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miniaturise costly processes

nL to pL volumes using positive
and reduce dead volumes

displacement pipetting technology
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rapid programming, quick plate
setup and high throughput
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disposable, sterilised tips ensure
Zzero cross-contamination
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ignore viscosity i.e.80% glycerol, mosquﬂ:o LV genomics open system, use popular methods;
PEG20000, Tween, BSA, gDNA develop your own( SMART-seq2, Cel-seq2)

Volume Range: 25nL-1200nL
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mosquito2 &I MN A, BB ARIRTF:
\/ SMART-seq?2 \/ CEL-seq2 cDNA synthesis / Nextera XT library prep

\/ KAPA HyperPrep library prep \/ NEBNext Ultra Il library prep \/ Vazyme TruePrep library prep
v/ DNA guantification v/ NGS library normalization
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The new mosquito® HV genomics
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07 Smart-seqH IcDNAS R RNGS X EfiE

M4EBITakara SMART-seq V4fNextera XTE 4 4%

R L]

B cDNAS SMART-seq V4 mosquito HV 6.25
N ERIE

sorting single
lysis buffer nuclei into
384w plate

1T

Nextera XT mosquito HV 50 S 10X

miniaturised
cDNA : :
ey 10X library pooling

first strand reverse
SUIUESE transcription
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Richter M L, Deligiannis | K, Yin K, et al. Single-nucleus RNA-seq?2 reveals functional crosstalk between liver zonation and ploidy[J]. Nature Communications, 2021.
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03 CEL-seq2E{AIcDNAS X
#4548 CEL-seq2 protocol

HMECDNAS K CEL-seq2 mosquito LV 12 2.6 ~5X
EESEMRFTEIDominic GrinFPAFF A 7T —ME kA &5 E. S EENRHABRNANIFE A ERE/N, BFtlBd FACSER 8

RIS EEEI384FL IR, 125 BT BOHAICEL-seq2 protocoli#H TcDNAE A FIMRNAKIMN 1, EAcDNASE —H#E & A NIE400nLIK R N

1To 53R ZRAA, FFAmosquitoRF R MK RIFMZE G, BIMER R MAKRTINARERL/S, KSR EREAHNERFASZ I LEARAR A
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2 / . Hematopoietic 2.
: . _n_ -
Cell isolation @ fx ©  progenitors 384-well plates: single cells in 240 nL cell lysis buffer/primer mix 5 S
- g . + 1.2 uL PCR encapsulation barrier = &
o
2 l TITTTTTTTTT S
s - " UMI  barcode T7 Promoter = O
-::-,, E Cellular mRNA /\/\/ 2 §
B l Reverse transcription (add 160 nL RT mix) § <
ngle-cell index sorting & - DALMY -
5 0 !
into 384-well plates - 5 o NN UMt barcods TR
' Recording of additional E l Second strand synthesis (add 2.2 ul second - T
strand reaction mixture)
fluorescent channels & W CEL-Seq2 5x 7X 10x
0 cDNA &
§| romiom BT TR AR B
High-throughput 3,072 cells per day Z l
moEL-Ses gy Pool samples Single cell mMRNA-seq of macrophages:
Volume reducton ™ ¢ L . o
R S e oY) In vitro transcription ) _
VY = AT 1. cells sorted into 240 nL lysis bufter
Ix S 7x 10x Eignt 384-well plates AN AAS
AmpRRIRNA PeNE 2.160 nL RT mix added
i : . | o
s il ol i Library preparation and paired end sequencing 3. cDNA synthesis in 400 nL total

. WA CELseq2 protocol 4 ' asquito LV, 384-well plates

S FHKCEL-seq2 TYETRIE

5. using Vapour-Lock to block evaporation

Herman J S, Sagar, D Grun. FatelD infers cell fate bias in multipotent progenitors from .
single-cell RNA-seq data[J]. Nature Methods, 2018. 6. add cell barcodes; pooled library prep
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NEEE &R (L] mosquito & Z L]
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mosquito LV/HV up to 12.5X

PCRIA R I
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mosquitoYE+E SEE A ZE25-1200nL, @I XTPCRMqPCREZN R N2 2R 7 WNES. 5|9 =R master mixMIRETF R EBIZFLL I T
ML, BT AT PCREY S e M AR R PR ZE2uLLAR, AR AERY20 pLix R A8EL, 5 FHE A 1590 %,

a) manual o b) mosquito LV HV
1000 11 12 1
900 -~ -
i FEH 5 A0puLEE&E | 10puLFE 5 uL % 2uL % _3,%\\ m\x\‘
| Mastermix_ [EERPLJTI 5 pL 2.5 L 1HL 600 — 700 -
500 — 600 .
- primermix  [EERTTE 2.5 pL 1.25 pL 0.5 pL 200 — 500
300 — 400 —
0.5 L 0.5 pL 0.5 L 0.5 L 200 — 300 —
osuL  2u orsm o 100 — o —
100 ——
£#  mosquitoHV mosquito HV  mosquito LV
Amplification Plot
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SMART-Seq?2 LV/HV +/- DFD up to 10X
SMART-5eq V3 HV 7/ S up to 2X
S4Hia/Low Input NEBNext Single Cell/Low Input RNA Library Prep HV 50 5 10X
cDNA &% = -
(full transcriptome) akara SMART-Seq v4 HV S0, ot 4X
Takara SMART-Seq Single Cell HV 50 7 ~7X
Takara SMART-Seq Stranded HV 100 25 4X
B8 M BAL / Low Input CEL-seq.2 |V 1P 2.6 ~5X
cDNA S8 Ribo-seq |V 5.79 5.79 -
(3’ counting) SORT-seq |\ 2.6 2.6 -
Qiagen REPLI-g Single Cell |V 50 1 50X
B/ Low Input Qiagen REPLI-g UltraFast Mini i, 50 5 10X
2EEHY IB(WGA) Takara SMARTer PicoPlex HV 60 12 5X
DigiPico L o . [ -
Illumina Nextera XT LV/HV 50 2 up to 25X
Vazyme TruePrep DNA V2 LV/HV 50 5 up to 10X
Illumina DNA Prep HV +/- DFD 50 5 up to 10X
Invitrogen Collibri ES DNA HV 50 5 10X
DNA il ¢ NEBNext Ultra Il DNA HV 50 = 10X
NEBNext Ultra Il FS DNA HV 50 = 10X
KAPA HyperPrep HV 100 10 10X
KAPA HyperPlus HV 100 10 10X
modified Twist Library Preparation EF Kit HV 48.75 4.9 up to 10X
NEBNext Ultra Il RNA HV 50 5 10X
NEBNext Ultra Il Directional RNA HV 50 5 10X
RNA il 7 NEBNext Multiplex Small RNA LV 100 20 5X
Takara SMARTer Stranded Total RNA-Seq HV 100 12 8X
Zymo-Seq RiboFree Total RNA-Seq HV 50 10 5X
ARTIC + KAPA HyperPrep HV 100 10 10X
: COVID-seq HV +/- DFD 50 25 2X
FRTNRE Illumina 16S Library Prep HV 50 5 10X
lon AmpliSeq Library Kit 2.0 LV/HV 30 2.4 up to 12.5X
Beckman AMPure XP, SPRIselect HV +/- DFD variable variable >T10X
Biotium AccuClear LV/HV variable variable up to 15X
BA/SCE Invitrogen Collibri Library Quant HV 20 e 8X
B PR G4 Promega QuantiFluor LV/HV variable variable up to 30X
Quant-iT PicoGreen LV/HV variable variable up to 150X
Roche KAPA Library Quant HV 20 25 8X
gene expression profiling (Fluidigm Biomark HD) HV 23 - -
HECREPRR I, other LV/HV variable variable up to 50X
Olink Explore LV+DFD 19.8 - -
Agena MassARRAY sample prep HV+DFD Pic - -
Rt Omixon Holotype HLA version 3.0 HV 62.5 22 = 5X
lon Xpress Plus gDNA Frag Lib Prep HV 100 10 10X

mosquito® FERIS

_ mc:sqmtu::EI LV genomics mosqmtoﬁ' HV genomics mosqmto X1 genomics

NAESEE 25-1200 nL 0.5-5pL 25- 1200 nL 8% 0.5-5 pL

L= 85§16 iBiE 8 = 16i&& HiBiE

RALEL 255 28%5 2805
FARE 96/ 384/ 1536% 96/ 384/ 1536% EORE, BFKRA

. 96FLIRFER: 30s / 384FLIRFE&: 1Tmin ,
IR 96FLAREH: 1.5min / 384FLREH: 3min 6 B/ Rk
= BEHER. MM ERE. MEXESYNE. BERE. MENSYNE. PCR/gPCR, cherry pick. pooling.
S PCR/qPCR., NGSiEFES% NGSEFE . 3847 IRk AL DNA normalizationZ
R~ 390 mm (790 mm 5 plate deck) x 470 mm x 690 mm
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