UDI Indexing Primer Information Sheet (Set C, IDT from 2018, 8bp's)

‘The TruSeq design s the oldest lllumina library design that is used by e.g. ligation based NGS Library Preparation. The grafting part of the Indexing PCR primers are identical for TruSeq and other Designs, but the
quencing primer part in the indexing Primer is specific for TruSeq. Unique Dual Indexing (UDI) refers to an unique combination of a P5 indexing PCR Primer and a P7 indexing PCR Primer. So for the final PCR
amplfication i the lrary preparstion plesse only e ane ofthese 96 combiratonsof P and P ndexing PCR pinrs toaceve uique sl ndexng, UK e o awid 0 cale index hcppmg onthe
sequencer flowcell. If you want to lear more about index hopping and UDIs please read her
For ordering of oligos please use the sequences given in column E (5 indexing primers) andcolumn L (°7 mdzxuu primers).

Truseq with 8bp long

Design: indexes

When submitting libraries that are made with this indexing PCR Primers please specify i the notes column inthe sample submission dialog orsheet

Important Information for sample submission: the used Index combination as given in column A "UDI_Nai

P5 indexing PCR Primer P7 indexing Primer Part
grafting part AATGATACGGCGACCACCGAGATCTACAC grating part CAAGCAGAAGACGGCATACGAGAT
Sequencing primer part ACACTCTTTC s equencing primer part GTGACTGGAGTTCAGACGTGTGCTCTTCCGATC T
UDI_Name Oligo Name Index Name Index Sequence |PCR Primer (order these Oligos in NGS quality, * indicates a phosphothioate to block exonucleases) Oligo Name Index Name  |Index Sequence ":";’: ::::‘:"‘e PCR Primer (order these Oligos in NGS quality, * indicates a phosphothioate to block exonucleases)
193; UDI P7_193 ruSeq_UDL 193 193 ACCTTCTC ARTGATACGGCGACCACCGAGATCTACAC ACCTTCTC ACACTCTTTCCCTACACGACGCTCTTCCGATCHT [Truseq_UDI | P (GAACGAAG CARGCAGAAGACGGCATACGAGAT _GAACGAAG GIGACTGGAGTTCAGACGTGTGCTCTTCCGATCST |UDI_P7_193
194 UDI_P7_194 ruSeq_UD| 194 194 TCGTGGAT |5 —AATGATACGGCGACCACCGAGATCTACAC TCGTGGAT ACACTCTTTCCCTACACGACGCTCTTCCGATCHT [Truseq_UDI (GTCTAGGT [ACCTAGAC AAGCAGAA AT T ACCTAGAC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCST |UDI_P7_194
% ruSeq_UDL| 5 195 195 [ACGTCGTA TACGACGT TACGACGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_195
196 UDLP7 196 9 196 GRGCTcan TreAcarc TIGAGETC GTGACTGGAGTTCAGACGTGTGCTCTICCGATCRT | UDI_P7_196
197, UD|_P7_197 5 197 197 Eafais [AGTACACG AGTACACG_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_197
198, UDL_P7_198 198 108 P mm\ma TGTCAGTG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_198
195 UDLP7.199 199 i59 Sacracen crencreacTrenGacoRenGoremcosator Jun #7199
S~200; UDI_P7_200 200 200 mcemc TGC_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_200
_201; UDI_P7_201 201 201 mAeucr ACTGCTTG BTSN ST UDI_P7_201
202, UDLP 20 202 [ACATAGGC ___|GCCTATGT. ‘GCCTATGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_202
03 ; UDI 203 203 TGTGGTAC (GTACCACA ‘GTACCACA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_203
204 204 [cACCACTA ____[TAGTGGTG TAGTGGTG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_204
205 205 (CTGCGTAT [ATACGCAG ATACGCAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_205
206 206 [ACGGTCTT [AAGACCGT ‘AAGACCGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_206
207 207 (GATTGGAG CTCAATC CTCCAATC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_207
208 208 [TeTccAGA  [TCTGGACA TCTGGACA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_208
209 205 ccAGTGTT [AACACTGG AACACTGG_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_209
210 210 [TGCACCAR TTGGTGCA TTGGTGCA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_210
5 211 211 GACAGG CCTGTCAA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_211
212 21 [AGGCATAG [CTATGCCT CTATGCCT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_212
5 213 213 TAGCCGAA TTCGGCTA TGACTGGAGTTCAGACGTGTGCTCTICCGATCHT | UDI_P7_213
214 214 [TTGTCG6T [ACCGACAA ACCGACAA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_214
215 215 [CATCTACG CGTAGATG CGTAGATG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_215
216 216 [GCATACAG [CTGTATGC CTGTATGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_216
5 217 217 ACAGCAAC TIGCTGT GTTGCTCT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_217
218 218 crGGTTCT \GAACCAG 'AGAACCAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_218
5 219 219 [TCGACATC ATGTCGA GATGTCGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_219
220 220 ol \GGAGGTT AGGAGGTT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_220
21 21 [CAGCGATT ATCGCTG AATCGCTG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_221
222 22 [AGGTCACT \GTGACCT 'AGTGACCT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_222
5 223 223 GCAATTCG GAATTGC CGAATTGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_223
224 224 GeTTTTe CAAGAAGC AAGAAGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCST _|UDI_P7_224
5 225 P5 225 AACTGGTG [CACCA CACCAGTT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_225
226 226 mmcm GTATTCCG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_226
227 227 (GCTTCGAA TTCGAAGC TTCGAAGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_227
228 228 AGACCTYG AGACCTTG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UD_P7_228
229 22 CCAAGGTT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT |UDIP7_229
230 230 Acemes ACGTATGG_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCST _|UDI_P7_230
231 231 TGGTCCTT AAGGACCA ‘AAGGACCA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_231
232 232 [ACCGCATA _[TATGCGGT TATGCGGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_232
233 233 corTeaTT [AAGGAAGG ‘AAGGAAGG_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_233
234 234 [TACACGT __|AGCGTGTA 'AGCGIGTA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_234
235 235 TGCGTAGA TCTACGCA TCTACGCA_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_235
236 336 [AAGAGCcA  [Te6CreT TGGCICTT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_236
237 237 ATGGAAGG [ccTecar CCTTCCAT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_237
238 238 [GCCAGTAT _[ATACTGGE 'ATACTGGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_238
239 239 (CGTAGGTT [AACCTACG ‘AACCTACG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_239
240 40 [CGAGTATG [ CATACTCG CATACTCG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCST _|UDI_P7_240
241 [cAAGTGCA [T TGCACTTG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCAT | UDIP7_241
202 [TcGAGTGA __[TcacTcon TCACTCGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_242
243 [CTACAGTG __[CACTGTAG CACTGTAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT |UDIP7_243
244 [GATCGTAC ___[GTACGATC GTACGATC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_244
245 [CTTCACCA [TGGTGAAG TGGTGAAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCHT | UDIP7_245
246 [crcaceta — [TAGCTGAG TAGCTGAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_246
207 TCTGCTCT [AGAGCAGA 'AGAGCAGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_247
28 [AACCGAA CTTCo6 CTTCGGTT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_248
5 249 GCTGTT6T ACAACAGC 'ACAACAGC_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_249
250 250 [TTACGGCT [AGCCGTAA AGCCGTAA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_250
5 251 251 (GACAAGAG crcrTeTe CTCTTGTC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_251
257 25 [AGGATCTG [CAGATCCT CAGATCCT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_252
5 253 253 (GTAGCATC (GATGCTAC GATGCTAC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_253
254 254 G \GGAACAC AGGAACAC_ GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_254
5 255 255 AGGATGGT [ACCATCCT 'ACCATCCT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_255
256 356 [TCACGTTC _ |GAACGTGA ‘GAACGTGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_256
257 257 GeGTTCTA TAGAACGC TAGAACGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_257
258 258 [crcTGGTT [AACCAGAG AACCAGAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_258
5 259 259 AGGT [CGACCTAA CGACCTAA_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_259
260 260 [TCTGAGAG cTcT CTCTCAGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_260
5 261 261 TTCAGCCT AGGCTGAA TGACTGGAGTTCAGACGTGTGCTCTICCGATCHT | UDI_P7_261
262 262 [TCTCCGAT ATCGGAGA 'ATCGGAGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_262
263 263 CAGGTATC (GATACCTG GATACCTG_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_263
264 64 [AGTCAGGA ___[TCCTGACT TCCTGACT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCST | UDI_P7_264
, 265 L P5_265 AAGGCTGA Tca TCAGCCTT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_265
266 266 [coATGCTT  [AAGCATCG AAGCATCG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_266
, 267 267 (GTATTGGC (GCCAATAC ‘GCCAATAC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_267
268 268 [ACTeT6TC __ [GACACAGT ‘GACACAGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_268
269 269 TGccTeTT AAGAGGCA ‘AAGAGGCA_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_269
270 370 [caGTCTIC  |GAAGACTG GAAGACTG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCRT _|UDI_P7_270
271 271 [CATAACGG CCGTTATG CCGTTATG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCH T _|UDI_P7_271
§37) 372 [ACToCTAG | CTAGCAGT CTAGCAGT GTGACTGGAGTTCAGACGIGTGCTCTTCCGATCXT _|UDI_P7_272
273 273 ATTCTGGC (GCCAGAAT TGACTGGAGTTCAGACGTGTGCTCTICCGATCHT | UDI_P7_273
274 274 TTCTCTCe [CGAGAGAA CGAGAGAA_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_274
5 275 275 [TCCGAGTT AACTCGGA AACTCGGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_275
276 276 [CGAACTGT ACAGTTCG 'ACAGTTCG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_276
s 277 277 AACGGTCA TGACCGTT CGTT_GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCAT _|UDI_P7_277
278 278 AGCAGATG CATCTGCT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_278
5 279 279 TATCAGCG [CGCTGATA ‘CGCTGATA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_279
280 280 [TCAGACGA [TCGTCTGA TCGTCTGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_280
281 281 [ACCATGTG [CACATGGT CACATGGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_281
282 282 mmmc CGAGTTAG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_282
5 283 283 \GCTAAGC 'AGCTAAGC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_283
284 284 smma GTTCCATG GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCST _|UDI_P7_284
, 285 285 TAGGATGC (GCATCCTA ‘GCATCCTA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_285
286 286 [GTTCATGG | CCATGAAC ‘CCATGAAC GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_286
287 287 TCGTGGAT [ATCCACGA ATCCACGA GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCA T _|UDI_P7_287
288 288 criceTic AATGATACGGCGACCACCGAGATCTACAC CTTCGITC ACACTCTTTCCCTACACGACGCTCTTCCGATCHT [Truseq_UoL [accrrerc — [cAGAAGeT ‘GAGAAGGT GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCXT _|UDI_P7_288




