Figure 8 —figure supplement 1

Alignment of Seguence 1: [LOCL01927501 Target.xdna] with Segquence 2: [Clone 7.

similarity : 167/343 (48.69 %)

E&q_l 1 CTCT T TG TCC T T TT O CATGHGTEACATEGCTTEETCCAGCTHECACCTTTTHEO CAC 60
nnnnnannannnnmnnm

E&q_z 1 CTCTCCCTTGCTCCCTC T CTTGCCATGTEACATCGCTTECTCCAGCTECACCTTTTEC CAC 60

E&q_l 6l ALMNTTETAAGCTTTETGACGTCCOCTCAAC AGARAGCTHEAGCAAATEC THHCACCATECTTCTT 120
i

E&q_z 6l TTETANGCTTTETEACTCCCTCARTC NEA A GAGCAAATECTGECACCATECTTCTT 120

Geg 1 121 GTACAGCCTACA=JAACEIEAAC CRA AT Pl m i o o o o o 149
T Tt

E&q_z 121 T A AU TRAC AT TA =y A TCOCACCGACCAGAATCATGECANSTEOETAAGAT AGTCS 1749

E&q_l 150  ==cccca=a AALCTTTTATTTTTATAAATTATCTAGCCTCAGETATTCCTTTATAGC AT 200

LT
Seq 2 180  COGOCCOOCARACTTTTATTTTTAT-—————— - ——mmmmmm o mmmm e 204

Seg 1 201 GCAAAACARRACTANCACACCCTTAAACCCTATATTTARGGCTGAGATCTTGGACCCTCCT 2640

Seq 2 205 ———mm—mm———e—m——————e GG--ATCCG-TARGTAAGG= === === === m = mm e = e 220

Seg 1 261 CCTAAAATTTACCTTAAARGGTCGAAGCAMGCACTAGTCTTGGAGACTATARMNTTGGARANA 320

S8 2 221 mm e 220

Figure 8 — figure supplement 1. Sequence alignment of gDNA from PINCR (Seg_1) and PINCR-S1
(Seq_2) clones. Yellow is the 44 nucleotide S1-tag inserted in PINCR-SL1.



