Days

LAM

: Seg- ) PB | Genomic : I nt egr ant - Host - Juncti on |Identity Sequence | Integration Genomic Locus /
e NO. oz Cells | Length HEIEET Sequence [%] Chemeseime Orientation Locus RefSeq Gene
Transplant Length

1 83%22 12 |wBc| 54 147 | TCCATTTAATACAGTt gaaagaccc | 100 4 olus | 48114519 1777bp+’gsc”eam of

1 738(353 12 |wsc| 177 270 | GACCAGATGTGGGAAL gaaagacce | 98.4 5 olus | 94448967 6025%3‘}3'3163”“ of

1 73%23 12 |wsc| 139 232 | TGCTATAGTTACCGO: gaaagacee| 100 10 minus | 121145584 187767bg|'.‘[‘K'g"°” 3 of

1 823?2 12 |wec| 26 119 | ATAAAAGEGAAGCCTE gaaagacce | 100 11 plus  |128037827 31372pr‘|‘_F|’1Stream of
78933

1 AOB 12 WBC 8 101 AATTAAAAt gaaagaccc too short

1 82%‘22 12 |wsc| 13 106 AATTACTGOCGGTt gaaagacce too short

1 833‘22 12 |wsc| 14 107 | AATTATTTTAGCATt gaaagaccc t0o short

1 733? 13 |wsc| 38 131 | CACACACACTCATAAt gaaagaccc | 100 1 minus | 155874598 14878pr‘|J|\‘;;tream of

1 72833 13 |wsc| 77 170 | GACCTCAGGTGATCCt gaaagaccc | 100 1 plus | 164251126 3588bg£‘E'gt1r°”1 of

1 | 78933 13 |wsc| 52 145 | TTGCTTACCOCACTG gaaagacce | 100 2 minus | 136728494 | 19044bp upstream of

D07 CXCR4

1 78%27 13 |wBc| 130 223 | ATGTCACAGACAAAG: gaaagacce | 100 2 olus | 17225602 41799b\5’8“,5’ﬁt1ream of
78933 1582bp in Exon 1 of

1 HO6 13 WBC 28 121 AACAAATGAGGT TAG gaaagaccc | 100 6 plus 2935514 DKFZp686115217

1 72?)?3 13 |wBc| 125 218 | CTTGAAGGGTGEGTG gaaagacce | 100 7 minus | 94707759 1187bpp'g',{l‘g°” 1of
80852 27533bp downstream

1 o 13 |wsc| 289 382 | CTOOCTATATGATTG gaaagacce| 100 7 olus | 43647712 P aonme

1 8(0:?)22 13 |wsc| 79 172 | CCAATAGCCTACCTTt gaaagacce | 100 8 olus | 62757554 32002b2'snp'|:”°”2 of

1 8(03%22 13 |wec| 80 173 | ATCGCTTGAACCOGR gaaagacce | 98.8 9 minus | 129009529 | 39830P Coppstream of




80852

no Refseq gene within

E04 13 WBC 51 144 TTTAAGTGAAACATCt gaaagaccc | 96.1 11 minus 104041347 next 100kb
78933 . 11307bp upstream of
FO6 13 WBC 27 120 TCTGICTTCAAGITCt gaaagaccc | 100 12 minus 107639068 CORO1G
80852 13 |wBc| 278 371 | TOCAGTAAGAGCTATt gaaagacce | 99.7 12 minus | 92744212 | 170593bp in Intron2 of
EO03 CRADD
80852 768bp in Intron 1 of
AQ4 13 WBC 26 119 GCCGTGCAATACCTTt gaaagaccc | 100 12 plus 15927381 STRAP
80852 no Refseq gene within
co3 13 WBC 118 211 TTTTGAGTACATCACt gaaagaccc | 100 14 plus 89156823 next 100kb
72?)?3 13 |wec| 17 110 | TTAAAATATTAAGAG gaaagacce too short
82222 13 |wec| 13 106 GATTTTGTGCTAG gaaagaccce too short
88%22 13 WBC 3 96 AATt aaaagaccc too short
80852 AATTAGEX
FO3 13 WBC 8 101 gaaagaccc too short
80852 AATTACCCT
HO4 13 WBC 9 102 t gaaagaccc too short
73%:;’3 14 WBC 62 155 CCCTTGITTCATCAG gaaagaccc | 100 2 multiple hits
80852 no Refseq gene within
AO7 14 WBC 33 126 ATAGAATAAAGGAAAL gaaagaccc | 100 3 plus 31122332 next 100Kb
79697 35854bp in Exon 9 of
C09 14 WBC 26 119 GGAACTACTTTTTCCt gaaagaccc | 100 4 plus 185981905 FLJ33167
80852 . 66256bp in Intron 7 of
AOB 14 WBC 60 153 CATAGITTCAAATAAL gaaaggccc | 100 5 minus 59965457 DEPDC1B
79697 . 117465bp in Intron 17
E09 14 WBC 93 186 GIGGGAGGATCCCT Tt gaaagaccc | 100 6 minus 109393783 of ARMC2
78933 no Refseq gene within
D08 14 WBC 29 122 ACTTTTAGGTCACTTt gaaagaccc | 100 7 plus 7671363 next 100kb
78933 11904bp in Intron 4 of
A0 14 WBC 49 142 GAAAGTTATTTAGI Tt gaaagaccc | 100 8 plus 124166005 MGC21654
80852 16703bp upstream of
Go7 14 WBC 24 117 GAACGGTCCTCTGACt gaaagaccc | 100 15 plus 48215414 ATPSB4




79697 14 |wec| 23 116 | CAGGATAGGATGCAGt gaaagacce | 100 18 minus | 40593847 | 28380bpin Intron 1 of
F09 SETBP1

78933 14 |wBc| 119 212 | TTAAGAGCTTGAGEX: gaaagacce | 99.2 20 minus | 30763159 | 5187720 Inton 3 of

72823 14 |wBc| 207 300 | ATACAGGTTCCAGER gaaagacce | 99.1 20 plus 237848 8887bpz‘é%"’|_r|‘égeam of

88%‘22 14 |wec| 21 114 | ACAAACAATGGAAGD: gaaagact c multiple hits

72%%3 14 |wec| 28 121 | CCAACGACCTTGATCt gaaagacce no hit

888?2 14 WBC 3 96 AATt gaaagaccc too short

00802 15 |wBC| 76 169 | GTGTGEOCTAATAAL gaaagacce | 98.7 2 plus | 36543852 | 40004PRIn fmiron 2 of

sgggz 15 |wsc| 159 252 | ATCTTAACAAACAGE gaaagaccc | 100 3 plus | 15815700 | 237220 psleam of

80802 15 |wBc| 89 182 | GTTAAGATATTTCATt gaaagaccc | 100 3 minus | 159553012 | 2424180P 1n Jairon 5 of

88%582 15  |wBc| 21 114 | TTTCATTCAAGAATCt gaaagacce | 100 13 plus | 77171831 41659,?&383226'“ of

oS 15 |wBC| 9 102 AATTGTGATt gaaagacce too short

88%592 15 WBC 3 96 AATt gaaagaccc too short

s 21 |wBC| 68 161 | TTTGATTCTTTGAGR gaaagaccc | 98.6 2 minus | 106249125 | ° Rer‘:?ai‘t‘ genie within

ferd 21 |wBc| 68 151 | TTTGATTCTTTGAGO gaaagacce | 100 2 minus | 2658697 | M© Refsed gerie within

88513‘?’2 21 |wBC| 128 221 | TACAAGGGTTATTTTt gaaagacce | 99.3 3 plus | 103277943 | "° Re;f;i? fggfb‘”“hi”

i 21 |wec| 137 230 | AATATGACTGACATC gaaagaccc | 100 5 minus | 10558333 | 401900P downetream

78333 21 |wBC| 167 260 |TGCTTTGTGTCGCAG gaaagaccc | 98.3 7 minus | 23111987 193b%‘;gfftg%am of

80852 21 |wec| 129 222 | AACCCAGTAATGGCTt gaaagacce | 99.3 7 plus | 130154856 | "° Refseq gene within




78933

16278bp in Intron 1 of

b 21 |wsc| 22 115 | AGGTGOCATTCCTTTt gaaagacce | 100 12 minus | 121193424 oop e
80852 21 |wBc| 75 168 | AACCTCTCAAGTGATt gaaagacce | 100 16 minus | 12406575 | N© Refseq gene within
A10 next 100kb
78933 . 612bp in Intron 1/
o 21 |wsc| 176 269 | CCCOCACCCACCTAC gaaagacee | 99.5 17 minus | 7181218 | O'20pInInron 1]
78933 49764bp in Intron 5 of
A11 21 WBC 86 179 TGCAAAGATTGITTCt gaaagaccc | 100 18 plus 27468862 BAGALT6
73?(3)3 21 |wsc| 115 208 | GTCTGGEGGTTCAAACK gaaagacce | 97.4 19 olus | 44428610 1159bp”1.|2p8sgeam of
80852 34074bp upstream of
28 21 |wsc| 101 194 | TOCOCTCAGTCCTCAt gaaagacce | 100 20 olus | 5573746 oD Lhotre
73??3 21 |wBc| 20 113 | AAAGBOCAATGAAGE gaaagacce no hit
7,2?):133 11 WBC 3 96 AATt gaaagaccc too short
78933 . 3791bp upstream of
st 21 |wec| 54 147 | CTGAATACTTACTATt gaaagacce | 100 16 minus | 28531941 ob Lpstle
73%?,’3 30 WBC 68 161 ACCCAAAGCAAAGACt gaaagaccc no hit
9084 13 |wec| 79 172 | GTCTTTGTTTCATAG gaaagaccc | 100 2 minus | 136732882 23434%’)(‘1(‘;’;36“ of
9085 13 WBC 285 378 ACTCTTTCACATGAAt gaaagaccc multiple hits
9086 14 |wsc| 110 203 | GAGCTGAGATCGCGC gaaagacce | 99.1 12 minus | 120560220 | 10060bp in Intron 1 of
LOC283385
9088 15 |wBc| 89 182 | ACATTGGCACATOGC gaaagaccc | 100 12 plus | 18867724 843362&;@?\;‘33’“ of
9087 15  |wBc| 233 326 | AAAAAAGAAAGAAGD! gaaagacce | 99.2 13 minus | 70133789 | "° Re;f;i? fggfb‘”“hi”
4065 152 |wBC| 212 305 | GGGGAAGGAAAAAACK gaaagacce | 99.6 1 olus | 181568775 106526%‘; n ! Imaron 5 of
9706 335 G 93 186 | CAAGGAGAGTTTGATt gaaagacce | 94.6 2 plus | 128781865 | 10617bp in Intron 1 of

HS6ST1




