55% (Spacing. Peak 1 Location, Start Point 35 X U Stop
Point), BLUT YTV AT —RXANEKRENSE T 2V RU, T2 T)L%, Basecaller,
XU DyeSet/Primer 7 7 1 )Ui&, TDD 4 Y RUTEHETEET,

Annotation, Sequence, Feature, Raw Data, Electropherogram 7% &% AB1 7 7 1 )L DR
MFERENS SeqScape V7 b T 27D 2—,

SeqScape ¥V 7+ =7 DT 1Y = 7 b, Project Template, RDG, Analysis Defaults, 35K T
Display Settings Z&E#H 42V 7 by 27 DaVR—%2 bk,

AVE VYR = VAL, FOAVE VYR V=V ADEKICHERAE NI RTOY
TN T 7 AIVHERRENS SeqScape ¥V 7 T =7 DE 12—,

1 DD PCR 70Xy hERE/u—2Dy—r oy it k->THbN%, 754 AV R
NfeA—N—=F v TL TV B —HDY VT T—X,

TITVIr—2arDA YA M=)V, HIBR, iz FEHICEEY % SeqScape V 7 kU 7 DOFERE,

TIARAVRENTZARVAY QYA =TV ABNEENT, 7oAV ENKk
UI7LVA =TV 2A,

FARTHE =TV ADN) L= a2 THbB,. TIA A SN~V ADES, T
. SeqScape v2.0 THR—FENTVEHE—DT ATV OFETT, 794 AN
727UV SA4TI5VR, BEBBIETY—T VADTAT IV ERLTEEOY—T VX
THRENE IS4 75V LId T ET, £le. 794 AV FENTOVERWS =TV ADT A
TV EERTDET,

FREDARY ANCDWT, T IA AV RENTZV T 7 LVAETSA AV vEnfzavty
YR =T VADFELTWBE,

TaY e VNOY—T VADT T4 AV NGiEERT IUB d— R, AXR—ZAF, ZEH,
BLURY D&,

AR T ED R DIEHE,

SeqScape ¥ 7 k' = 77 @ Data Store N5 SeqScape V' 7 U = 77 D Data Store #$\ .ctf £
eld xt BT T— 2 PREZBHT S &,

FGATIU TIARXYINT, FA4TT7VDITXRTOT LIVCDNT—HL TV BIE, [£
RINTE ) 2B L TLIEE W,

ARYRAY AVEYRA =T Y ANT, IA4T7IVDAVAZY h RI¥ 3 VIEHIG L,
ZORIETT AT 5V EDFEND % i,

Quality Value] ZZL T 72T,

i & 0 Quality Value ZFiDIEfER I Y A ¥ —7 2 ARVERRT M7 )V 3V X s,
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YU Y—rv2

H#> 7L Quality Value
Y271V 237

BTV TF—4R

I/ 34T 3473

AN—AXF

vIAVH

iy 4

NOz247 347351

TZ4IVR) VT ENT:
BTV =R

Javzyo b
Javxzv b By
=R

SA4T3) IYF

D77L2RA

VAN BIENE DB 28 2 TIVD T IV—Th St L7 2> 7V o,

1 DD PCR Xy hEfidra—roo—rroo o 7ick>THELNS, 794 AR
NA—NN—F v T L TCVWE—8OY ) F—X, 7T LEMEINFET,

FAT IV TIAAY FREDOTIY AV PR =T VA YR = ANDIEEL
DAL, VARV N RIYa MSHcl, IV =7 Y AND I v 7 AN—ADNE
. FEMEICHGLTVET,

Quality Value] ZZL T 72E W,

YT VD Clear Range > —7 » A HIF 2 F T & D Quality Value D,

SeqScape V7 U L TICANIENG, =TI T EERICKAZE—DL— VX iEFr E
Z VDI,

T = VAN —DEEEEI v VAR =TV ADWIT N THETA T
U, SeqScape &, Yz /EAT AT IVICHT HMEEITH L EIC. BEDET7 LIVOHA
HHOREIREETIC, VPR =TV RECRE-HTEI v FEERDT LI L LET,

F: CTOHEEIE. SeqScape V7 b = 7 TIERALEE A,

TIARXY FENY—r VANDOXFE, IUB I— REZIFZAR=—ZADONWTNHNT, X
Ta (1) TREINZGELHDET, AR—RIE. TOXFHNTHIBRE NizEERE, T2k
MDONTNHDT T4 AV S ENTCFHINTTA S NIERZRUET,

0@ L7z DNA V=7 Y AICHET 5. VT 7 LV R =V ADME Lz T AV,

Analysis Settings IC5/E & 117z Clear Range DFEZ i U T#Y > 7 )LD Clear Range 7%
ETB7)IIYU XL,

T =l VANGT R CHE—DIEEDOY—7 VA TH25F147 5V, SeqScape &, NT'1
BAT FGATIVICHT BHRBRITO LEIC, ~EIC2 DDA XA TEHAEGEDLET, O
VEVYA V=T VARLRL =T BV S EAT v TFERDIFESELET,

AT EFE T Basecaller/factura/ 7 « JVZ V) 7 7)) dV R LIS K > TUBE =Y > T,
FUCYT77 LY AELET MR D 77 LY ABMEELEY, MET S —7r 2V ADS
V=",

ARVAY AV YA =TV ADTIA A ROYY,

ARVAY AV YA =V RAEFIE-HT S 1 DOO7 LIVERR 2 DO7 LLO%t

(ZA47ZVORFHICE D XY) DA,

L, fREAAT, ZOAMICK>TTEY 27 FOFAMRE L, RDG IL-FEENTWL
%, LWSKMERFFOX 7 LA T Fod,
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9 1v—7 (RDG)

Y77 L AEET—4

fEAR

H
fi
X
I<F
i

ANRDAY

ANV AV
(A>e>H%XR) Quality
Value

AN A
QAvEerH¥R) a7

ARIAY AV TR
=R

ANYRAY LR=F

V77 LY ALY T 7 LY AEET— X TR ENS T—&,

WEDEREEZZY 77 L ADEEFEHICEBEL TVWENEO U TENTVEED, VT 7
LY AT —RIiE, ET—2 N7V F—20 2 ENH O £,

SeqScape ¥V 7 b = 7Y 2 )V T2 LNy F A THEITT 35825 TIE,

ARVAY AVV VYA =T VANT. A4 T VRRBICE > TRENE @O Y FD
HTENZTNDEL > TWB N,

FATIV TITAAYEINT, AT ITVD—EDT LIV DWTHEE>TWABhiE, [aY
ARV RVvayv] ZB8RUTLEE D,

TVIARAY RENT ARV AY AV YA = VAR VT 7LV R = Y ABLT
g5 77 LA T—R DB,

1 DO — A% T21d PCR 70XV hOITXRTOY VT )V T—E2EHAIILTHNTO
VT4 7L UTINET 5 K88,

[Quality Value] ZZHL T 72E LY,

AVE VYR V=V RCEHEENSTARNTO I Y X Quality Value D,

avb Y Ra—U vy 7)d) LI & > TEYPEMICEE#EEDOH B > T IV 7 —7

ANEYCISY gAY pA

ARV A TEITEENTZIT X TOFERDPMEE NI Ak,
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310 Basecaller & DyeSet/Primer 7 7 f )L A-5
3100/3100-Avant ¥ 7 b =7 Ofity  11-2
3100 Basecaller & DyeSet/Primer 7 7 1)l A-8
3100-Avant Basecaller & DyeSet/Primer 77 7 1/ A-10
3700 Basecaller & DyeSet/Primer 7 7 ) A-12
3730 TOHBENTICRETRT 7 A )L

Analysis Protocol 11-4

Instrument Protocol 11-4
Results Group 11-4

3730/3730x] Basecaller & DyeSet/Primer 7 7). A-13

W 8-8

Mk 8-6
Analysis Protocol Editor D% 7" 3-4
Analysis QC LR— 1k 7-19, 10-10
Analyst HERE

B —Y 2-7
lAnnotation] X7 DY > 7). 6-10
Applied Biosystems

Technical Communications  xvi

P—EXEHYR—F xvi

T =V ¥R—bF  xvi

3730373051 V7 L9 2 7 OB 11-2 ;;;7; Y= aTVIERIT BT A — A 7 xv
. ik xvi
377 Basecaller & DyeSet/Primer 7 7 1)L A-7 Assembly ¥ o —0EH  HHE- ]
A FAtPCR Stop)] Fzv o Ry 7 A 3-5
) Audit Trail L R—F  7-28
AA Variants LAR—h - 7-22 Authentication & Audit DF&E  2-12
AANY 7:‘/ k Autoanalysis Manager
1;*;2}7 4-28 IVH—FY R 11-19
ABI Basecaller 1-3, 10-3 w12
EHE A-2, A1 B
ABLT—& 77 A, YT F—ED .
AV E—F 6-12 Base Frequency L'’ R—1F  7-25
Administrator #£fE  4-9 Basecaller
Analysis ABI 1-3
Protocol DiEFK  HFESE-1 ABL E#R A-2
QV OLE—rADidsk 10-10 DyeSet/Primer & D H#ME  A-4
Settings DfFE  3-9 KB 1-3
Settings DEF  HIFEHE-1 KB, E& A-2
LE—FDER 7-17 e R
T TH— 3.2 MBasecalling] X7 DI5E 3-4
Analysis Defaults C
PNV E 3-12
HRilERL 3-3 Clear Range
BE 3-10 Y4 P v O 8-13
EFE HERSE-1 27 DFEH  3-4
Analysis Defaults DFE  3-10 AEE 8-12
Analysis Protocol EFE: HEE-1
fERC 3-3 ZH 8-13
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Clear Range D%  8-12

XURADfEH 8-13

ClustalX V7 + o = 7 OffiH F-1
computer

configuration requirement G-1

technical support for altered configuration G-1

copyright ii

D

Data Collection V7 b = 7

Data Collection & SeqScape TD 7T 7 A JVHE

SeqScape & D 11-2
REMTE R 11-7

Display Settings

faE 3-13
ER -1

DyeSet/Primer 7 7 1 )V

F

T FHREE-1
INTG A—=RIZDNT  8-6
T 7 AIWEERN A-2

FASTA

B, &% HEEE-1

EXDFiH E-3

J—FK E-4
PYR—bENZT7I/HEI—F E-5
YR—rENBEBI—F E-4

Z B FASTA 7 7 A )VOERK  F-1
TFAL 4-26

77 AIVIERX E-2-E-4

[Filter| 27 OFiH  3-4

G

GenBank

K4RE  4-3
T7ANDR T a—F 4-4

[General ] % 7 DFtH 3-4
Genotyping L R— T 7-29

Instrument Protocol. H &4 F DVERL

IUB/IUPAC OEF  HEEE-1
IUPAC Diagram C-2

11-7

11-21

K

KB Basecaller 1-3, 10-3
T OA-2, HEEE-1

L

Layer

A VO 4-14
Layout ¥ 2 —DEF  HREHE-1
Library Search L’ R—F  7-26
License Disclaimer ii

M

Mixed Bases
2T O 3-4
MSDS D AT xvi
Mutations L'iR— bk 7-20, 10-11

N

New Project 7+ #'—F, 70z FOEK 6-4
NT XU 7> b

e 4-23

FHRH 4-23

P

Project Template
AVR—FEZIAR—F 6-26
W 5-3
fERk 5-1
ek, FIE 5-3
#rH Analysis Defaults OfERK  3-3
W7y =7 FOfEL 6-8
Wil 6-8
P HIRESR-1
RE 5-4

[Project] 7~ FUOWE 2-18

Q

Quality Value (QV) 10-1-10-12
QVDOER 7-3
QV O L AR— hADid# 10-10-10-12
fEDZE 10-3
a2+ 2% X Quality Value 10-5
Y > 7V Quality Value 10-3
EFE MR-
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TTRN—DHAZIA X 10-6

R

'RDG Properties| XA 7077 Rv 7 A
ROLJ %7 4-11
RDG (W77 LY A T—=& J)b—)
SeqScape Manager i/ U 7#HBifERR 4-9
U4 P—F 4-4
¥ —DORfFE 4-31
TERR 4-1,4-4
Wil « ' — ROfff  4-5
WIRUWERL 4-4
Al 4-3
RDG LiR—}F 7-27
Report Manager, &% HREH-1
Results Group Editor. HEIfftrD7zHD5EM 11-11
ROI
HIBR  4-12
27 4-11
EE 4-12
ROI D/EHE 4-12
[ROLJ X1~

T 4-15
FHH 4-14
S
Sample

Annotation TOFERDETR  7-12
Ya—0iE®R Hbtk-2
Sample Manager
fiEt ST A—2DFR 8-3
e HERHE-2
[Save To Manager As] HRX > Dffif] 4-31
Scientist #EfR  4-9
Segment € 2 —DF'R 7-9
SeqScape
— AT —7 T a— 2-23
XZa— 2-21
SeqScape Manager
RDG DR 4-4,4-9
RDG (W77 LYA F—% J)b—"7)
T4 P—F 4-4

TIARX Y M ENTY—Tr Y AR LTz
V77 LY ADIERR 4-26-4-27

AV R—bF 6-26

U4 Y RUDHHA 2-17
IV AKR—bF 6-26
=R B-7
i Analysis Defaults DERL  3-3
#1HH Project Template DfERK  5-3
EFE HREHR-2
SeqScape 35 X U Data Collection V7 = . 77 D
e 11-2
Sequence Confirmation L R— bk 7-24
Set Clear Range Ofifif 8-14
Specimen
QV DL HR— hADEER 10-12
Ca—0iE#R HREHE-2
Ca—D&Rr 7-8
Specimen Statistics L' R— ~  7-23, 10-12

T

Technical Communications
ET A=)V 7 RLA xvi
A xvi

technical support, for computers with altered
configuration G-1

trademarks 1ii

U

[Use Mixed Base Identification] ¥ v %7 Rv 7 X 3-6

V
['Variant Styles] % 7', #ilH 4-29

W

warranty
claims G-1
exceptions G-2
for computers with altered configuration G-1
limitations G-2
period G-1

warranty period, effective date G-1

»
TRy T OEE HREE-2
FrLOBkRE 1-2
7T T L—FR
1.0, 1.1, £&iE20H05 2-7
VI b7 2-7
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RIZZARML—vavoes M2
FIZARL—ZOER D-1
FUL A LE—MCHT % FAQ B-15
FUXMER D-5
I /BEONgEE C-5
TIAAU R
AT DEFHE FFEE-2
ER FHREH-2
FROER HFEE-2
TSRV RENT
FASTA 7 7 A )VOffif]  4-16
TULIVIATI)DEER HiEE-2
TSAAY NENFANY T E-2-E-4

NN Y Y Y

TUIVOEE HFEE-2
TUAVAR—=)VFIE 2-8
ey
IAEREE xv
ANB T2 xv
Fadik  xiv
L\
E5

TuYz 7 bOTF—Z Ea— 9-12
LAR—F 9-13
FIRl 7L Ea2— 9-13
A VA=V
SeqScape V7t 7 2-4
Ty ITTL—F 2-7
i 2-5
HDTDA A=) 2-6
A YA F—=ILDO%EfE 2-5
AVR—F
AANYT VR 4-28
NT NUT7 >k 4-25
SeqScape Manager 5 6-26
YUTNVOHE 6-9
NY7 2 6-21
VI77LYARTAYE 4-10

—

2
v ¢ P— K2 L7z RDG OER 4-5

—

A
IHZATVY gy RFIVT 4 DFHH  3-9

I AR—T
SeqScape Manager "5 6-26
YN 9-7
ARV AV 9-5
ITXTOLAR—FDHE 9-9
Y TAYE 9-6
EFE HEEE-2
TR IT7ANVHERAA T3y 9-3
Juvzsh 94
Tudz I N TIA VAV 9-4
LAR—F 9-8
LR=bDT 7NV ERAFT g 9-8

)

A—74v bk b= 1-3

75\
it
FITE NS0 6-3
e HEER-4
F—% 6-16
savzs7 bk 6-1
figehr, 2
Basecall DFE  3-4
Clear Range Fi£  3-6
TAIVE) VT DEE 3-8
ST AR—ADFRE 3-6
it DFAT 1-6, 6-16
AT/ T A — =
i 8-3
2 8-6
RV 77 LY A =% J)u—"7 1-3
HARZA X
F—R Ba— 7-34
LR—F 7-32
LR—=FDOANy X[ Tv% 9-10
TERK
JL—k La—F 11-15
=3

o

F—a—FR
IUPAC Diagram C-2
IUPAC/IUB Z—F C-2
7 X/ HBOMEEE  C-5
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FHHHEH C-3 Project € 2 —TOfHE 8-11
EREFI—F C-4 Specimen E 2 —TOf% 8-10
BIERE C-1 MHBLTHENY—T VADAVR—1k 6-15
fei b TFRARDA VK= 6-15
FH - xiv aVTa JOER HEEH-3
[AEEE xv
Witz L —FORE 2-7 &
Fne P—EREYR—FDAFE xvi
Wikkae 1-2 YA TYT 4 A NOWER D-2
Fyw TS RFLF 4L FHEAT
IYRTYYay NXFPIbT 1 OFH 3-9 —
T—X 8-1
Lj_ T—=RZDT—7Tu— 8-2
Tuyl FOUWEELRE 6-17
L VESEBAMGRT O A THRAT  11-4
FHEH xiv il
Bl ROI 4-12
X=a7 VA xv UI7LYRARTAVE 4-13
|70 LAY 4-12
FASTA Ofil E-3 VERR
AT arvDOLER—-F 9-8 Analysis Protocol  3-3
REMNIEDE R  FHAE%-4 Project Template 5-1
HERR Project Template Z{iff L7z¥i#l 70z 7+ 6-8
SeqScape DfEH  D-1 RDG. Administrator ¥ 4-9
7EI=ZAL—% D-1 RDG, Scientist #£[E 4-9
7FTYUAL D-5 RDG O 4-26
YA 7 4 AL D-2 HBIfi##T D Analysis Protocol 11-9
- E Ef##T F @ Instrument Protocol  11-7
< H BT O Results Group  11-11
FE HEIfiHO7L— bk La—F 11-14
Basecaller & DyeSet/Primer A-4 BHNT N 7Y R 4-23
X T 4—FN\w o FiRa—% 2-11
Applied Biosystems &F}  xvi FHIL AV 4-19
dvw 7 kfMT 255 xiv Juvrs bk 6-1
JVARY b 71 =7 b New Project 7« ¥'— RDflif] 6-4
RIvary TI7—0E#KR HREHR-2 Tadxy b AFREZRBT T 6-2
RV aVOER HREE-2 475 4-16
arver g R YU =V ADEER HEEE-3
Quality Value DjE#  HFEH-2 S ORI C-3
I—J0E#R k-2 Y7
U=V ADERE FFEE-3 ID 6-9
237 10-5 Quality Value D7E#  JijZ54:-3
I & Y A Quality Value I AR—F 9-7
ave YA AXay7 10-5 HEOMRE 8-10
il 10-5 BB H—F 6-9
aAVe YR = A A7 10-4
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AaA7 DERR  HEEE-3
T—ROELK FERE-3
T7A0V% 6-9
% 8-10-8-16

Y > 7))V Quality Value
Y0 Aa7 10-3
il 10-3

L
Do AV AN/
T—RZOHEENT 11-2
TYYUTF 10 T7A4)V A-10—A-13
=V ADME  8-9

VIRT AT TFIAF T TV =gy

HEfetr 11-2
HE
soif  xiv
il xiv
M
Clear Range W+ ¥z v  8-13

TIA R BENTZFASTA 7 7 1)V 4-16

TRGEREOLZ M xv

=g
PDF iR xvi
T4 —FNw T xvi
a7 VR xvi

Wi
AAN) TV RDARS] 4-27
NT /8U 7 > FOERL 4-23
Project Template D#HIH  5-3
RDG OfEKATOEN  4-9
LAYDIERL 4-19

Wl —y
ERk 2-11
aryA4r 2-16

.a—
AR—AXTOESE HEE-3
ARY A

IV AR—=F 9-5

AV YR = ADESE HE

R HEEE-4

Jay s bADBEMN 6-9-6-10
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A7 DEFE HEE%E-4

yci
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R FEREE-3

g}i
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TI74IWVE T MY 2-15
AT 4-17
fIEeESER
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%

Vb7
T ITTL—R 2-7
REEL, M 2-18
HBIfT o7z 0%k 11-3
it TwanNn—Ygy 2-4
e 11-2
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VI U LT O 2-9
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EN I
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FR 2-20
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7

TN TV SeqScape V7 b7 =7 D
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T—X

fight  6-16

Rl 8-1

TRk 7-3

Mtk 8-1

WS 5% 8-9

fR7% 8-16

Vy—=brryy7 oTadsl hO5F—2Y—2
]

Analysis Protocol  8-8

iy 7 bAOT7 T L—bk 6-17
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[(HAZ—HR—F] O WebH¥ 1k xvi
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TIHIVE T4 LT PYDFEE 2-15
TYTL—bORE 5-4

&
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FrE & O DyeSet/Primer 7 7 AV A-1
FL—= VT EBRDO AT xvi

I
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N T2t xv

I

N—FRTr7BIXOCVT by 7EM 2-3
IN—R RSAT N—=Fr>ar 2-3
MHTOI—Y 2-9
INAT—F{#E 1-3
NTORAT SA4T5Y)DEHR HFEE-3
NYT Uk
7oA A NENK E-2-E-4
A VER—=F 6-21
ARZAINDEET 4-29
T—R2DER 7-15,8-15
T— 2 OME  8-15
TFAL 77 AIVOIER E-2
a7 b RDG \OFE 6-19
TaY s hADA VKR—bk  6-24-6-25
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