Sequence: Supplementary file 3.dna (Linear/ 303 bp)
Features: 20 total
Primers: 6 total

Read 1 Sequencing primer

CACTCTTTCCCTACACGACI-J ]

IA qGCTCTTCCGATCT
TruSeq Read 2 Sequencing primer

|GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCT

PE2 (P7Rd2-UDIO001)
ICAAGCAGAAGACGGCATACGAGATNNNNNNNNGTGACTGGAGTTCAGACGTGT

5' CAAGCAGAAGACGGCATACGAGATNNNNNNNNGTGACTGGAGTTCAGACGTGTGCTCTTCCGATCTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
3’ GTTCGTCTTCTGCCGTATGCTCTANNNNNNNNCACTGACCTCAAGTCTGCACACGAGAAGGCTAGANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
[ P7 adapter sequence | i7index | i7 and read 2 sequencing primer binding site Il Normal inDrop library Structure
part of PE2-N6 an... transcript

part of PE2-N6 primer that binds PE2 primer

PE2-N6 (Rd2rc-N6) primer seq

hexamer binding site

CACTGACCTCAAGTCTGCACACGAGAAGGCTAGAI
i7 index read sequencing primer

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAAAAAAAAAAAAAAAAAAANNNNNNNNNNN

100

200
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTTTTTTTTTTTTTTTTTTTNNNNNNNNNNN
Normal inDrop library Structure
transcript Poly T capture site UMI
full cell barcode
barcode 1
i5 index read Sequencing primer
IAGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGT
NNNAAGGCGTCACAAGCAATCACTCNNNNNNNNAGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGTNNNNNNNNGTGTAGATCTCGGTGGTCGCCGTATC
300
NNNTTCCGCAGTGTTCGTTAGTGAGNNNNNNNNTCTAGCCTTCTCGCAGCACATCCCTTTCTCACANNNNNNNNCACATCTAGAGCCACCAGCGGCATAG
Normal inDrop library Structure | ETE AT [T PS Edapterlength
full cell barcode
[ | == A | barcode 2|
barcode 1
TCTAGCCTTCTCGA
TGTGCAGACTTGAGGTCAGTG'
TruSeq Read 2 Sequencing primer
TCTAGCCTTCTCGCAGCACATCCCTTTCTCACAI
Read 1 Sequencing primer
AGCACATCCCTTTCTCACANNNNNNNNCACATCTAGAGCCACCAGCGGCATAG
PE1 (P5Rd1-UDIO001)
ATT 3’
-|-|-| 303
TAA 57
P5 adapter length
TAA
PE1 (P5Rd...
Drinted from SnanGene®:* Fridav Feb 14 2020 4-47 AM Paage 1



