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https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/single-cell-rna-prep.html
https://www.illumina.com/techniques/sequencing/rna-sequencing/ultra-low-input-single-cell-rna-seq.html

Ordering information
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lllumina Single Cell 3' RNA Prep, T2 (8#f7x, 2000-NHAE/# ) 20135689
lllumina Single Cell 3' RNA Prep, T10 (8#7s, 10,000/ NAAa/#E4x) 20135691
lllumina Single Cell 3' RNA Prep, T20 (47, 20,000 M4ARE/#E7x) 20135692
lllumina Single Cell 3' RNA Prep, T100 (2#7<, 100,000 M4BA/#4x) 20135693
lllumina Single Cell Unique Dual Indexes (9615%, 96#%7s) 20132788
lllumina Single Cell Library Prep (8% ) 20132789
lllumina Single Cell 3' RNA Capture, T2 (8#%7x, 2000 M4ARE/#E7x) 20132790
lllumina Single Cell 3' RNA Capture, T10 (8# 4, 10,000/N4k/4¥2s) 20132791
lllumina Single Cell 3' RNA Capture, T20 (4##7x, 20,000/ 4BH/F7x) 20132792
lllumina Single Cell 3' RNA Capture, T100 (2#%7%, 100,000 4AR/#E7x) 20132793
lllumina Single Cell Nuclei Isolation Kit (4#7k) 20132795
lllumina Single Cell Supplemental Enrichment and Amplification Kit 20132794
lllumina Single Cell Prep NI 1i&%& 20132796
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