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1.1 Which sample can be used in MGIEasy FS DNA Prep Set?

MGIEasy B8] DNA MEHIEHARBEFEFFAREFATLL?

A: MGIEasy FS DNA Prep Set is suitable for human (saliva, blood, tissue), plant, animal, fungus, Meta gDNA.

g

: MGlEasy E8Y) DNA M EHIEHAIZ Rt
FREFLER) gDNA ETEE .

A CRRETFIER, M, HEFVFFHER ), 89, 504,

1.2 Do I have to prepare any special equipment for library construction?
EFEER, SEESTARHRINERRELE?
A: Thermocycler, Pipets, Magnetic rack DynaMag is needed. Rack with high magnetism is reccommended like ALPAQUA,

Part#A000400 for the best recovery.

2 fERE PCRAY FERIGTNRE DL #7513 0.2 mL PCR &E AR BERATRENZY S0: ALPAQUA,

Part#A000400 ), AJLUAZIERARIEN

1.3 What’s the requirement of the sample quality?

MGIEasy B8] DNA MEEHIEHAS FRHERENF FREFHTAER?
A Integrity and Purity are needed for MGIEasy FS DNA Library Prep Set. It is strongly recommended to use high quality
genomic DNA (gDNA) samples (A260/A280=1.8-2.0, A260/A230>2.0 , no degradation of degraded slightly ) for
fragmentation. That fragmentation test using part of gDNA is recommended for gDNA with low quality to adjust the

fragment time, but risk of failure remains.
NFTBAED DNA ROSSEEEE R B AR RSF, DNA iEaliz

RN E T EIANTHY gDNA, TILUSEEVD SRR THT
FIMREYEE, BTEE, BERRAIXE

HRERR, A260/A280 = 1.8~2.0, A260/A230>2.0,

1.4 Ts there any recommendation for different input in MGIEasy FS DNA Library Prep Set?
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MGIEasy §§¥]) DNA XEERIEHAEI T RRESEHBEAEE?

A: The recommendation of different input shows as below. The input could be increased if the quality is pool.

Recommended R ded
Sample type Input Range
Input Concentration
Complex genome 50-400 ng 200 ng =15 ng/ul
Simple genome 5-400 ng 100 ng >7.2 ng/iL
Microbiome 5-400 ng 100 ng >7.2 ng/uL
Meta 5-400 ng 100 ng >7.2 ng/iL
Pathogenic samples 5-100 ng 100 ng >7.2 ng/uL

% FEHARIGEHENT, SHARSRETESESEAR:

HEARER IR ETEE HERRE HERE
SZERA 50-400 ng 200 ng >15 ng/uL
P EREAE 5-400 ng 100 ng >7.2 ng/uL

HEMERE 5-400 ng 100 ng >7.2 ng/ul

Meta A 5-400 ng 100 ng >7.2 ng/uL

SRR 5-100 ng 100 ng >7.2 ng/ul

1.5 How to identify Complex/Simple genome?
WNTE SRR EE?
A: Simple genome means genome size less than 20 Mb. For example: Microbiome/Meta genome/Virus. Complex genome

means genome size more than 20 Mb. For example: human, polyploidy plant.

% EERENEA (BRERE ) ERENTET 20 Mb £7, fIIHNEMEREA. ZERA. BES,;
BERENHEA (ERERA ). EREKXT 20Mb, fla1: A SERSEHRED.

1.6 Is there any stopping point during library Preparation? How long can the product be saved?

EELTEERMFRSLIITR? SIRSEBUTTHARESA?

A The stopping points are after each cleanup step. The purified DNA product can be stored at -20°C for up to 6 months,
the circularized ssDNA libraries can be stored for up to 3 months.

%: BRERIESHIREHE . 8SHANI/E, U8 DNA 20 CAEMREFHE, RENPHERETE
MREFE3INE.
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1.7 What’s the exact temperature when it refers to “heated lid: On”?
AR PCR (NAHGEHEE “ON”, BRSO ClR?

A: The heated lid should be set 5-10°C  above the reaction when using the Thermocycler with adjustable lid. For example,
if the reaction condition is 37°C, the heated lid should be set 42°C-47°C.

We recommend the heated lid remain unclosed when the condition below 25°C when using the Thermocycler without
adjustable lid. 105C could be set under the other conditions.

% HANETRZREN PCRAY, BEFRERARES S-10CHRERE, IRSRIREN 37°C, 71
EHREIREN 42°C47°C218) . {RIBRAIRE AR EERIERIFAOMIERM.
ERAPIETAGEERN PCRAY, IABEEE 25CRUTRAGEER, AL PCR {LH
ESMRIER 105CHE .

&, HithiR

1.8 Can I use fragment with insert size exceed 250-350bp range?

AR PE100 ZEHF 250bp, PE150 EH 350bp, HHEBRAEXEHRETLARE?

A: Fragment with insert size + 50bp can be used for normal preparation. 400bp can be accepted for PE100 sequencing,
but size less than 250bp is not recommended for PE150 because of the overlap.

% RABEENETRIEEIH R RIGREFTENES, BTHRESRIAREEES, RN
50bp IGRIIERZE LHNE. BIMRAREER, 6120 400bp FEAFEEETLUN PE100, {B:2 250bp A
PE1S0, HREAT overlap.

1.9 Can the SOP used for PE200?

RELISSH PE200 FREE?

A:th

is no PE200 sequencing data yet, Library for PE200 can be done using less fragmentation time and les

ze-
selection beads. For example, the fragmentation condition could be set to “32°C for 3minutes”, and the size selection
condition could be setto  “0.55+0.15”

% & PE200 U EIE L, JRi/DFTHART(E), R ISHIRAER FRE BT LASEIL PE200 #2/% : 2132°C 3min $THT
0.55+0.15 Wikf5, BHTRRE.

1.10 Can I use the WGS library to do the SE sequencing?

NEERERLAMT SE WFE?

A PE sequencing is recommended for complex genome species sequencing. SE sequencing can also be done with good
sequencing quality but MGI doesn’t commit the alignment performance.
S MG 2ERFI 2% PENFRN TIRIEAZRA (A ) H& WOSHBRO I EIEERN . EARSE LU
7 SE M, (BRAMERIRE FEEAR) PE MF—HRIMIERL.
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1.11 Can I sKip the size-selection step?

MGIEasy §EY]) DNA SCEERISIEFIR V2.0 RERREFDUERREE?

A The size selection step can be changed to one-turn purification in the FS library prep set. Ranged size may influence
the sequencing quality.

& AILASEHUATHREEELS (X

X SRR E R AT

1.12 Can I use the amplicon product to make libraries?

BESE IS THREREE?

A: Make the nlmu,\ by fragmenting the size as we recommended when dealing with the amplicon product.

B, BIERITWSRM, FTEI/S DNA EH7E BN XIS

& DJCH
1.13 Can I use the adapter from the other vendor?
AEEARERE SRR SR aBEEesk?

A: Adapter with a “T” base extrude is all available. MGI doesn’t commit any performance of the adaptor from the other

vendor.

F5a] FBF MGI FE R
MGI REEIRIE

, Big EEel ISt 2tngEek, 8

=
1.14 What is the difference between MGIEasy “FS” and MGIEasy “Universal”?

MGIEasy Bt DNA SEEHISRAZ v2.0 1 MGIEasy jBF DNA XEEHIEIRFAIZ V1.0 B9=51
214?

A: the

S” one includes Fra Enzyme to do the fragmentation for libraries without fragmentation machine and automatic
platform

% MGIEasy E8Y) DNA MEHIE V2.0 tb MGIEasy #@F8 DNA X /&
B EFTHRE iR , BT AISEI E=F/5k

= V1.0 £ DNA FTHiESR
EFE4E DNA ERIsHI B EE

1.15 Can reagents that shared the same name but from different set (such as Universal/FS) be used as
substitutions?

FEREHRAEN (NEAESINES RSN ) 2ETLIRAE?

A: Reagents with the same item number could be used freely.
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Z&: ltem S—HFEAILUCEREA.
% IR
2.1 How many frag-reaction can MGIEasy FS DNA Library Prep Set supply?
MGIEasy HEt]) DNA MEEHIEEFIEF Frag Buffer F] Frag Enzyme AR/ 1 NTHRR RI?

A we recommend costumers to do several test before formal experiment. MGIEasy FS DNA Prep Set( Lot: 1000005254 )

have 18 reaction for real.(2 for extra experiment) , MGIEasy FS DNA Prep Set (Lot: 1000005256 ) have 120 reaction

for real.(24 for extra experiment), If the set is used in MGI SP-960, the test should be no more than 2 samples.

% BAIRBEFEHT AN EEBYIRER], SEHtT/U ML, LUREIRSENITISM, SRIRMTE
B, MGIEasy 5] DNA XEAIEIRFIE (595 1000005254 ) SLFRETE 18 NRMATGTENRF, B 2 NS5
FUIATHE TN . MGIEasy EE) DNA EFIEHFIE (585 1000005256 ) SEFREH 120 N RAETRRFI
B 24 NERRFIAHHTUK, BUREFIGERZA 9IRXN iFIZTE MGISP-960 EHTHERE, VR 1-2
AMEFARBRIAT .

2.2 What will influence the fragmentation result?

SN ERE A7

A: @ Under 32°C, the more fragmentation time being cost, the smaller the size is. @ more EDTA decreases the

fragmentase activity. High concentration of divalent cation improves the fragmentase activity. @ the size increased

slightly when more gDNA was input into fragmentation. ) Wrong storage condition will significantly decrease the

activit Vortex is necessary for fragmentation Mix preparing, or the fragmentation will be effected seriously.

% RIMESTDITHRHEEREETR 32 CHMETRIARF EDTA &8, Bfjaii, FTHHRIZ! . EDTA S8HS,
FTUTMLRINE . WA T K. EB 5% low TE (0.1xTE ) &, FHRITHIIAZR EDTA LREH 0-0.1mM. 4,
DNA H#ATEBERAR. MESHERE, PTERVIEIITHIR.

2.3 Can I skip the quantification step before ER step?

FIUEA R RIS R e R ?

A: If the DNA yield is considered to be more than 100ng, the quantification step should be done and choose no more than
100ng to do next ER step. Otherwise the quantification can be skipped.

& BERIAY, BIRATHIE/ R R ERIFILER0F-R B I REEIY 100ng AY, HBEERSE, B 100ng #H17HE
FHRIGEELE. ETSHAAMEF~BTE 100ng, AITHESR, BEEHFRKES. BIE EREEIIES
50%-100% , WUEAIEMIES 10%-25%

2.4 What is the concentration of the MGIEasy DNA Adapters?
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MGIEasy DNA Adapters BREEZ/D?
A:10 M
Z: 10pM
2.5 How to make sure the buffer mix is homogeneous as the ligation buffer is sticky?

Ligation Buffer fR¥5%, WMT{FIE Buffer 295197

A: Thaw the L

sation Buffer at room temperature and vortex 6 times (6 s each) , which ensuring homogeneous. If the mix
remain sticky after sample added, 6 times (6 s each) ve:
% Ligation Buffer MKFEENHZ
i) o ARG, RERIA

SREBRIXREIEET

exing should be done again, or the yield will be influenced.
7, BEUTERIE N RS 6 RULE, 8K 6 BLLE, RERATES
ESMIERIEY LIRS 6 RLAL, &R 6 BLIE, RERAEFRSE

2.6 Why is 20 ul TE Buffer added after ligation step? What will happen when forgot?

PR Z R AZERIN 20 ul TE Buffer, SNSRSICINT SERE?

A: 20 ul TE Buffer can mitigate the adaptor residue while the efficiency remains good. If this step is missed: (Dduring
step 3.5.2, 20 ul TE could be added into the beads. (@) If the purification step is finished, 1X beads purification once

more is recommended.

% 20ul TE Buffer AR INBI LATE(RIEABLRS

FIRT, WOHIREEIRY N BSRSR, TR AR PRk
IRAN 20uLTE, 85
455 Smin; QBEILEER, HEFME SOuL (A%, {ER 50 ul DNA Clean Beads $iERF414T TIREEY
LURIENFRRE .

2.7 What is the concentration of the PCR Primer Mix
PCR Primer Mix FRERS/D?
A 20uM
Z: 20 M
2.8 What happened if I got no yield of single circle DNA when the PCR Product is normal?

PCRERE, PHERRERE, BAD?
A: Most likely there is something wrong in the circularization step. It is recommended to add a positive control combine
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with the product to do the circularization again.

& TMUTREHEE, EIOEIEE ZBITMURRINRT PCR 74 ), SHIAML.

2.9 Can I use the DNB to do sequencing if the circularization efficiency is very low?

BERREIERAE, (B2 make DNB, BETEEA?

A: We don’t recommend doing that.

& T

2.10 Can I pool single circle with various insert size?

R A BREIERGER SR LA Pooling FE—ii2 LA

A: if the size range >100nt, the sequencing quality may be influenced. We don’t recommend to pool libraries like that.

% FREBAKNE (> 100nt) FJRESHIDNFREFIRS, FEIY pooling TE—iE.

2.11 Is MGIEasy FS DNA library Prep set ible for i hine?

MGIEasy E8Y]) DNA XEEHISIEFIERE T LIRE BN

A: MGIEasy FS DNA Library Prep Set is compatible for MGISP-100, MSP-960 and most kind of automatic machine
(need additional test to confirm).Set 1000017572 is compatible for preparing 96 single circle libraries each time on
MGISP-960. Set 100006988 is compatible for preparing 96 PCR product using MGISO-960 and make 16 single circle
using MGISP-100.

% TILI3EA MGISP-100. MGISP-960 K2 _FAERS EIahi
£ MGISP-960 _ESEHT 96 NI (FTHT-HAME ), TEFsi
96 > PCR 7=¥), {FEFEF&NELE MGISP-100 pooling 5 i

i ). HAREELS: 1000017572 B]

NMESERARER . BEEES: 1000006988 IEEHIEE
AL (16RXN ).
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