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Content summary Human Mouse Rat Performance specifications Human, mouse, rat

Genes' >134,700 >66,100 >68,900 Total RNA input required! 100 pg-500 ng
Transcripts' >542,500 >214,900 >495,200 Sensitivity >1.5 pM
Exons' >948,300 >498,500 >320,400 Detectable 2-fold change 1:100,000 vs. 1:50,000
Ejr?glgﬁcs’{” STt >484,900  >282,500 >293,700 Dynamic range =55
: Technical replicate signal correlation >0.90
Total probes’ >6,765,500 >6,022,300 >5,946,400 ) . )
Correlation coefficient (intra-lot) >0.99
Probes targeting exons' >4,781,200  >4,895,600 >4,780,700 )
cRNA yield >20 ug
Probes targeting exon- 1 g0/ 300 51126700 1,165,700 CDNA yield 31

exon splice junctions'

92 ERCC transcripts
Probe length (bases 25 25 25 2
gth ) Controls Poly-A (dap, lys, phe, thr)
Probe feature size 5um 5um 5um ) i
Target orientation® Sense target

Antigenomic  Antigenomic  Antigenomic

Background probes 1. BEFHRNARIZRERICAWL S NS Y TILDOBERD, REOABICK
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URTTERLTNET, 4456739)ICEENBHAERNADY bO—ILEKRET 5 7O0—T v b,
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Human Mouse Rat Human Mouse Rat
Ensembl >57,500 >37,600 >25,300 >196,000 >94,200 >28,500
VEGA >48,500 >23,200 - >176,700 >73,800 -
NONCODE >55,900 >42,000 >500 >100,500 >67,300 >500
INCRNAWiki >50,000 - - >99,900 - -
UCSC Genes >43,800 >26,300 - >179,200 >54,400 -
AceView >41,100 - >30,900 >51,200 - >59,400
miTranscriptome >34,500 = = >74,600 = =
RefSeq >25,600 >23,500 >16,900 >50,800 >32,500 >18,100
MGC >17,200 >17,400 >6,400 >26,000 >23,500 >6,600
MGl - >25,800 - - >33,000 -
RGD - - >30,300 - - >62,000
Consensus CDS >18,500 - - >30,400 - -
RNA Central >17,200 - - >27,900 - -
circBase >12,200 - - >90,800 - -
Human Body Map >10,200 - - >21,200 - -
lincRNAdb >80 >60 >10 >90 >80 >10
Publication-specific gene sets?34> >3,000 >10,000 >10,290 >6,000 >14,000 >17,320
ouse gene ang tarserpemodels - >21,500 - - >28,100
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2. Luo, H., et al. Comprehensive characterization of 10,571 mouse large intergenic noncoding RNAs from whole transcriptome sequencing. PLoS ONE 8(8):e70835 (2013).
3. Chalmel, F, et al. High-resolution profiling of novel transcribed regions during rat spermatogenesis. Biology of Reproduction 91(1):5 (2014).
4. Williams, W. P, et al. Increased levels of B1 and B2 SINE transcripts in mouse fibroblast cells due to minute virus of mice infection. Virology 327(2):233-241 (2004).

5. Guo, J. U., et al. Expanded identification and characterization of mammalian circular RNAs. Genome Biology 15(7):409 (2014).
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100 pg-50 ng® b—% JURNA i (MR, #HRR. il Hiemis X I FFPERRRE)
HRES REE L)
902924 12

Clariom™ D Human Array and Pico Reagent Kit

902925 30
902663 Clariom™ D Mouse Array and Pico Reagent Kit 12
902664 (IB&R4 © GeneChip® MTA 1.0 and GeneChip® WT Pico Reagent Kit) 30
902665 Clariom™ D Rat Array and Pico Reagent Kit 12
902666 (IH&24% - GeneChip® RTA 1.0 and GeneChip® WT Pico Reagent Kit) 30
900720 Hybridization, Wash, and Stain Kit 30

50 -500 ng® k—% JURNA XIS (k. MRS, #fs FriesRiaiast)
HEES R )
902922 10

Clariom™ D Human Array and Reagent Kit

902923 30
902513 Clariom™ D Mouse Array and Reagent Kit 10
902514 (AR R4 © GeneChip® MTA 1.0 and GeneChip® WT PLUS Reagent Ki) 30
902633 Clariom™ D Rat Array and Reagent Kit 10
902634 (IHR5% © GeneChip® RTA 1.0 and GeneChip® WT PLUS Reagent Kit) 30
900720 GeneChip® Hybridization, Wash, and Stain Kit 30
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