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Priprava sekvenacnich knihoven (zahrnuje kontrolu kvality vzorku, vlastni pripravu knihovny a pooling)

Technologie lllumina a lonTorrent

LP-050 DNA library 5 600

DNA library-at least 16 libraries 4 600

LP-060 Total RNA or mRNA (polyA-selected) library 7 500

Total RNA or mRNA (polyA-selected) library- at least 16 libraries 6 300

LP-070 RNA library including rRNA depletion 8 900

RNA library including rRNA depletion - at least 16 libraries 7 900

LP-170 miRNA library 7 700

miRNA library- at least 16 libraries 6 000

Ostatni sekvenacni technologie

LP-110 DNA library - PacBio 20 300

LP-120 Size selection (10-35 kb) and DNA damage repair - PacBio 16 100

LP-130 DNA Library - 10xGenomics 35 400

LP-160 Single Cell RNA Library (at least 2 samples, each) - 10xGenomics 70 400

LP-140 Size selection (>50 kb) - 10xGenomics, Oxford Nanopore 4 600

LP-150 DNA/RNA library - Oxford Nanopore 19 700

LP-180 cDNA library - Oxford Nanopore 16 700

Kontrola kvality zakaznikem pripravenych a dodanych knihoven

Technologie lllumina a lonTorrent

QC-080 Library QC, customer-prepared 2 500
Pokud zakaznikem dadane knihovny neprojdou kontroiou kvality, sekvenace nebude provedena a budou uctovanyskutecne naklady.

Sekvenovani a la carte - Cena za drahu/cip

Technologie lllumina a lonTorrent

DS-020 MiSeq, paired-end, 250 b, 0,5-1 million reads 36 800

DS-030 MiSeq, paired-end, 250 b, 10-30 million reads 54 400

DS-080 HiSeq4000, single-end, 50 b, 300-400 million reads per lane 57 400

DS-090 HiSeq4000, single-end, 100 b, 300-400 million reads per lane 69 800

DS-220 NovaSeq6000, single-end, 100 b, 1500 - 2000 million reads per lane 307 000

DS-130 HiSeq2500, paired-end, 250 b, 220-350 million reads per lane (Rapid run) 141 500

DS-140 HiSeq4000, paired-end, 100 b, 650-800 million reads per lane 98 400

DS-150 HiSeq4000, paired-end, 150 b, 650-800 million reads per lane 105400

DS-240 NovaSeq6000, paired-end, 150 b, 4500-5000 million reads per lane 373 400

DS-010 lonProton, single-end, 200 b, 60-80 million reads 40 800

Ostatni sekvenacni technologie

DS-160 PacBio, single-end, 1-60 kb, 80-100 thousand reads 33 200

DS-200 PacBio, single-end, 1-60 kb, 250-300 thousand reads 82 600

DS-210 Oxford Nanopore, single-end, 1-200 kb reads, 5-10 Gb 32 800

Sekvenovani ShareSeq - Cena za datovy balicek
Technologie lllumina zzz 5=

DS-090S lllumina, single-end, 100 b, 10 million reads (at least 30 million reads per order) } NEW f 7 000

DS-150S lllumina, paired-end, 150 b, 20 million reads (at least 60 million reads per order) SI / 10 000

DS-030S lllumina, paired-end, 250 b, 1 million reads 10 900

Page 1 of 2



SEQ a QPCR 
COMPANY

Next-Generation Sequencing 
Pricelist

Obj. cislo Nazev Kc

Analyza metagenomu/ mikrobiomu

Sekvenacnf (taxonomick&) analyza zahrnuje:
Kontrolu kvality vzorku, pripravu amplikonu s pouzitim jednoho primeroveho paru, dvojite indexovani, pripravu sekvenacnf knihovny, sekvenovani 250 b 
paired-end s vystupem >20K readti/vzorek, demultiplexing, zpravu o provedene analyze

Pro taxonomickou analyzu Ize objednatampliFikaci hypervariabilnfch useku temito primerovymi pary:
Bakterie, 16S rRNA - usek V4: 515F+806R, usek V3-V4: F357+R805, usek V3-V5: F357+R926, usek V4-V5: 515F+R926 
Archea, 16S rRNA - usek 349-806: Arch349F+Arch806R
Eukaryota, 18S rRNA - usek ITS1 a ITS2: ITS1F+ITS4R, usek ITS2: ITS3F+ITS4R, usek 1391-3' end: Euk_1391F + EukBr-7R

SO-024 Metagenomic profiling, up to 24 samples 52 800

SO-048 Metagenomic profiling, up to 48 samples 76 800

SO-096 Metagenomic profiling, up to 96 samples 96 000

SO-192 Metagenomic profiling, up to 192 samples 134 400

Analyza dat zahrnuje:
Kontrolu kvality dat, spojenf parovych readu, dereplikaci (klastrovanf), konverzi formatu FASTQ na FASTA, taxonomickou analyzu a vizualizaci vysledku,
zpravu o provedene analyze

SO-024B Metagenome data analysis, up to 24 samples 38 400

SO-048B Metagenome data analysis, up to 48 samples 52 800

SO-096B Metagenome data analysis, up to 96 samples 67 200

SO-192B Metagenome data analysis, up to 192 samples 115 200

Upozorneni
Pro vsechny ostatni postupy nebo v pfipade vetsich ci specifickych sekvenacnich projektii si vzdy vyzadejte individual™ cenovou nabidku!

V pfipade, ze dodane vzorky neprojdou kontrolou kvality a nebude mozne zacit s pfipravou knihoven, mohou byt uctovany naklady za provedene kroky.
Upozornujeme, ze s ohledem na charakter dodanych vzorku muze i v pfipade, ze vzorky uspesne projdou kontrolou kvality, dojit k tomu, ze technicke specifikace sekvenovani (delka cteni a 

pocet readu) nebudou dosazeny (zejmena ale nikoliv vyhradne pfi sekvenovani templatu s vysokou homogenitou, napf. amplikonu).

Objedn£vky a dotazy: ngs@seqme.eu
Vsechny ceny uvedeny v Kc bez DPH a nakladu na pfepravu vzorku. Platnost od 23. ledna 2019. Zmena vyhrazena. 

Vseobecne obchodni podminky a dalsi informace viz www.seqme.eu.
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