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LR E

—. ZIEHEM

BAIE (el T 3 ORI (03 A PR AT AT AT
—. SCIgHhe

e B AR S5 AR AL T R B AR S SRR IR AR L A6 5t D A
ARG IR AT ALF AN EEREERBHEA R AT IRM e S R A
FITéE.
=, HEEH

SLIR FE IR BRI (15-35) °C, FERHAEE A i AR 15 (A AL 14 £
3°C AW . SEG I FE R IR BHE T (10-80) % RH ZERHERL FE A BT IR AR 1k
HILE 5% RH LAWY .
PO, SRS LT

ERAESLE T, JEXE illumina AR R E. WEERNAH S &, A7
NovaSeq6000 (PE150/PE250) . NextSeq CN500 (SE75/SE150) . MGI-2000 (PE150)
(5 M5 3 B FEAGHEAT T 30 RIGIFSRL: . M 7 g L X8
AR RG] K ESLIR BT b, 4% BRI AN [ R )
MBI AR AT AR HE MR S0 2 RIS IR R HERTE I A7 PR AR R
. EYIR

SRS A F AT AR R . W R AU R BUUDNA R SRR IE T . B0
EHA LR EER NS HT, BEBMSEFHIKE=5kbp. SF T4
AT FE P AN E E <15% (k=2)-

75 EIEER
6. 1 NovaSeq 6000 I 5 & PRI 743 256

AR R HE R (KL K, R FR A b A 000 G 3 v R SRR i 43 A R )

ff/NovaSeq 6000 =y it 5 5 R FrACIEAT 1 30IE S 56 o FAHERE VU ZOR AR P 1EAT

1Q20. Q30. GCEE. XEER, B, #EFRERRIRN, o=,



LG A A HE T H AR v 5 2 s T B 4G S 1 A IR HE 45 2R, 15O R SRD L E
TERIPE P PN R ZE . SE R SR s R WK L.

1 NovaSeq 6000 =3 5 25k PRI A3 B 1iE e B 45 S

B AERE AR BRI EH A TR A A
B o 3 DR A
LUR=a0 1) /4 NovaSeq 6000 (PE150)
W g A00609
HFE T Illumina
%P ik BT TR DAL B H 10 5 5% 301 545 101 H0 7 2 714 =
Kk H 8 202249 H30H
WEHE IR I 25 A L 5
O 24.0 C Moo
W 49.0 % RH HoBE: /
Al S RN PO AEE LR T 1) STz B T e v, 25 R T .
FHAE R
A PE150
W NIEE 6T
—. K EaH (reads) EEE
MlpregiEn FHIME B
1 2 3
reads 71588280 69226278 | 78424264 73079607 5.34%
. GCEE b RE
e 8 FHME AH X A 22
1 2 3

GC% 45%; 44% 45%; 44% 45%; 44%

45%; 44%

1.34%; 0.34%

e

T

SRR




Q20 98.06% 98.08% 98.07% 98.07% >90%
Q30 94.22% 94.24% 94.42% 94.29% >85%
IR R R 0.02% 0.02% 0.02% 0.02% <0.05%
I B ¥ =
bpEL (e FEIMAE HEM SRR
1 3
E X % 99.93% | 99.97% | 99.96% 99.95% 0.02% >99.00%
T FAVE R R EEN
‘% ME (A FEIMAE HEM
1 2 3
100K reads 94.12% 93.97% 94.01% 94.03% 0.07%
1,000K reads 94.79% 94.69% 94.96% 94.81% 0.12%
10,000K reads 97.14% 97.00% 97.00% 97.05% 0.07%
5~ WP —EUFFI e %
TR e fH P HEM ZE AR IR
1 2 3
TR 99.83% | 99.84% | 99.80% 99.82% 0.02% =99.50%
RSP E S T E A
e fH M FEX i 22 HE M
1 2 3
JFBIARXS = R 47.77% | 50.95% | 51.36% 50.03% 2.19% 3.93%




@per base sequence quality

Quality scores across all bases (sanger /llumina 1. 9 encading! )
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@per sequence quality scores
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6.2 NovaSeq 6000 =i £ 5] I 7 {3 38 1iF S 5

AR A AR 1 2K, SR FH VR B b v 5 %S b st UK A0 R A 1 AR A BR 28 )
[*)NovaSeq 6000 = 18 & JE R 5 AT 1 30E SEEG o $A ML YE ZR AR P b AT
7Q20. Q30 GCFRE. XTHR, B, WEHRSIEPRAOKN, o0 R%dE,
PRV PR HETIT H AR HE THE RS TH A5 1 S IR HE S R, 2 Vi I DRI
BORUFE P IIAIRT F R 22 o SiE k5 sk F g R LK 2.

& 2 Novaseq 6000 =538 5 3 K 74 56 IE S2 56 45 5

IR RS VR AR AE I BAR A IR A F

i 542K e e 2 R A
HE AR NovaSeq 6000 (PE150)
g SNA0040

] I1lumina




% ik BT B XRH XA i el B 4 5 B 5 5%

Beve H #A 2022410 H 13 H

IAEIR BT 2% A S i
B 23.5 C Ho AN
W R 48.5 % RH HoE: /
WAl e B R DR e AR HEA RNV A8 ) Xz AR AT RS HE, A5 R
FAE B
B RA PE150
Pass PNk 6T
—. KR (reads) EEM
e fH FEIMAE HEM
1 2 3
reads 90121992 | 99226278 | 98424264 | 95924178 5.26%
—. GC FE w2z
e fH M FEXT i 22
1 2 3
GC% 45%; 44% | 45%; 44% | 45%; 44% | 45%; 44% | 1.34%; 0.34%
N 8 S1AVHI Vi
I FH1E ZE LR
1 2 3
Q20 97.35% 96.31% 98.55% 97.40% >90%
Q30 92.50% 93.14% 91.57% 92.40% >85%
I BR AR R 0.03% 0.03% 0.03% 0.03% <0.05%
V9. texZREE M
I E 15 YA HEM ZE R

1 2 3




B 99.93% | 99.87% | 99.13% | 99.64% 0.45% >99.00%
T FAVE R R EEN
W% M€ (A FEIMAE HEM
1 2 3
100K reads 93.97% | 93.97% 93.97% 93.97% 0.00%
1,000K reads 94.92% | 96.32% 94.97% 95.40% 0.83%
10,000K reads 97.33% | 96.12% 96.37% 96.61% 0.66%
5~ WP —EUFFI e %
iR e fH FEIME HEM SRR
1 2 3
iR 99.75% | 99.84% | 99.71% | 99.77% 0.07% >99.50%
RSP E S T E A
e fH SPME | AHX 2 HEM
1 2 3
ARG ERE | 48.87% | 51.31% | 49.16% | 49.78% 1.94% 2.68%

@per base sequence quality

Qualty scores

across all bases (Sanger

¢ lumina 1.9 encoding)
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@per sequence quality scores

Quality score distribution over all sequences
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6.3 NextSeq CN500 f=y 18 & F PR 7y A3 9 1k SE 46

AR A HE RN R 5K, SR VR S A R S0 5 M e A = A 56 P A B A
] ffNextSeq CN5OO il & R I AL HEAT | B0ESeEe . R 2R ML P
BT 7Q20. Q30 GO &, Xfbbde, M. dEMR SRR IR, 105 &4
¥, FHVE AR AE T H AR HE T VE RS T A BT S IR HE 25 R, # VG B 3D
L E ZER TS 7 HIAR S F2 P w22 o B0 F IR 26 A At SR L3R 3

& 3 Nextseq CN500 =718 5 J PRI 5356 1E S 56 445 2R

IR AN T R B B AR I8 T AT BR 22 7]

#r B AR e 10 2R T A
LUREb3 NS NextSeq CN500 (SE150)
iR TR NS500196

=R I1lumina

7 P M R ETFI R X R KiE 2588 5

RV H 3 2022 £ 10 H 19 H

WEHEIR I 25 A L o5
woE 25.0 C Moo
w 55.1 % RH H OB /




Wt il B R R I PP AR HE ML 3 1) XA AT R, &5 R
FAlE R
HACRAY SE150
Wk i Nl 120G
—. BEKAH (reads) EEM
e fE FI5(E HEME
1 2 3
reads 26813770 | 27514190 | 21546822 | 25291594 12.90%
—. GC HFEbtmE
e 8 FIE | AR
1 2 3
GC% 44% 44% 44% 44% 0.34%
= BRI R
e 8 P 1E ZE Ry
1 2 3
Q20 93.00% 93.26% 94.78% 93.68% >90%
Q30 88.86% 89.66% 88.17% 88.90% >85%
IR IR R 0.04% 0.04% 0.03% 0.04% <0.05%
I B ¥ = B
e fE FI{H HEME ZE Ry
1 2 3
BRI ES 99.98% | 99.87% | 99.63% | 99.83% 0.18% >99.00%
i FHVESRFREE M
T i % W5E A FHME HEE




1 2 3

100K reads 47.86% 48.17% 47.76% 47.93% 0.45%
1,000K reads 51.28% 53.21% 52.68% 52.39% 1.90%
10,000K reads 64.11% 65.10% 64.79% 64.67% 0.78%

N W BB

ATES e {8 THMH HREM | ZHEER
1 2 3
GATES 99.56% | 99.76% | 99.61% | 99.64% 0.10% >99.50%

B FBUAR

e E “FH1E AH X A 22 HEM
1 2 3
FHFATFE | 46.15% | 48.25% | 49.01% 47.80% 0.04% 3.10%

@per base sequence quality

Quality scores across all bases (Sanger / llumina 1.9 encoding)
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@per sequence quality scores

Quality score distribution over all sequences

Average Qualty per read
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6.4 MGI-2000 75y & 5= P A6 iE S 5

MR R HE R KSR, R AR A PR N AL 5N & R R R A IR A F
[RIMG L-2000 /a7 38 B J5 R 7 AR AT 7 SR UE S5 o FeA RV BRI R )7 34T T
Q20. Q30 GCEr&. XTI, BRE. UEFRSRARII, 1035, 1%
G R HE T AR T VE R T B A5 ST %% TR HE 25 R, $ R M SR D R e 2
PSR I PO E R P A R e SE S IEE S

% 4 MGI-2000 r=yiH 5 35 PRI 45 B L S e 45

IR FON R R R A7

ar AT Ty I8 3 PRI A

RSNy v MGI-2000 (PE150)

SR

] R (MGD

ik AEHTIS X A A 28 S ARt R 6 5%

e H 2022412 H 14 H

THE IS 2% B M A
i 24.8 C oo
S 45.5 % RH e /
et (e R R P SO ML AR 3 45) A ZACER AT RME, 2R
FLAihE B
B RA PE150
W R NIEE 600G
—. KA (reads) HE M
5 E PRI | EEM
1 2 3




reads 38704870 | 34219641 | 36528320 | 36484277 | 6.15%
—. GC HFa bW E
e fH M FEXT i 22
1 2 3
GC% | 45%; 45% | 45%; 45% | 45%; 45% | 45%; 45% | 1.34%; 1.34%
N 8 S1AVHI Vi
M€ (A FRIME | ZE
1 2 3
Q20 97.70% 95.77% 98.24% | 97.24% >90%
Q30 92.98% 92.17% 93.75% | 92.97% >85%
PR B AR R 0.03% 0.03% 0.03% 0.03% <0.05%
V9. EexZREE M
M€ (A PR | EEM | ZEER
1 2 3
b X} 2 99.98% | 99.97% | 99.83% | 99.93% | 0.08% | >99.00%
v PHVESGFREE M
Vg e I SFHME HEM
1 2 3
100K reads 94.47% | 94.17% 93.76% 94.13% 0.38%
1,000K reads 97.04% | 96.08% 95.68% 96.27% 0.73%
10,000K reads 99.70% | 98.87% 98.79% 99.12% 0.51%
75~ R — U A A R
TR I 15 YA HEM | ZHKER




T 99.67% | 99.56% | 99.18% 99.47% 0.26% >99.50%

B FRAIRER R B A 22

e 18 FRIME M mzE | EEME
1 2 3
FEHAEXTFRE | 44.31% | 47.25% | 48.18% 46.58% 1.26% 4.34%

@Per base sequence quality

Quality scores across all bases (sanger / llumina 1.9 encoding)
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@per sequence quality scores

Quality score distribution cver all sequerces

Average Qualty per rezd
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6.5 NextSeq CN500 =i 23 PA] I A 56 iE 2 56

MR RNTE 2K, R FH VR G bR AEA Jooxs b 3¢ DS R R A2 B AT R 2 ]
fNextSeq CN500 Sy Ak (Rl Fe A#EAT 1 S0AIESESG o FA E R VS SEK B2 Fr 12
17 7Q20, Q30 GCHE & ATLLE, Had ., HERRSRAR MR, 1ol E5dE,



LG A A HE T H AR v 5 2 s T B 4G S 1 A IR HE 45 2R, 15O R SRD L E
TERUPE P PN R ZE o S0 UE 50 2R A Al 45 S N3R5

7 5 NextSeq CN500 r=y i & 5k PR A3 B ik S 46 45 SR

IR S VSR AR AE B AT IR A F

WELH | R

HE AR NextSeq CN500(SE75)

H g TPNB500295

] INlumina. D1 ¥ A1 5E

% ik AL B R XA i el % 4 5 B 5 5%

BeEH #A 2022 %10 H 20 H

FRHEIR I S A B M i
i JE: 24.8 C oA
B JE: 45.5 % RH B /
A il B R DR PP AR HEE L AR 3 1) SZ A AT R, S5 R
FAE R
BACRAY SE75
Wk i Nl 180G
—. K EE (reads) BEEM:
e A FI5E HEM
1 2 3
reads 30029855 36311414 | 35929921 | 34090396.67 10.33%
—. GC EFEbtmE
e E FIE | MR ZE
1 2 3
GC% 44% 44% 44% 44% 0.34%

EE - E{E SHEFahR




1 2 3
Q20 93.18% 94.38% 93.96% 93.84% >90%
Q30 89.92% 90.12% 92.10% 90.71% >85%
PR BR AR R 0.05% 0.04% 0.04% 0.04% <0.05%

. bext R ER M

I 5E 5 YA HEM ZE LR
1 2 3
b X} % 99.83% | 99.81% | 99.89% 99.84% 0.04% >99.00%
v PHVESGFEE M
ik e e 8 SFHME HEM
1 2 3
100K reads 23.84% 23.91% 24.16% 23.97% 0.70%
1,000K reads 25.74% 25.69% 25.68% 25.70% 0.13%
10,000K reads 39.94% 39.62% 38.79% 39.45% 1.50%
75~ R — U A A AR
TR e 8 A HEM ZE R
1 2 3
TR 99.67% | 99.56% | 99.18% 99.47% 0.26% >99.50%
RSP E S T E A
e 8 F21E FHX i 22 HEM
1 2 3

B AR 2 48.25% | 50.01% | 49.46% 49.24% 1.40% 1.83%




@per base sequence quality
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@per sequence quality scores

Guality scare distriburion over all sequences
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K2 FAEII R R A

AN H.

t. SLRLEiL

HEIE X T11umina 2] ) NovaSeq 6000+ NextSeq. D Hi 2 7] ] NextSeq CN500
PA S AR EL R 1) BGT-2000 3L 4 FhA RIS 5 DL K 4 FhARIE - (PE150. PE250.
SE75. SE150) ) ey it & 5L PRI PP A k4T 1 2 IR SRS o B0k i g0 126 5 1 A 7
J TR 5 AT TR AR 1 S R IO IR I B A AR Y 5 R AT RE IR AR T A
FIFACER LS, B AR IS . fESE et b, 20l EUAs T R F AR ) I %o
I R R A Q20 Q30 GC &rfE. XfEhE. BERHIE. WRE. W5
T2z RS T R (R0 52 AR A T S B0 B0 IE 4B o 485 SR AIE B 1) 5 1 o D e LR )
FEACREHERITE ) B AR (R AN 0 fs N7 HH v e 8 2 D) 00 P A B PP RE B FR B, 7T
DA 280 VT i AR B 1 R R o
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