Qsepl00 IR H AT X RGN X EREAR FIbHERIERAR
EHFEA: S2 RIeAa I S EREAR W AL EE 1-2ng/ul (Qubit & ). N1 fxill
S TRFRATE] 0.1 ng/uL.
TR R E MR : (D BB LRBER; () FHRDIREFETI; (3)
B B A = B R A T

1. HERZEMW

1.1 B2 (SEPARATION BUFFER),
1.2 B2 (DILUTION BUFFER), FH4i/KFFE 10 1.

2. #ES Marker

2.1 Alignment Marker 483 30uL, JIA 10-15uL #4H7H 3f

2.2 Size Marker 7&F130ul, A 10-15uL 5 #0H (ANHL size marker B B 8218 H
JRRARAF) marker)

Alignment Marker 8 FH )73 & 101 :
D fFHE: BRWAFESTEFE 0.1uL 1) Alignment Marker, BE/MEASTHFE 0.1uL
RN, RHEATEAER IR
2) FHRAAR . AT AR m A 50 NMFEATE S, SRERACE I 2 JA R R . il R T
4°CIRAT o
3) W B R S fE B ORAE -
Marker<<3 ™M H AT 4CHRAE, KIAPRIEIL-201C, 1% 4°C.
RRJH 4 CRICIRAT, FALATAI AN E, FALE S D IREFESLIRE, Br ik
o

3. WEHRIFEHE

FEARMRE: MRS M B S FERE AR IR EETE Y 1-2ng/pl, BFA
15-20pL, JIA 200uL PCR &+ . KEEIR AT B4 N1 -RICBIE R b s
BRI ] o

4. FTFF Qsep100 £ 2% FBIFMZ S EZEHLIF <



Qsepl00 X8 FFK (A) FEFEL4ENIFR (B) ZWHE
5. X F<Qsep 100”Elfr, FITHHAF

6. MiE“Connect”B . RZEAL
7. BMEZMNBE Marker

A% “Change Buffer”, ¥\ Marker F12% M4 -

Search |
ICOMB LI

Disconnect

( Change Buffer 1

|
Change Sample |
|
|

Park

B SZ PR Marker

7.1 G

P (Park) N¥THAE, W (Wash). C (Clean) /& NiEWLRE, =/FL¥hnak
7K, S #/n Separation Buffer. I /= 2 ARSI ZI 24k (2/3 Ab) Kb RE,
JCE T WA AL Y . EIRSROEIE R AT, AR, ABUNT 12 %
T

7.2 Marker

TEAMET MAT FLHCE 20bp-1000bp Y Alignment Marker, MA2 fLH I E
X B Size Marker (C109200-100), 7£ MB1 fLH 5 & 20bp-5000bp ] Alignment
Marker, MB2 FLH U E XF M [F) Size Marker (C109301-100), HR¥EEE 173 F
BER/NIESE marker. FH BFR AR FRIEA RS, ARG E T ERR.



2% PR Marker H7 B

8. MERAX

Rii% Change Sample, FTFFZEHAESTIFBAREAR (FEARKFI=15uL), 1K
AR AR W A S

9. HiE“Park”EAI

10. BN F*E

10.1 HrRIeFTEIATILALERAE, 5 ouH I, 1HTER 10.2-10.4 P ER4k4E
SEEG . AN R, MIPETFEEILIL, M 10.5 DERGEETE .

102 4TI REAP L, ERUH RN — BRI EADIRA, N1 R L
BOCIBTEAR. ERIEER—ERE, WRTEIGH N1 K35, HEHIRE
BRI, RN SRR IR 24T B AR

10.3 K BEE 2% B P o (1 K SkBT 5E 4l N R I LiE F L, HFHERZ
E 2-3 R, PAMRIE RSk EF e ifiAFLN

10.4 B KSRER, FTEARARERRJemE 7 X3k, 55 D IRFF R BE IR



.

10.5 L) 0T B R, N R RIS A IR0 — s B S50,
FRERFRT GE: RFTTIIF R E AL 7 ).

10.6 ik “Latch” 85 K&, #5650 UG 2L EAE B Tea oRiEil Rk
HRAE R

— —_
| Lateh Uniatch |
- Hv Check B HV Check |
| Latch -
. Calibrate Calibrate |
[
I

11. FRKIE

11.1 HrRJefd e
RS AT AR I AR AR EE 1B, 5 KIE DL R DR T R IE

D sk “H#E”

Calioration needed

1 IL Please finish HY check and calibration befare runing amy sequense.

2) #i%E “HV check”

7t 5 185 B 2 fo R IR B FPIRAS, 15 7E 3T HV check #4ERT, #i@
LB A TRE RS G AT RS B i I K 68 FL R 2R R JE AR R KP
BHLRE, FHHEE>20A).



Unlatch ‘

| I HVCheck |

|

-

I
85 14
76 93
66 71
B i
56 50
d 29

0

*If the HV Check failed, please refer to troubleshooting (1).

3) Rk “Calibration”
IRFEAH NI marker FTFEL R, BfifR Marker IXEEIETIALE, A =15uL,
I HBA M.
11.2 AR, BHREAT “Recalibrate” TR IE,
RIS Ih2 3 h#E7~ “Recalibrate Succeed”, My “HiE” BiHA],

signal | current| Information | HV Purge | Samle Injection | Marker Injection Peak | i |

No| Tme | gpy | Peak bp | Concentratio
5545 (sec) Area (ngiul)
1 576 4208 [362210 A /A NG
2 16780 {4398 [1070107NiA NiA i
56.09
i urnd

Calibration

‘6‘ Calibration finished.
"= Result Pass

2
Migration Time (min)

12. BT/

OB AR OGERE: (1D FEARALE; (2) WHATT S (3) BEFEIFIE: (4) W%
A (5) pEETE (6) ZR 344



Sequence | 2-:oy | O- O

Sequence __ Open | Save ] Save As |
Y Yy
sample Sampie Separation won | 3 200000000 e
SN Metmod N Runs Reszult Namg Para \
Pasition Duration Duration neert ® [ ]
=1 - -
11 4 E ® [ ]
Hane . Delate i
—- _w | ® B
Diowm , !
o000 | 29 LILAIEIE]
L K A L N ]
12N 87 4 8 43 71
I~ Micro Vial &N *| Method Mame:
L
I ] i ] ] 1 ] 1 ] f ' I v 1 1 ] L} ] L Mh Hﬂ“
100 80 60 40 20 [ a0 80 a0 100 Duration(s) ——

12.1 55 3% ¥ A 47 & “Sample Position”, % BURE A A7 B I 2 B FE A (S B
(Sample ID %), 5ERUE M “OK .

GEED G220 =
@ © @/C 50T sameks Dosoipson] Sameks bome | Samle Date | Padent ame | Pasert D)

290 Aiffu]uo[t[a71'7‘1”5[4[3]:||T~

Gl G s0e. - B
o
‘000000000000
.."..“..Q..v |

000000000000

.‘...........E T
....’....."D °.
000 e
8

. L

! )

OK | |Save | Clear AN | I Flip

12.2 AIENNATT e “Method” FFEFFHIK 1. SCFEFEAR—BOIEBFE — 1T
1% M-4-10-08-160, HRH A A 294 BE 3 B R B g A i I o



P P Ll VI — A T — - 1

110 Method Selector X

Application * DMNA  RMNA  Glycan i~ Protein

Analysis Type * Qualitative ¢ Quantitative Sample Volume(x) I 1l

Alignment Marker I I20-1K(MA—1] Ll |20 |1000 " Reduce f{ Normal ¢ Enhance

Cartridge Type ISZﬂ |Standard Cartridge(Shelf Life: 6 Monthsﬂ

Sample Concentration ¢ High (Fragment: =10 naful) % Regular (Fragment: 0.1 ~10ng/iul) ¢ Low (Fragment: <0.1 nalul}

Method Description Range Remark
_|M-4-10-10-120 Sample Injection 4kv 10s 10bp~5000bp

Separation 10kv 1205 Best Resolution: 10bp~50bp

gDMAMGS) Sample Injection 4kv 10s Sheared Genomic DNA
Separation 8kv 200s

T-HVPurge-08-120 Gel Refill with HY on for 120s

T-Purge-120 Gel Refill without HV for 120s

f+ High Voltage Purge ¢ Purge [~ Purge Modification

Customized Method | oK |

123 (AJik) skt FERS [A] “Sample Duration”, BARET K /N R B3t FE I
B, VER LN A A ZEIT 205, — N 10s.

12.4  (Afik) AIEMEGREL “Runs”s — %k 1 . Wik 2, ARFEH 2 &,

12,5 (W[ik) sUiksrBSmf[a] “Separation Duration”, FEARNFP, MR EF R/
KVEEREA Sy BT H] . AER R R ] DL RS, LR AndE 250s KA
58, A UAE3ZAE R A BRI TR]_E 30 50s 3 S [A]

12.6 ks RSy 44 “Result Name” FFH NG5 R4 .

| Sequence Open | Save I Save As

i Add
5e paratmn Result Name Para
Duration

Sample
Duration

Sample
Position

Method

Insert

M-4-10-08-160

1 B-02

gi
-]
&

Delete

12.7 riig“Sample ID”, N /5 455K LA Sample ID AFEA L IR LR
12.8 £ii%k parameter, 501152540, 41 Baseline Factor, Peak Threshold % .
12.9 flik “Run”  JEEISEL.

o~]o-|

N <
,\.‘.‘

1211109 8

s [ =] wemodname




12.10 5 B SR RS, FEANUIHTE S A

Value:9.228(RFLNT5.31 (WA

120 Time= 10893 (520) 450
| TS B
| .

R m—
. %J‘ﬁﬂ?S‘E}E—D k

Migration Time(min)

?I%%ﬁ
) HEEMarkerFiU S 1 FFRHBEEE ;
} EAS T RIENRE S TSR ;
3 ) WA EESHAL ;

r{ 4 ) il ARIE R T RIEBIE—Calibrate,

13. AR HT

FEAK M SE R E, M results --- open file, &#% HFRS R SCME, $THF. #
smear (B i) RET, BFEFBOPIRANU R B A 5 L

Signal I Cunsm| Information | HV Purge | Sample Injection | Marker Injection | Peak Calling Pei Smeafll |
& Zonel (" Zone2
42563

Range |Area between lower marker and upper marker ﬂ

Peak Area: (" ByThreshold = ByBaseline

i | .
. = : : o
’ 'y P 21 3 B Settings
r 1 [
: ! [ Distribution 905 % Apply |
25.80) { From I 257 bp
>
e
3

] \ To 1030bp  Apply
: . ! ‘

17.3 : = | | | [ Average Size | 472960 901% )
1 |

5
l “. ﬁ:?ﬁ: 34.05 nmolelL
205 | \ Interval 2000p  Apply |
& . ‘ "\_‘ DaN [ 94
AW ‘ N 7122 721 [ Hide Zone

3 Wolarity 088 113

2
Migration Time(min)

Peak Area 0.94 1.06

Statistics

Range Avg,hpl ngiyl JnmnllLl % I
57 - 400 364.6 [2.39 10.08 197
_ m




Signal | Cumnl| Information | HV Purge | Sample Injection | Marker Injection | Peak calling : Peak S"‘"'l ]

@ Zonel (" Zone2

3453

Iﬂanqo Area from lower marker to end v]

PeakArea: " ByThreshold & ByBaseline

iy l";‘ © Z1 E Seltings

& i ' Distribution wE% ey |
21.29 o 1
- : From [ 2704 bp
& To [ 128099 bp  Apply

Average 0.00 nmoleiL

molarity

i i Interval 1000p  Apply ]

1459 | Average size 4960800p | 936 %

Molarity 21722 2221 [ Hide Zone

) 5 7 [} () - ‘
Migration time(min) ).00 ).00
Peak Area m W

- Isaall!:::q. [~ op | now [omowt] % |

Smear BhREANA:
1E Smear IR T, FTUAEE K BCOFR/N, oA G DU R g S . AT LT
AL, e A OB EMNXE, WA ARER bp KX
(From......to......) , i Apply; BRI RIZFEAZ X (8] (1) H 43 L b B R P
S5 R Interval FIfE A2 100 i HAMT AT, B L ELX N,
2> [ 7L 100bp MIX A5 By, 1H54F 100bp A FRIAE G B A3 R /N . AbFE 24
SRR, AT A A i i AL B

© Q-Analyzer Basic

1 2 3

File Edit Tool View Window Sefting Language Help

et ] Al @

] B D e A 4
el s Open file| Recent files| Save file| Save all| | Calculatg| Smear|[Peak calling| Parar]
M 1 ———

Filename

Instrument || e 5,01 51606_RA.50px
%/€-n1_0.065ng_S1G05_R1.bopx
1$Z-n1_0.125ng_S1G04_R1.bopx 3
1¥[E-n1_0.25ng_S1G03_R1bopx |
{$E-n1_05ng_S1G02_R1.bopx =
MWW e iing S1601_A1bopr | 1O B181212188414
Results ¥/ _0.01ng_G06_51G06_R1.bopx | =
= 14/%_0.065ng_S1G05_R1 bopx Sigt - o Bi81212
/-'-\Ul {¥I%_0.125ng_S1G04_R1.bopx M |
/ ¥ _0.25ng_S1G03_R1.bopx Sigr
16/ _05n0_S1G02 R1  cigse — EIOB
) 4%/ _1ng_S1GD1_R1.b —
Comparison || iibrary-n1_0.1ng_s1Goi  Reload Sig
¥ [library-n1_0.25ng_S1G( _
AAn 'E:?:'a’)"“l-g;"g-glggf Check all selected files
v |library-n1_0.5ng_! H
I ™ library-n1_1ng_S1G01 Clearall
Re [ library-52_0.1ng_S1G0l  |nyert selection -
[+ library-s2_0.25ng_S1G( &
¥ librany-s2_0.300_S1G0:  gyeate report
¥ [library-s2_0.4ng_S1G0: z
¥ [library-s2_0.5ng_sS1G0;  Importto folder ] ©
[ [library-s2_1ng_S1G01_ Display in file explorer =
v [5kAB THB2_WB2_STiL. Rmmm &

14, FHIRE

14.1 risfi comparison --- new folder, F BRI vHRIALIER 25 R4 2 folder HEP,
‘2)i% signal alignment ({55 %45%) , sl apply all; “2Ji%& time alignment

(IR XI55, i apply all; signal offset %y “-1” , /& o apply all (7]
=2/ ORI kYot [ E

Fle E8t Tool View Window Seling Language Help

@ E 8|
nfoice]| e Gel Folger 1
Folder 1

Ops folcer
».
S || Signal | Gl View!

Value 1,624 RFU)
Time: 1,283 (sec)

| il ||

e [

»
4
2

R10.
2oarker_55_MAZ STWA2_

1\3

[




<> Folder 1

Signal | Gel view|

Value:25 097 (RFL)
Time:40 037 (sec)

Chart aliiibutes

=
[ Time Alignment  Apply

Global atibutas

. :

Migration ima{min) Reset All

14.2 FTHM=qa4d, &P Export report, *ETET@&%%&TE’(%

Report Format

Export Type :

" Individual ' Folder

lApplication Type :

 Standard(DNA) ©~ Smear  RNA ¢ Peak Calling
Signal View :

 Window  Best Fit(LM-UM) ¢ Best Fit(LM-End) ¢ Original
X Axis :

 Time & Size

Gel View :

& Best Fit(LM-UM) ¢ Best Fit(LM-End) ¢ Original
Result List :

@ Result Name ¢ Sample Description
Smear Zone :

@ Only Zone1 ¢ Both Zone
Small Chart Description :

~ Sample Position & Sample ID
File Format :

" WORD ¢ EXCEL

" Preview

o |




