Colorectal cancer somatic L1 Sanger sequences

In blue: nt. changes compared to reference genome or reference L1 (L1RP)

HKSS_Al_ 5PFS_C4A1FS_018
AATGCTCCATGGGATGAATCTTTGATCGGTAGGAGGTAGAATCAGGTATACTGATTG
TTACCCTGGGCAGGCTATGCAATCATACATTTTATATATATTCTTGAAGAACAGTCCT
ACAGAATCAAGCAACAAGTTGTGCCTTGTGGCAGCCAAATTGATAATGCATCTITITT
ATTTTATTTCAACCTATGTTCCTATTTCGTCTTCCTTTTCCCTCACTTCTACTCTCTGG
GATACATAATAAAGAACTATCATATAGGATCTTACCTGGGGCTCTGTTTTCCAAACT
GAGGCTATAACAGCCTATGTTTTTCTGATTCCTAAGTCCATTCCTAGGACACTGTGCT
GTATTTGTTCTAGGCACAAATCTTCAGGATGGTCTGACTCCCTGATGAGACACTAAT
GGCCTTTTGGAATTTTGATCATCTACCCCTTCCCTCTTCCCATTCCTTACCTCAAATCC
TGATCTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 470 549 98.8% 4 - 14763854 14764318 465

HKSS_POLYP5_A2
AGCATTAAAAACCTTAATACCAAGGTGCGGGGTAGGGGGAGTGGGAACCCCTCAGT
ATAAGGAGAGAGAGGAAAAGAATTGGTGCTGCTCTACATTTCCAAAGAAGAATAAC
TTCTGTGCTTTTTCTGGTTTTTCCCTCTTCTCTGTCTGTCTCACACTCTCTCTTGCTCAG
CAATCTTCCTTGTCTTTCTTGCTTATTTTTGTCTTATCTTACTGGCTTTCCTTTCTACCT
CTGATCTCCTTCTCTGTTACTCTC

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 270 325 100.0% 11  + 93913532 93913801 270

HKSS_A2GTG5PC4LR_A2ES 033 (long-range PCR 5’ junction with GTG primer)
CTTGCTGCAGTTTACTATCTCTCAGGTGCTTCCTATGGGAAGTTCATAAACCATTCTT
CCATAACCTTTTGTTGATCACCATTTCCATTAGGGACTCAATAAGACATGCTCAGTAT
CTCCACCAAGAACCATTTATTGCAAACCAGCTGTGAAACCAACAGGGGTGCTTTAGC
CAAATTAAATCCCATGTCGCAGAAGTCACAGATTTACAGCTCAAGGAAAAAAATCA
TCAGCAAGAAGAATCCAGAAGTCTCTGTCGGGCATTCTTCTCTCCATTATTTGCTTTA
GTTTCACTGTCTATGTTCATACCTGTCAAAATTGAAAACAAATATTTATGACAGAAA
CATAGCAGGAATTACCAATACTAATCAATTTTTCTTCTGCCAAAAATTCCTCTCACA
GTCTATACCATGTTTTGCTTCTTGGCCTAACTAAAAGAATCAATAAACTTTTAGTCCC
CTTT TTGCTTTTGGTGTTTTG

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 477 607 100.0% 11 - 93913788 93914264 477

In grey: 17/17 bp identity with L1RP (nt. 4990-4974)
INGFEY: 113/113 bp identity with L1RP (nt. 5806-5918)

TSD: 14 bp




HKSS_A9 1BV T, HKSS A9 1BV M
CTTTTTATTCTTTTTTTCTTTTCATTTCCCTGTCTGGGTAATTTGAAATATGCTTTCTTT
GAGCTTGCTGATTCTTTCTTTGCTTGATTGAGTCCACTGTTGAAGCTTTGTATAAAAT
TTTCAGTTCAGTCATTGATTTGTAGTGCCACAACTTTTGTTTGGTTATTTTTTATAGCA
TATCTTTGTTCTACTTTTTATTCTGTACATGTATTGTTTTCCTAATTTTATTTTTTTTTT

ATTTATGTTCTTTTGTAG CTAAGTGGGCTTCTTTAAAATTTTTTT-

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 282 360 99.7% 3 + 168480298 168480579 282

HKSS A9 312 LR_A9ES 071
AACAAGCGCACTGCAGTGGATCTCAGCCACAAGCTGAGCCCCAGTGACTCAGGATT
CAAGCCCACCGCAGCAGATTCAAGCTCCAGACTCCAGAGTGGACTCAGGCTCTGGG
CTCAACCCTGTGGACCCAGGCACTAAGCCTACACCTGTGGAACCAGGTGCTAAGCCT
GCCAAGCTTCTGACCCTACACCAGGCCCCAAGACTCTAGCAGCAAGTCTACCCATGA
ACCCTGCAAGATGGTCTTCCAAGAATCTTTGGATAAACTGACTAGTGGAACTTTTCT
TTCCAAAGCCTGTCTGTAAAGACTGAAATAGGTGCTTACTTTTTCATATGTGCACAT
ACTAATTTATGTCCACATAATCATAAACATCAGGAAAACATAATACCACCAAAGGA
AAAAAAGTAAAGCACCAGTAACTGACCCTTCCTTAAAAAATAGAGGTCTGTGAACT
TCCTGACAAAGAATTCAAAATAATTTTAAAGTGTGATATTCCCCTTCCTGTGTCCAT
GTGATCTCATTGTTCAATTCCCACCTATGAGTGAGAATATGCGGTGTTTGGTTTTTTG
TTCTTGCGATAGTTTACTGAGAATGATGGTTTCCAATTTCATCCATGTCCCTACAAAG
GATATGAACTCATCATTTTTTATGGCTGCATAGTATTCCATGGTGTATATGTGCCACA
TTTTCTTAATCCAGTCTATCATTGTTGGACATTTGGGTTGGTTCCAAGTCTTTGCTATT
GTGAATAGTGCCGCAATAAACATACGTGTGCATGTGTCTTTATAGCAGCATGATTTA
TACTCATTTGGGTATATACCCAGTAATGGGATGGCTGGGTCAAATGGTATTTCTAGT
TCTAGATCCCTGAGGAATCGCCACACTGACTTCCACAATGGTTGAACTAGTTTACAG
TCCCACCAACAGTGTAAAAGTGTTCCTATTTCTCCGCATCCTCTCCAGCACCTGTTGT
TTCCTGACTTTTTAATGATTGCCATTCTAACTGGTGTGAGATGAT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 481 481 100.0% 3 - 168480567 168481047 481
In grey: 535/535 bp identity with L1RP (nt. 5855-5321)

TSD: 8-13 bp

HKSS_A10_3BV_T
TCTATTTCTGCTGAGATGTATGATTAAATCCATAAATCATATCCATGGTGTCTTTATC
TAATGGTTGTTCAGCGACATCCTTAGGATTCTCTTTTGAAAATACTTTCTCATTTTCT
GCAATATAGATGGGCTAATGATTGTGTAAATCTTCAAGTTCTGGTTCTTCCTTGCATA
AAGATTTCTTCAATTGCTTGCTCTCCTCTTGTAGGTTACTATAAGTGATGAGGAGAA
ACCAAACCACTCCTTCAATCCTTTGCTCTGAAATCTCCTCAGCTAAATTTCTATGTTT
GTTATTCACAACTTCTGCCTTCCACAAAACACTAGAAGACAAGGCAGCAGCCATTTT
GTTTGCTACTTTGTAACAAAGATTACCTTTCTTCCAATTTCCAAGAACATGTCCCTCA
TTTATATCTGAGACCACAACAAAATAGACTTTAATGCCCTTATTTCTIRERERERERE



START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 451 473 99.8% 6 - 49811509 49811959 451

HKSS_POLYP5_B2
TCCTGATTTCCCTTATTAGTTCCATTTTTCCTTTTTCGCTTATACAGATGTTGGCAATT
TTTGCATGTAGCTACCCAGATTGACCAGCAAATTTCTTCAGTGAATTGCATGCATTG
CTCAGGCCAGCCATGACTGCTGTACTGGCTCTCTGTGGCCAAGTAGCTCTGAAGATT
ATGAGCTGTGTGGCTGACTGAGGGAACCATTCCAATCTGACAGATCTGTTTGCCTTT
TGCTTTTAGACCTGATCCTTGTCTTAGTATGACTTTTAATGTCAAATTCCAAAGATCA
AAAAAAAAAATTATCATTAGCTTAAACTTTTCANACAGTAACAGCAATTGTCTTACT
GTATTGAGTCAC

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 371 429 100.0% 5 - 63294465 63294835 371

HKSS_B2GTG5PC4LR_B2ES 048 (long-range PCR 5’ junction with GTG primer)
GACTTTAGGGAGGAGTTTGGAATATAGAACAAGGAGAACAAAGGGCAAGAATATA
GCATGTGTTAAAGAATAAGTTTGAGCCTGCATACACAAAAAGGGAAAGATAGAGAT
CTTCTAATGCTTCTTCTGTTTTAGAAGAAAACAGACTAGTTTTAAGCAATAAACAAC
ATCTTTACCATCAACACTTGGTCTACTCATCTATTTGCTTCTTGGAAAAAAAAACCCG
AAAACTCGGAACTCTGAATAAGAAAAGGTAAATATGTCATTCTCAGTATGAAAAGG
CTCAGAGCGATGTAGGCCTGTTGGTTGGTTTACTTTCTGCACCCTTGACTTCATCTTA
GAAAGTAAGCCATTGCTTTTGGTGTTTTGGACATGAAGTCCTTGCCCACGCCTATGT
CCTGAATGGTAATGCCTAGGTTTTCTTCTAGGGTTTTTATGGTTTTAGGTTTAACGTT
TAAATCTTTAATCCATCTTGAATTGATTTTTGTATAAGGTGTAAGGAAGGGATCCAG
TTTCAGCTTTCTACATATGGCTAGCCAGTTTTCCCAGCACCATTTATTAAAT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 352 492 100.0% 5 + 63294126 63294477 352

In grey: 217/217 bp identity with L1RP (nt. 4994-4778)

INBoId/GreY: 360/361 bp identity with L1RP (nt. 5552-5911)

TSD: 9-13 bp

HKSS B9ESL17 B9FS 068 (ES PCR, truncated L1, sequenced with FS primer)
TTATGGGAATTCAATGAGATCAGGTAAGTCTCCTGCCACAGATCCAGGCCAGTANN
NNNNNNTTGGTTATGGTTGCACAGGCACTGGCGATACAAAAACATGCCAGACAAGA
CCACTGCCCTTGAGGAGCTCACCTTTGAGAGTAGAAGAGGACCTGCAGNATTCCTTC
CACAACTGCCAATTCTTCATTGAAAACACATTAAATTGTCTCTGCATTTCTTCCACAA
CTGTGTGCATATTGGATCCATGACTCCAAGTGACCATCGCTTTGTGTTGTGACTAGCC



TGTGAGGTGAAATGAATGAAGAGTGGAAGCTTGGAAGTCTGGATTGTTGATTTCCA
AACTTGTTCTCCCTCCTGCAACTGCACAGGCAGTGGTGCTTTAGAAGGCCAAATGTT
ACGACTTCCTAATCTGGTAAAAAATATTATTCTAATTATGCAREERINNTINNAGTIE

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 440 473 100.0% 14 - 38408459 38408898 440
In blue: additional seq. from chr. 14 resembling translocation

START END QSIZE IDENTITY CHRO STRAND START END SPAN
9 50 83 100.0% 14 - 38408481 38408522 42

HKSS_B9ESL1 B9ES 026
GGGCACTGAGCTCAATAAGTGGAAGGGGCTAGCACTCGGAAAACAGAATCTGCAGG
ATATCAAATATAGATTACTACTTTTTGCAGTAATAATTGATGTATATGAAAAATTTG
ATTTGCTTCAATATGTTCCACAAAGTACTGGCTTTTATTTTCATGATGCTGGGCTCTT
CTGTATCCTGACCATTCTGTATTTGTGTTCTTTTATGGGGGACACCGTCTCTCTTTCA
GTCACATTTAATATTCAGTTTTTCTAGTGGTAGGAGGAGCATTTTAAAATGATTTCTA
TGAGTCCTTATTAGAAATGAACTCCCTACTGTGGCATCATAAGGTTTCATGTGTAAA
ACCATTAAACTTGAGAGCTGGAGCTGATGAGGCCTACCATCTAAGCACTTTATGTTC
AATAACATTTGGCCTTTCTCTGATGGCCAGTGATGATGAGCATTTGACTGGATTAAG
AAAATGTGGCNCATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTT
CATATCCTTTGTAGGGACATGGATGAAATTGGAAACCATCATTCTCAGTAAACTATC

TCAAGAAC
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 417 579 100.0% 14 + 38408055 38408471 417

IRBBIG/GEYE 29/29 or 27/27 bp identity with L1RP (nt. 5295/5293-5266)

In grey: 131/133 bp identity with L1RP (nt. 5638-5770), afterwards sequence continues, but
becomes low quality

TSD: 12-14 bp

HKSS_B10
TCAATACAAATCACCAACCTTTAGATGACACCCTGTCTTCAAAGTGCTTTCAAAGTC
TGGCAGAGGAGAAGTACGCAGTGGCTATAAGACCACCTAGGAGTTCAATCATGCAT
TCTAAGTAGCAGATCACTCGAATGTAATTGGCTAGTGAGTTCATTTTACTCTTCTCTT
CTTGGTCACATGTTACCGCCCTTGTACCGTGCACGTTCTCTTTCCCAGACTTACAAAG
CATGTTCTCTTGAATTCGTTCTCTTTTTAAATTCACACAGTCTTIRRNERRRERRERERR

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 273 310 99.0% 11 - 49247088 49247360 273

HZSS_B10104LR_B10ES_081

TTCCTGCTTCTTCGCAATGAGAATATTCAAAAATCTCGCTTCAAGGTGGTGGATAAA
TTACCTCAATTTGGTCATTACACAATGCACCCATTTAAACACACATCGAAACATCAG
GTTGTACCCTATAAGTATGCACAATTATTATGTGTCAATTATATTTTTGTTTAAATTC
TACTTCCAGTCACCACTCCAGAGGACTGCTGACGTGAGGAGGTTTTAGACAATATTC
TGTTCTGGCCTAGCCAAGGGATTAGGGAGGCAATGTAAGCCAAACTTCCTTTTTCAC
AGCAAGCTCTTGGACTGCAGGGATCAAATTTCATTCATCTTTTTATTCCCTTTTCCCC



TAGGTCCCAGACCCTTGCTCATAATAAGCATGTGGATGACTCGAATTGAATTGTAAG
AGTGAAAGACTCTTGTGAAAGAAGAATCATTATCATTCTCAGTAAACTATCGCAAGA
ACAAAAAACCAAACACCGCATATTCTCACTCATAGGTGGGAATTGAACAATGAGAT
CACATGGACACAGGAAGGGGAATATCACACTCTGGGGACTGTGGTGGGGTCGGGGG
AGGGGGGAGGGATAGCATTGGGAGATATACCTAATGCTAGATGACACATTAGTGGG
TGCAGCGCACCAGCATGGCACATGTATACATATGTAACTAACCTGCACAAGGTGCA

CATGTACCCTAAAACTTAGAGTATAAT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 433 722 100.0% 11+ 49246656 49247088 433

In bold+grey: 276/277 bp identity with L1RP (nt. 5743-6019) or 275/276 bp identity with L1RP
(nt. 5744-6019)
TSD: 1 bp

HKSS_2BVB12TBFS_B12FS_051 (T, section B)
CCCCATGTGGAAAGCTCAGTTTTCCCTGCTTCCTTTAAAGAGCTAGTAAGTGATGGG
CAGGAAGCTGCCTCCCCCTGGAAAGACCATCTCCTCTCCTATGTGTCTACAGGCTTC
TCTGTCCTCACTTCTGCATCCCCACTTTCAGGAGGAGAAAGTTGTGCAGGAGACCTT
GTTAAGCGTTATTAGCCTTGCTAAGCATCTGAAGTGCTGCTGGGTTCAAAGGTTCAA
ATCGAAGACTCTATTTTTAGCAAAATGAGGCTGGAGCAGACTGTTCTGAGCAGCCTC
CATTCCACAATGACAAGTACTTTAACAAGTCATGGTGTAACTTGGATTTATTAAAGT
AGGATCCCAATTTTTT]

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 358 467 100.0% 4 - 5237330 5237687 358

HKSS _POLYP5_C1
GCTCTGCCAGCAAACAGCCTGCAGACTCGAGCTGCAATGCCAGTGCTTCCTCGGGTG
TCCAGCCTGCCCACCAGCACTGCAGGTTTCAGACCTGCCCGTCCCCACAATCGTGTG
AGACAACCCCTTAAAATTATTTCTCTCTCTCTCTCTCTCTCCTCTCCATACATACACA
TCCTATTGGTTCAGCTTCTCTGGACAGCCTTAGCTAACACAGTTATATCTTTAAGGTT
CTTCTAAAACAGTCATGCTTCTAGCATTTGAACCAAACTAAACCAAATCAAAAGTAC
AAAACAATAAATTTGAGATCAAAATGTAAAAACATTATACCTGTTACATTGTCTCAG

CATTCCTTCTTTTACATTTT IAAAGAAGAAAGTAAAATATAGACACAATATTT.

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 397 483 98.8% 18 + 76594091 76594487 397

HKSS_POLYP5_C2
ACCTTATTAAAGGAGCCTATCCCTGGTGATTCTCAGAGGTGCTTTATCATCCTTCTAA
GGGTAACATCCCAGATGGTTCCAAGATACTAAGGTGATTATCTGTTGCTTTTTCGCA
GAAAAGAAGAGAAAAGGGACTCACTTATATATGTGTATTTACAACTACCGAAATAA
CTGGCATTATGCCTTATGGGCAAATTTGAGTCCCACTCACTTGTGAAGATTTTCTAAT
TTTTTCATATTCACACAGTCCTCCAATCTTTGCACTTCTGTTTTTGTGAGAGTGTCTTC



CATTTTAGTTTATAACTGATCTCTCTTTATGTAAATTAAAAATAAACAAATCCAGAAT

TCCAACTTAATATTTAGTGAAGAATACAGGCTGTGGCGATIGAAATACTTGTT i '

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 400 478 100.0% 4 - 68933134 68933533 400

HKSS C2GTG5PC4LR_C2ES 046 (long-range PCR, 5’ junction with GTG primer)
TAATATATCACTTCTAAATTGCACTTTTTTTTCTCTAGGATCATCACTTTACCCAACTC
TTTTGGATTATTATTATCAGCATAAAATATGCTATAATGTGTCTCCCATATTTTTAAA
AATCTTTCCTTTAACTTCACAACTTCCCTCAACTGTCAAATTTGGTCTGATCCCTTTC
ATTTAAAAACTTCTTAAAAGCAGTTTAAAAATTTACTGCATCTAATCCTCCTTCCATT
TTCTATTGAATCATTCCCATCCCTATCACATTAGAAAAACTTCTTTTATCAGAGTCAC
TAGTAATCTCTACTTCATCAAGCTCAATGGGCAATTCCCATGTAGGTCTGTGAGTAC
CCAGAGCCTGCACTGGACCTGCTGAAACAAGTATTTCAATCGCTTTCAAAAAACCA
GCTCCTGGATTCATTGATTTTTTGAAGGGTTTTTTGTGTCTCTATTTCCTTCAGTTCTG
CTCTGATTTTAGTTATTTCTTGCCTTCTGCTAGCTTTTGAATGTGTTTGCTCTTGCTTT
TCTAGTTCTTTTAATTGTGATGTTAGGGTGTCAATTTTGGATCTTTCCTGCTTTCTCTT
GTAGGCATTTAGTGCTATAAATTTCCCTCTACACACTGCTTTGAATGCGTCCCAGAG
ATTCTGGTATGTGGTGTCTTTGTTCTCGTTGGTTTCAAAGAACATCTTTATTTCTGCCT
TCATTTCGTTATGTACCCAGTAGTCATTCAGGAGCAGGTTGTTCAGTTTCCATGTAGT
TGAGCGGCTTTGAGTGAGATTCTTAATCCTGAGTTCTAGTTTGATTGCACTGTGGTCT
GAGAGATAGTTTGTTATAATTTCTGTTCTTTTACATTTGCTGAGGAGAGCTTTACTTC
CAACTATGTGGTCAATTTTGGAATAGGTGTGGTGTGGTGCTGAAAAAAAGGTATATT
CTGTTGATTTGGGGTGGAGAGTTCTGTANNTGTCTATTAGGTCTGCTTGGTGCAGAG

CTGAATTCAATTCCTGGGTATCCTTGTTGACTTTCTG
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 391 574 99.8% 4 + 68932762 68933152 391

In bold/grey: 631/636 or 626/631 bp identity with L1RP (nt. 3095-2461 or 3090-2456)
TSD: 14-19 bp

HKSS _POLYP5_C3

TTGGTTTGTCCTCCGAACAATTCTAAAAAGACTTTTTGACTTGTAGGACACATTTATT
CACTTGTCCTGAAAACCCTACCAATTCTTATGATCAAATTTTTATTTCTCTTCCTCTTT
CGTTTTTTCCCATTAATTTCTAATTTGCTATTTTTCTCAAATTCTCTATTGTGTATTAA
CTCACTTTCTTCAATCCTCCTTTCCTTCTGCTCTATCAAAGTATCACTTCCTAAATTAG
CCTTCTTGAGCTAGACAATATAGAATCTCACCACTACCTAACACTCCTCTTGTCTCTA
CTTTGATTTTATTCTAATACTATATATACTATGTACTATCTAGTATAGTGCATAGTGT

AATCATATATGTGATATATATAT AT I

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 378 430 99.8% 12 + 73901751 73902128 378

HKSS C3GTG5PC4LR_C3ES_044 (long-range PCR 5’ junction with GTG primer)
TATATTTTGTTATCTTAGCATTTGTAATATTTTACAGTTACACTTTTGTTTGATAATTT
GCATAAATGTCACCATTCCCACCAAACTGTAAGGTCCATGAAATATGGGACCACAC



ATTTTTGTTCATTTCTATATATTCAAAAATTTTTACAGTACATAGTATAAAGTGGGGT
TTCAAAAAATAGTAAGTAAATTATTTTTAAGTGAAAATCATATGAATTTGAAGATAT
GCCCTAAAATTAACAAATTAGTTTTAGGTAACTTACTCATGAAATTTTATTTCATGCC
TACATGATAATAAATATTCTAAGTGCAGAGAATATAGCAGTGAACAGAATTTAAAA
AGTGTCCTATTTCAGTTTACAGTAGAGAGGGAAAAATAGGTTGTGATATACATTACA
TAAATATAGTTTGAAGTCAGGTAGTGTGATGCCTCCAGCTTTGTTCTTTTGGCTTAGG
ATTGACTTGGCAATGCGGGCTCTTTTTTGGTTCCATATGAACTTTAAAGTAGTTTTTT
CCAATTCTGTGAAGAAAGTCATTGGTAGCTTGATGGGGATGGCATTGAATCTGTAAA
TTACCTTGGGCAGTATGGCCATTTTCACGATATTGATTCTTCCTACCCATGAGCATGG
AATGTTCTTCCATTTGTTTGTCTCCTCTTTTATTTCCTTGAGCAGTGGTTTGTAGTTCT
CCTTGAAGAGGTCCTTCACATCCCTTGTAAGTTGGATTCCTAGGTATTTTATTCTCTT
TGAAGCAATTGTGAATGGGAGTTCACTCATGATTTGGCTCTCTGTTTGTCTGTTGTTG
GTGTATAAGAATGCTTGTGATTTTTGTACATTGATTTTGTATCCTGAGACTTTGCTGA
AGTTGCTTATCAGCTTAAGGAGATTTTGGGCTGAGACGATGGGGTTTTCTAGATAAA
CAATCATGTCGTCTGCAAACAGGGACAATTTGACTTCCTCTTTTCCTAATTGAATACC
CTTTATTTCCTTCTCCTGCCTGATTGCCCTGGCCAGAACTTCCAACACT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 409 574 100.0% 12 - 73902120 73902528 409
In grey: 623/624 bp identity with L1RP (nt. 4619-3996)

TSD: 5-9 bp

SSFM_CT7nes6-1_C7FS_082 (nested PCR, 6/1)
CTTTTGGTGTTGACCTTGCTTAGTCTGGTAACTCGGTTCCTTGGTGATATATATTGTG
TAAAGTCTTTCTCAGGTGTCTACTACTCTGGCAGGATTGGAAAATTTTTCTTGAATTA
TTCCCTCAAATATGTTTTTCAAGTTTTTCACTTCTACTGCTTCTCTCTCAGGAATGCCA
GTAACCCATAGGTTTGGTCACTTTACATAATCGCATATTTTTCAAGGACTTTGTTGAT
TTTCTTTTCTTTTATTCTCTCTCTCTTTCTCTGTGTGTGGTCTGCCTGAGCTAGTTTAA
AAGGCTGAAATTCTTTTTTTTTTTTTNNNNNNNNNTTNNNNNNNNNNNNAAANNTTN

NNNNNNNNNNNNNAANTTNN

START END QSIZE IDENTITY CHRO STRAND START END SPAN
3 317 415 100.0% 1 - 158497739 158498053 315

Polymerase slippage between the two poly(T) stretches.

HKSS_C7 611 LWLR_C7ES_067
AAAAAAAATCCTATCCACACAAAAATAATTACAAAAATTAGAAGTGCCATCCTCTC
CAGATGAAAGGGATCAGTATAAGGATTCTGGCACCATAAAAAATCTGAATCTTGTG
ACATCACCAAAGAATTACACTAGCTCTCCAGCAAGGACTCATAACCAAAATGGGAG
CTCAGAAATGACAGGCAAAGAATTCAAAGCATGAATTGCAAGAAGGCTCAATGAAG
TCCAAGGCAATGTTGAAAATCAACACAAGGAAACTACTAAAGCAGTCCAAGAAATG
AAAGAAGACATAAACATGTTAAAAAGAAATTAATCAGAGATCCTGGAATTAAAAAC
TCACTTAATGTTCTCACTCATAGGTGGGAATTGAACAATGAGATCACATGGACACAG
GAAGGGAAATATCACACTCTGGGGACTGTGGTGGGGTCGGGGGAGGGGGGAGGGA
TAGCATTGGGAGATATACCTAATGCTAGATGACACATTAGTGGGTGCAGCGCACCA
GCATGGCACATGTATACATATGTAACTAACCTGCACAATGTGCACATGTACCCTAAA



ACTTAGAGTATAATEEIAAAARAAAAATATGCTATAAAAAAAAAAAANNAAAAAA

AAAAAAAAAAANNAAAAAAAAAAAAAAAAAAATTTTCAAAAAAA
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 344 660 99.2% 1 + 158497345 158497688 344

In grey: 228/229 bp identity with L1RP (nt. 5791-6019)

HKSS_C8 4BV_T
CTTCTTGACTTTTATATCTGTTGTTGCTGTCAAGAAATCTGCTGCCTAATTATATTTCC
TACAAAAAAAATCTTGATTGCTTTAAGAACTTTTTGGCATCAGTATTTTGCAATTTCA
TTATAGTGGACTTGAAGTTTGAATTCACACTTACTTATTCAGCTCATGACTTACTGTA
CTTCCTGAATCTTATGATATTTATCTTTTAGACATTGTAAAAAAATTCTCAGTCTTTTT
TCTCTCTGAATATTTCTTCTCCTTCATTTTCTATTTCTACTTCTAAACGCTTATTCTCAT

TCTTTCCTCCATATCTTTAGTTACTCCCTCACATGTTTACGTTTTTGTGATGCATTCTG
AATTGGAATTAAATCTCTTCCAGTTTACTACTTTTTICT I TR
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 394 425 99.8% 9 - 16037730 16038124 395

HKSS C8 13 LR_C8ES_065, HKSS_C8 14 LR_CS8ES 080
GGCACAAAACTCTCCTGGTTGTGAGGTCACGTCCTCAACCCAGACCACACAAGATCC
CCTGAATAGAGAAAGCTCCACTGAAGATGATCTCAGCTTCCAAAATTATGAAGAAT

ATTAGGAAATGGTTTCCCATGAGAGAGAACCAGTGGATAGAATACAGAGCGAGATC
AGATCCCCAGGCACTTCAGATAATAAATGTATTACATAAAGACTATAAGTAGGTTTA
AAAATGATTCAAAGCATAAAATTAGGAATTGAAAACATAATAAATTATGACAATAT

ATAAGGTACCATGAAAAAATAAAATAGAGATTTTAAAAAGAAACAAATGAAACTTC
TAAAAGTAATAAATATTGTCATCAATTTTAACAGATTAGACATGGTTAAAGCAAAAA

AGTATAAATGTCTTCTTTTGAGAAGTGTCTGTTCATGTCCTTCGCCCACTTTTTGATG

GGGTTGTTTGTTTTTTTCTTGTAAATTTGTTTGAGTTCATTGTAGATTCTGGATATTAG
CCCTTTGTCAGATGAGTAGGTTGCAAAAATTTTCTCCCATGTTGTAGGTTGCCTGTTC
ACTCTGATGGTAGTTTCTTTTGCTGTGCAGAAGCTCTTTAGTTTAATTAGATCCCATT

TGTCAATTTTGTCTTTTGTTGCCATTGCTTTTGGTGTTTTGGACATGAAGTCCTTGCCC
ACGCCTATGTCCTGAATGGTAATGCCTAGGTTTTCTTCTAGGGTTTTTATGGTTTTAG
GTTTAACGTTTAAATCTTTAATCCATCTTGAATTGATTTTTGTATAAGGTGTAAGGAA
GGGATCCAGTTTCAGCTTTCTACATATGGCTAGCCAGTTTTCCCAGCACCATTTATTA
AACAGGGAATCCTTTCCCCATTGCTTGTTTTTCTCAGGTTTGTCAAAGATCAGATAGT
TGTAGATATGCGGCATTATTTCTGAGGGCTCTGTTCTGTTCCATTGATCTATATCTCT

GTTTTGGGACCAGTACCATGCTGTTTTGGTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 402 569 99.8% 9 + 16037345 16037747 403
In grey: 608/610 (or 607/609) bp identity with L1RP (nt. 5244-4635)

TSD: 12-13 bp

HKSS_C9

TATTGTGAGTTCTAGTCCCAATTTGACTCTCTTTCCTTTGCATTTGGCTTCCCCAACAC
ATTTGGAAGCTTTTTAGAATCTTCTCTTTATCTCTGTGGTTCTAAAATTGTATAACAG



TGTATCTTACCTTATTCATTTTCTCGGTTATTCTATGGCCTCTTTCACCTTGGAGGCTT
ATGTTTTCAGTATTTAGATACTCACTCGAATTATTTTCCTTTCTTTAATATAACTTCTT
CTCCTTTGTGTTCTCTACTCTTATTTTTCTGCAGTTCTTACTAGTTCAGTGTTAGACCT
TCTGATTAGAGTCTAATTGTATTTTCTTTCAGGTAGATTTAGTTCACTTTGTCTTCAA

GAACATTTAGTGACATTTTAATTTAAGTTACTGAGTTTTTAATTTCAAAGAGTTTAAA
ATTTTTTTTTAAGTTTTTCATCAAAGTGCACCGTTCTTTATT T TARNERERREREREEE

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 455 507 100.0% 7 + 18573143 18573597 455

HKSS _9-135 C9ES 061 (C9 5’ junction from tumor 13 amplified by Taq, ES primer for seq.)
GGTCTCAACAGCCCTCCTGCCTCAGCCTCCCAAAGTGCTAGCATTACAGCTGTGAGC
CATCACGCCTGCACATGCAAGGATTCTTTCTAACCACATACACACAAACACACATGT
ACCCACTGAAAGGGCTGCTAAATGTCCATGCCGTCTATACCAGAACCCCTCTATGCT
ACAATTGCCACACAAATGATGAGCTTCCAAAGATCAAATGCTCATTTTAAATATGAA
GGCTCCCAACACGCAGGAGAGATCAAAACAAACATGAAAGGAGGAGAGCAGAGAA
AAAGTATAAAGTGCACGCAGAAAAATTAAAATGTGGTTAACTATAATTAATAGCCT
CTATCGAATAGAGGAAGTTACCTACTACATTAAAATAAAGAACGGGGAGGAGCCAA
GATGGCCGAATAGGAACAGCTCCGGTCTACAGCTCCCAGCGTGAGCGACGCAGAAG

ACGGTGATTTCTGCATTTCCATCTGAGGTACG

START END QSIZE IDENTITY CHRO STRAND START END SPAN

1 384 483 100.0% 7 - 18573583 18573967 385

In bold+grey: 100/100 bp identity with L1RP (nt. 3-102) or 98/98 bp identity with L1RP (nt. 5-
102)

TSDJ 13-15 bp

HKSS C11
ACACTTCGATAGATCTTTTCTCTGGCCAGTAAGAGGTCTTCAGAGGCTCCAGAAGCT
CATTAATATATTGAGCTTTGAAGTTTTTGATTTGGCAGAATTTCTATGTTGACTCAGT

ATCAAGTGACCTAATGCTCAGATTTCTTGTCAGCTAGTTATCTCCATGGGTTAGAAA
ATGCTGCTAGCAAAGCCATTTATTCTCTGTGGGTTAGAGAAAGTTGCTCTTCCAAAC
TATTGGTTAGACCCTTAACCCCAGCTTATAAATGTTTGTGGTGTTTCACAAGGTGGG
AACCAGGAACAATCAAACCATTGCATTTATAGTGTCTTCTGGGCTTTGCTAAGCTTG
ATGTAATCACCAAAGGGAAATAAACAGTGCCACTTTCCTCCTACCCCTAAGAATCTT
GTCTTGCTCCGTCAAATCCACACCATCTTTT]

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 431 516 100.0% 17 - 52762460 52762890 431

HKSS_C12
TTTTCTTTTCTATTATTCTGTATTTACTTCCTGACTGTTTCGTGAAATATTGTCATTTT
ATTCAAAGAATGAAAAGAGAAAATGAAAGGAGGTAAAATTAAATGAGCAAACTCT
ACATGCTTTAGCATGTTTGGCCTCAAATTTTGGTAGGGGAAGAGATTAATATAAGGT
TTCTGGACCATCTAAGACCTTGGTTGCTACATAATCATTGTTTCCTATTCTTTTTAAT
ATTGCATCAAAAGTTGATTGAGGCTGCCTATCATTTAAAATGAGATAGAGAGCTACA



ACTATCAGGAATGAATGGCCTGCAATGCAAATTTCT TR

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 323 357 100.0% 4 - 94641338 94641660 323

HKFM_C12101mwLR_C12ES_058
CAGTGCAGTATGGCATGGGCAGTTAGTTCCAGCAGATAGAACAAGCATCTTTTCCTG
GACATTTCCTGTGCAGTCTGATTGACTCCCTGATGTTTCCCATTCACTCCAAGCTGCT
TTTTCCCTCCTCCATTCAAAATTGCAGAATTCTCTCCCTGGTCTCAAGCTGCTGTCTC
TATTCTTAAACTATATGCTCAACTTCCTACCACCCCACCTTATTTTTTGATGAAGTCT
GTTTCATCATAGAATCCTTAAATAACAAATCTCATAGAAAAGAGTCTACTCTGCTCC
TGTGTATAACATTAGATTTTAATGATATGAAAGAACAAAGTCCAATAGTTGGTTTGG
AGAGTGAGAGCCCCCAAAAAAAATGACTACAAGAAGAGAACAAATGAGTACATAT
TAAGAAATTTCCTTGAAGAGGTCCTTCACATAGGTGGGAATTGAACAATGAGATC
ACATGGACACAGGAAGGGGAATATCACACTCTGGGGACTGTGGTGGGGTCGGGGGA
GGGGGGAGGGATAGCATTGGGAGATATACCTAATGCTAGATGACACATTAGTGGGT
GCAGCGCACAAGCATGGCACATGTATACATATGTAACTAACCTGCACAATGTGCAC

ATGTACCCTAAAACTTAGAGTATAAT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 412 677 100.0% 4 + 94640937 94641348 412

IRNGEeYE 22/22 bp identity with L1RP (nt. 4334-4313)
In grey: 220/221 bp identity with L1RP (nt. 5799-6019)
TSD: 8-11 bp

HKSS_POLYP5_D2
GGCTGCACTAGTGTGAGCTGTTACTATTGTTCTTCCTCTTCCATCATCACACTTCTGC
CTTCTCCCAAGCACCGCAGGCTTCTGCTTCCTTGCCCAGGAACTGTCCTTGTAGCAA
GAACTATAAACAGCAACGTGAAACCTACTTATAGGCAGATGAAAAGCAGATGCTGG
AAGCCAGCAGGAAGTGCTCACCTGGGAGCCTGTGTTTCAAGCTTCAGAGGCAGACC
TTTGCTATAGCTAGAAGTGAAGCCACAGTGAAGGGGGCCTTGTGGTAGCTGCCTCTG

GAAGCTTGCCCAACCCTCAACCGCTGAG CATGTCAGGGCTATTTTTC-

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 331 409 100.0% 4+ 10642314 10642644 331

HKSS D2GTG5PC4LR_D2ES 042 (long-range PCR 5’ junction with GTG primer)
GGGCAATGGGGTCTCCACTGGAGTGAGAGTATTTTCTGCAGTTTACCCTTCACTCCA
CATAAGCTCCTCTTCCTGCTGAAGTCATTCTGCATCCTTAGTGCAGACCCAGATTATT
AGAAACCCCAATGATGGGAACCACCTGCTGTCTCTCTACCTCCACTGAGGCTACTGC
TTCAACCAGCAAAACCCCAGTAACAACATTCCCACTCCCCATCCCTTTCATACCAGT
CCTCCAGCCCCAGGAGGCCTGTGAAACCCCACTGAGTAAGCCTCCCCACACCCCAA
GCAAAACTCCCAGCCTCCCTCCAACTGTCCCTCAGGAGGCCTGTTCTTCTCTACTTAA
GGGTCGAAATCATGCTAGAAACTTTAAACATGACTCCCTGTATTCTCCCACAGCTAA
AACACACCCAAGGCAAAAATCCTACATTCTGATCCAATGCTTTAATTTTTTTACATG
AAAAATAGCCCTGACATTTGGGTTGGTTCCAAGTCTTTGCTATTGTGAATAGTGCCG




CAATAAACATACGTGTGCATGTGTCTTTATAGCAGCATGATTTATACTCATTTGGGT
ATATACCCAGTAATGGGATGGCTGGGTCAAATGGTATTTCTAGTTCTAGATCCCTGA
GGAATCGCCACACTGACTTCCACAATGGTTGAACTAGTTTACAGTCCCACCAACAGT

GTAAAAGTGTTCCTATTTCTCCNCATCCTCTCCAGCACCTGTTG
Probably 9 bp has to be deducted from this due to extension into similar, but
not identical sequence:

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 483 729 99.8% 4 - 10642607 10643100 494
In bold/grey: 259/260 bp identity with L1RP (nt. 5626-5367)

TSD: 13-18 bp

HKSS_D7

TTGTATTTCATATTGAGTAGGTTGTGGTGGTTGTGTTCTTTAAGGAAGTGGTATATTC
AATCAAAGTTCTCAAATGTATGGATGTAGAACTCTGTAGTATTCCATATTATCCTTTT
GATTCTGTAAGCCCTGTAGTTGATATCCTCAGTTTCCTTCCTGATATTTGTAGTTTTTG
CCTTCTCTCTTTTTTTTCTGCAGACTTCCTAGAAGTTTGTCAATTTAATTGACCTTTGT

CAAAAACCATCCCTTTGTTTCATTTAATTTTCTT TR
TITTITITTITITITITITITT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 269 315 100.0% 1 + 71198133 71198401 269

HKSS_D7ESL1M_D7ES 023
GCATTCTTTTCAATGCCCATGGAACATATTCCAAAGTAGATCATACCCTCAGCCATA
AAATAAACCCCACAAATTTAAAATAATTGAAATGATACAGAGTGCATTCTCTGATAA
CAGTGGCATCAAACTATAAATCAGTGACAGAAAGATGGTGAAAAAATTTACCAAAC
ATTTGTAAACCAAACAACACATGCCTAAATAATTCGTGGGTCAAATAGGAAATCTCA
AAGAAAATTTTTGATGAAATACAACATATAAAAACTTTTGAGTGACAGCCAAACCA
CACTGAGAGGGTAATTTATAGCACTAAATGCATACATTAGAAAAAAAGAGAATTTC
TAAAAAAAAAAAAATGTAAACTCCATCTCAAGATCCTAAAAAACAAATATGAAATA
AACTCAAAGCAAGCAAAAGCAAGGAAAAATCAAAAATAAGAGCAAAAATCACTGA
AACTGAAGATAGAAAAATAATAAAGAAAATTACTGGGTATATACCCAAATGAGTAT
AAATCATGCTGCTATAAAGACACATGCCCACGTATGTTTATTGCGGCACTATTCACA
ATAGCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAA
AATGTGGCACATATACCCCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCAT
ATCCTTTGTAGGGACATGGATGAAATTGGAAACCATCATTCTCAGTAAACTATCGCA
AGAACAAAAAACCAAACACCGCATATTCTCACTCATAGGTGGGAATTGAACAATGA
GATCACATGGGACACAGGAAGGGGAATATCACACTCTGGGGACTGTGGTGGGGTCG
GGGGAGGGGGGAGGG

Sequence becomes low quality after 360 bp due to poly(A) stretch> many nt. changes (not

shown)
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 482 860 99.4% 1 - 71198391 71198873 483

In bold+grey: 189/195 (nt. 5511-5705) or 185/191 bp (nt. 5515-5705) identity with L1RP,
afterwards sequence continues, but is low quality
"TSD: 10 bp deletion



HKSS_D8 (KIAA1217)
TATCCTGGATTATCTGTGTGGGCCCAGTCTAATCCTATGAATTTTTGAAAGTAGAGA
ACTTTCTCCAGTTTGGATTAGAGAGATGTGGCAGAAAAGGAAGTCAGAGAAATTCA
AAGCTTCAGACATACTCGACTCAATGTTTCTGGCTCCATGATGGAGAGGCCAATAGG
ACGAGGATGCAGGTGGCTTTAAGAGTCTGAGAGAAGCTCCCAACTGGCCATCAGCA
AGGAATTTGGACCTCAGTCCTGCAACTACATGAAGCAAATTTTTTTCAGCAGATATG
AACCTGGAAATGGATTCTTCCCCCAGAGCCTCCAGGCCAGCTGACACATGGATTTCC
TCCTTGTGAGCCTCAGAGCAGAGAAATCAATTGAGCCACCAGGACT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 389 455 100.0% 10 + 24150440 24150828 389
HKSS_D12

TTTTCTTCTGTATTACTCCCTTCCTTTTCAGGTGTTCCATTACTATATTCACACTGAAG
TCCACGAGAATCTCAGAGACAGGTAGGTAGCAACCTCCTTAGGTCTATACTTGAAGT
CCCTTTGTAAGTCAATATTCAGCTGAGTTAGGCATCAGTCACTTAGGAAACTGCTTC
AGGTTTTCATCATATTATGTGCTGTTATTTTAGTATACTTATACTATGGGGCTTAGAA
TTATCAGATAGACATAATACATAGTTTATCTGGTAATTCACTCATTCACTCAAAATTC
ATTAACAGTACACTACGTGTAACGTATTACTATACAATTTTTCAAATGTAGTAAGITT

GTT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 350 406 100.0% 7 0+ 77937927 77938276 350

HKSS_D12ESL1_D12ES_006
ATTATGTAATTCTTTTTTATGGCTGCATAGTATTCCGTGGTGTATATGTATCATATTTT
CTTTATCCAAACCACTGTTGATGGGCATCTAGGTTGATTCCTTGTCTTCGCTATTGTG
AATAGTGCCACAGTGAACATCCAAATGCATGTGTCTTTTTGGTAGAGCGATTTATTT
TCCTTTGGGCATGTACCCAGTAATGGGATTGCGGGGTCAAATAGTAGCTCTGTTTTA
AGTTATTTGAGACATCTCCAAAATGCCTTCCATGGTAGCTGAACTAATTTACATTCCC
ACCAACAGTGTGTAAGTATTCCCTTTTCTCCACAGCCTCACCAGCATCTGTTATTTTT
[TTCCTTTTTAATAATAGTCATTCTGATTAGTGTGAGATGATATCTCATTGTGATTTT
GAATAATCATTTTAAACAATATCATTGGGAGATATACCTAATGCTAGATGACACATT
AGTGGGTGCAGCGCACCAACATGGCACATGTATACATATGTAACTAACCTGCACAA
TGTGAACATGATCCCAAAAACTTAAAGTATAATEAAAAAAAAAAAAAAAAARAA C
AGCACAAAATATGATAAAATCCTGTAGCAGTTTCCTAAGTGACTGATGCCTAACTCA
GCTGAATATTGACTTACAAAGGGACTTCAAGTATAGACCTAAAAGAGGTTGCTACCT
ACCTGTCTCTGAGATTCTCGTGGACTTCANTGTGAATATAGTAATGGAACACCTGAA

AAGGAAGGGAGTAATACAGAAGAAAAATGGTAGGCCAAGAAATGGG
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 424 424 98.9% 7 - 77938271 77939015 745

Sequence becomes low quality at the L1 junction.

In bold+grey: 121/128 bp identity with L1RP (nt. 5892-6019), or 121/127 bp identity with L1RP
(nt. 5893-6019), afterwards sequence continues, but becomes low quality

[poly(A) continues in the background; after poly(A) there’s no polymerase slippage and the
3’junction is readable]

TSD: 5-6 bp




HZSS_D1213LWCR_D12ES_084
TTATGTAATTCTTTTTTATGGCTGCATAGTATTCCGTGGTGTATATGTATCATATTTTC
TTTATCCAAACCACTGTTGATGGGCATCTAGGTTGATTCCTTGTCTTCGCTATTGTGA
ATAGTGCCACAGTGAACATCCAAATGCATGTGTCTTTTTGGTAGAGCGATTTATTTTC
CTTTGGGCATGTACCCAGTAATGGGATTGCGGGGTCAAATAGTAGCTCTGTTTTAAG
TTATTTGAGACATCTCCAAAATGCCTTCCATGGTAGCTGAACTAATTTACATTCCCAC
CAACAGTGTGTAAGTATTCCCTTTTCTCCACAGCCTCACCAGCATCTGTTATTTTTTT
TCCTTTTTAATAATAGTCATTCTGATTAGTGTGAGATGATATCTCATTGTGATTTTGA
ATAATCATTTTAAACAATAGCATTGGGAGATATACCTAATGCTAGATGACACATTAG
TGGGTGCAGCGCACCAGCATGGCACATGTATACATATGTAACTAACCTGCACAATGT
GCACATGTACCCTAAAACTTAGAGTATAAT)

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 423 441 98.2% 7 - 77938271 77938692 422

In bold+grey: 128/128 bp identity with L1RP (nt. 5892-6019), or 127/127 bp identity with L1RP
(nt. 5893-6019)
TSD: 4-5 bp

HKSS_E3 E3FS 063
CCAAGTCCCTTTGCCTTTGATTCATTTTAGACTGTGGTCTTTTATTCTGATTTAAAAA
GCCCACAGAATTGGATATATGTATCAGCAGCATGAAAAATTAACATAAATCTGACA

AAAATAACCTTTAAGATAGTAAGAAATTTTCACTAAAGTTATTTTT-

Note: low quality sequence
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 160 295 100.0% 4 - 115891758 115891917 160

HKSS_E7-10/1
ATTTGGTCATATGAAAAGCTTGAGAAATTAATTACATTATTAAGAGAGATGTGACTT
TATTTGTTCTGCAACTAGTTACAAGAAATAATAGAGGGGCATTTAATGAGCATTTAC
CATGCTCCAGGCACCCAATATTAAGTAATTTACATAACTCTTCTCCTTTATTCTTTGC
AAGATGGAGAGGGTAGGTTGTCTTATCCACATATTATACACAAGGTGACTGAGCCTC
AAGGACAGAACTCTTGTCCAAAGTCACAAAGGTCTGGTGTGGCAGACCCAGAATTC
AGAATCAAGAGTTTTGATAGCAAAGGCCAGATCCTTTCCATGGTGAAATACTGCAGT
GCTTGAAATAGGGAGGGAGAACTATTATAATAAATGTGTTATATTATAGGATGTGTA

TGTGTTTT]
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 413 442 100.0% 22 - 35043271 35043688 418

HKSS 2BVESTB_CIlo4E8FS 029 (CYLD gene, about 1.9 kb away from two exons)
CTGAATATTTTTATTCTTAGAATTTCAGTCTATCAAAAATTCTAAAATTTATTCAGCT
ATTATCTGTTGAAACATTGCCTTTTCCCTATTCTCTCTAGTATCTCCTTCTGGAACTCC



AGTTAGAATCCATATTCCATGTCTATTATCCTCTCTTTCTTGTTTTCTAACTCTTTATC
CCTTTGTGCAACATTCTGGGTACTTTCCTCAGCTCTGTCTTCCAAATGAGCAATTCTC
TCTTCAGCTGTGCACACTGCATCAATGAGGTAACATCATGATATGGTTTCTATTTCTG
GAGATTCTGTCTTTGGTTATTTGATTCTGTTTATCAAATCTGTTTTACCTTTCATTGTC
ATCTAGTTCTTTTGTCTCTTCAATCATTTAAGAACATCTTATAGTCTCTTTTAGACTAT
TTAATTATTTTAGATTTTTTTI

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 432 523 100.0% 16 - 50823644 50824075 432

HKSS_ESESL1M_ESES_032
CCCAGTAATAACATAGGTTGAATACTGAGTGATCCTCAGAGTGGGTAGGGAGGGAT
CAGGGCATCTCTGAATATATCTCAGAGTCTGAATGCCTTGTGGGACTTGAAAGGGCC
CTGGGAAGTTCTTACACCCCCTGAAGGGTACACTGTCCCCTTCACCCCTGCAAACAA
CCTCTTCATATTGAGAATCACTTTTTAAAGATTATAAATATTCTAAGTTGGCTCTTTT
TCAAGAGTAATTCTTCCCCTCCACTAGCATTTCATTTTGACAGACAGAGTCAGCAGA
TGCAACAAATAGGAGGATAAGGTGGGAATTGAACAATGAGATCACATGGACACAG
GAAGGGGAATATCACACTCTGGGGACTGTGGTGGGGTCGGGGGGAGGGGGGAGGG

ATA...
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 306 398 100.0% 16 + 50823332 50823637 306

In bold+grey: 91/92 bp or 93/94 identity with L1RP (nt. 5804-5894 or nt. 5802-5894), afterwards
sequence continues, but becomes low quality
TSD: 7 bp deletion

HKSS_E9
ATTAGCTGGTAGTGGTGTTTCCTTTCTATACATGGAGCTTCTTTCAAGATCTCTTGTA
AGGCAGGTCTGGTGGTAATGAACTCCCTCAACATCTACCTATCTGAAAAGGACCTTA
TTTCTCCTTCACTTAGGAATCTTAACTTAGCTGGATATAAAATTCTTGGTTGAAGATT
TTTTCTTTAAGAAAGTTGAATATAGGCCCCCAGTCTCTTGGTTTATAGGGTTTCAGCT
GAGAGTCGGCTGTTAGCCTCATAGAGATCCCTTTGTAGGTAACCTGCTCTTTCTCTCT
AGGTGACTTTAACATTCTTTCTTTCATTTCAACCTTGGAAAATCTGAGGATTCTGTGT
CTCAGGGATGATCTTCTTGTGTAGCATCTTGCAGAAGTTATCTGTATTTTCTGAATTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 405 454 99.8% 4 + 98861078 98861482 405
HKSS_E11

CTTGACTACNCTGAAAAAAATTCATGTTAGATCTGGGTAGGAAACAACCTTGAATAA
TTTCTACTGAACTTTACAAAACACAAATGCAGCATAGAGAAAGGTTTAGTCTCCAAA
ATCTCTGTTCATTTCTAGGTAAGTACTTTTTCTTTTGCTTATTTTCGGGTCTTCTCCCC
CCACCACCGCCCCCCACCCCCAACACACACACACACACAAAATTTGTTGCTGCTGTT
AAAAAGAACCTTGCCACAAATTCAGTTACTTAGAAGCTCCAAGGTGAATTGACTGA
AACTCGAATACAATTTTACTGACAGCCACATAACTCAGTACAAAATGGGGCCTTCTG
GTATTTTCTTTTCTGTAAGAAAATAAACAAAAAAATGTGCAGAACTAGTCAAAACAG




AATTACAATAGATGATGGCATTGGGGGTGAGAAGGAAGGAAAGAAGGAATAAAAG
AAAAAAATTTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 464 464 100.0% 1 + 81376404 81376867 464

HKSS_F3_5 F3FS_072
GGCCTTCCTCATTGTTCCCTCTAAGGCTTTGCACAGCAGGCAGCTCNNCNNAGAACA
GGCGCCCCGTCATGGTACAAATCTTCCAGAGCCTTCTAAAGCTTTTGCCTTGGGGAA
GCCATTGTTAAGCACTCCAGCTTCCATCAAAAAATCACTTCTCTGATCATCAACTTCA
TTAGAGGCAGGGCCACACAAATTAGCCCTTGATTGTTTTTAAATTGCTTTCTGTATGA
CTTTTCTCTCCAACTACCTGATGAACTCCATATTTCATTTTTTTCTGTGTCCTTTACAG
CATGCGGCTCTGTACTCTGTACATAGTANAAGCTCCGTAGAAATTGGCTGATTGATT
AATTATGAAAGGGCCCATAGATCAGGAGATACNCCACAAGAAAGAAGAAAAAATT
CCACGACAGAATACTTGACACACACTTTACAATTTATCATGCACCTTCACAAACATG

ATTTTATCTTNNCNN T T

Seq. continues but becomes low quality
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 468 528 99.6% 8 + 40618899 40619366 468

HKSS_F5 F5FS_036 (metastasis)
CTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGANCACGAGGTCA
GGAGATCAAGACCACCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACA
AAAAATTAGCCCTGCGTAGTGGCGGGCACTTGTAGTCCCAGCTACTCCGGAGGCTGA
GGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATTGCGC
CACTGCACTCCAGCCTGGGCGACAGAGCCAGACTCCGTCTCAAAAAAAAAAAAAAA

AAAAAAAAA...
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 289 492 100.0% 4 - 128239655 128239943 289

Polymerase slippage on poly(A)stretch, so sequence afterwards is not readable, but poly(T)tail is
later visible.

HKSS_F5 7 LR_FSES_093
CTGTACAATCCCTATAAAAGGAAATTTGGCAATATCTTGCAAAATTATATATACATT
TATCTTTTGACCTAACCATTCTACTGCTAGGACTCTATCCCAAAAATACACTGATAAC
AGCCATATGCACAAGTCTATTTGCTGTACTGCTACTTGAATTAACAAAAGACCGGAC
ACAACTCAAATGTTCATCACCAAGTGGTTAATTGAAAAACTAGGGTACATCTATGGT
ATGGACTCCTGTGTCATTTTAAGAAGCAGGAGAAATATTTCTATATAGTACTGTGAA
GTTATATCCATAGATAAATTAAGTGAAAATAACAAGATAAGAGAAAATAGTATATA
GTAGCCTATCACTGATCCAAGAAAGAGAGGCAATACAAATATATAGTATTGGTTCC
AAGTCTTTGCTATTGTGAATAGTGCCGCAATAAACATACGTGTGCATGTGTCTTTAT
AGCAGCATGATTTATACTCATTTGGGTATATACCCAGTAATGGGATGGCTGGGTCAA
ATGGTATTTCTAGTTCTAGATCCCTGAGGAATCGCCACACTGACTTCCACAATGGTT
GAACTAGTTTACAGTCCCACCAACAGTGTAAAAGTGTTCCTATTTCTCCGCATCCTCT



CCAGCACCTGTTGTTTCCTGACTTTTTAATGATTGCCATTCTAACTGGTGTGAGATGA
TATCTCATAGTGGTTTTGATTTGCATTTCTCTGATGGCCAGTGATGATGAGCATTTCT
TCATGTGTTTTTTGGCTGCATAAATGTCTTCTTTTGAGAAGTGTCTGTTCATGTCCTTC
GCCCACTTTTTGATGGGGTTGTTTGTTTTTTTCTTGTAAATTTGTTTGAGTTCATTGTA
GATTCTGGATATTAGCCCTTTGTCAGATGANTAGGTTGCGAAAAATTTTCTCCCATGT
TGNAGGTTGCCTGTTCACTCTGANGGAGTTTCTTTTGCTGNGCAGAAGCTNNTTTAG

TTTAATTAGATCCCATTTGTCA

START END QSIZE IDENTITY CHRO STRAND START END SPAN

1 392 398 100.0% 4 + 128239153 128239544 392

In bold+grey: 601/609 bp identity with L1RP (nt. 5616-5010), or 599/607 bp identity with L1RP
(nt. 5614-5010)

HKSS_F8
GTCCCTTCCAGTGCCCTGATGTCTTAGAAGTGCTGGGTCCAGGTTGGCCCAGGTATC
CATATTTTGTGAAACTCACAACTATTGCCTCTTTTCCAGTCCTAGGGAGTTCAACAGC
ACCAGAGGGCTCATCCTATATTCCCTAAACACAATACAGAGGTCATACCCTTTCTGA
AGACATTTAGATTGTCTTCTCCACTAACTACTGCCCCAATCCATCAGGCAGTTTCTCT
CCTTTGACCCTTCAAACACAAGAGACTCTGTTTTCTGGATCCCAGGACTCAGTTTCCT
CC

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 307 362 100.0% X + 24283494 24283800 307

HZSS_F8104LR_FS8ES 091
TAAGGAGTTAGATGAAAGAGGACAGCAAAAGGCAGAGCTATTGATCCAGAATTGTG
AGATATTCACTCACAGCAGAGGGAGAGCAAGAACATTGCCATACAATGATGTCTCT
GCACCAGGAAGCAGACCATAAAAGACTTCTCATATAGTCTGTGAATGCAGGGTTGG
GCAGAGTGCGTTTTAGAAAGTTCATCATTTAAAGGATTAAAATGTATGCCATGAGAC
TATATATCTCTATAGATATCTATGTCTAATTATATAGAGATAGATACCTATCTCTCTA
TATAGAGATAGATATCTATATCTCTATATATCTTTATCTCAATGTGTTCTCTCATCGG
ATAAACTTGGGTTTTGGACGCTAGTATCTATCACCTTAGCCACCTTAAGATAATTCTC
GAAACAGAAAAGGGGAGGAAGTGTAACATAAATAAGCTTGCGGTGTGTTT

AACTAGTTCAACCATTGTGGAAGTCAGTGTGGCGATTCCTCAGGGATCTAGAACTAG
AAATACCATTTGACCCAGCCATCCCATTACTGGGTATATACCCAAATGAGTATAAAT
CATGCTGCTATAAAGACACATGNNCACGTATGTTTATTGCGGCACTATTCNCAATAG

CAAANNACTTGGAACCAACCCAAATGTCCAAC
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 465 738 100.0% X - 24283785 24284249 465



INBBIGIGrEY 334/336 bp identity with LIRP (nt. 5262-4927) or 331/333 bp identity with L1RP
In bold/grey: 205/210 bp identity with L1RP (nt. 5422-5630), or 204/209 bp identity with L1RP
(nt. 5422-5630)
TSD: 13-16 bp

HKSS_F10
CTATGGATATTATTTTTATAGAAGTTACGTGCTTTTCTATTTCTTTTGTAACAAATAA
CAATTAAGTAGCTTAAACAACAAAGATTTATTCTATCAAAGCTCTGAAGTTATTAGT
TTGAAGTGAATTTTATGGGGCTAAGGTCAAGGTGTCAGTGGAACTGCTTTCCTACTG
GTGCTCCAAGGAAGAGTCTATTCCTTGCTTTTTCCAGCTTCTAGAGGCTGGCAATGTT
ACTTGGCTTCCTGACTGCAGCACTGCAACCTCTGCTTCCATCAGCGCATCACCTTCTG
TGACCTTGACTCTCTTGGTTCTCTCTTATAAGGGCTATCACAGGAATGAAACAAACA
TTTCTAAATAACTCATGAGCCAAAGGAAAAAAAATGGAAAATTTTTTAAAAATTATA

GCTACATTGTAGTTGAAATTCTTTCT R
TTITTTTITTIITTITTITTITTITTITT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 428 491 100.0% 14 - 83827175 83827602 428

HKSS_F11 101 F11FS_070
TTCATGTGATGATGGACTGAGATTGTTTTATGATTGATAAACTCAGGGGATATAATG
TATCATTTTTGAAGTAGGTGTTATGGTGATTGGTTTAATAATGATAGGAGGTGTCAA
AGATTAAAAATATCAAGGGAAATGTCTATATAATATGCAAATGACTGTTAAGTGCA
AGCATTTTTAACTAGATGGAGACAGAAAGCACATGCGCCAAAAAGACTAGAACATC
ATTCTGTCTGGAACCCTCTGCTTCATCCAGACACCTGGAATACTTTAAAGTTCATTTC
TGGAGTGAGTTTATCAATCTCTCAGAGAACGTTCTCTCTCATAATTCAGAGATATAA
ATACAACATTGCAAAGTTGACAATCTTGTAAAAAAGTAGTAAGTAGACAGAACATT

TTTTAGCAATATTCTTTTTTTAATAAATGCTTCTATTGGAAGAATAATGAATTCTTF

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 453 517 100.0% 16 - 63305233 63305685 453

HKSS G2 4BV _P
ATCAGCAGTAAAACTTGGGGGCAGAGCAGGGTTTTCTCCCAGGGCACAATGATACA
AGGTCTATTTTTATGTAATGAAAAATACAGCACATTTGTTACATAAAACCATCTGAG
TGCCAGGGATGACAAAGCATATCGCAGGGCAAGCAAAACACATTCTGCTGAGGCAA
TGTCTGTCTCTATCTCTAGCTCACTACAGTGATCCACTGGGGAAATCAAGGCGGAAG
ATGGAAACACATCCAGCACACTTTAAGCTACAAAGTTAGCAGTAAGGATTCTTAGA
AAAGACCTTGAGGACATTTGGTTCAACGTATCTGTTGAAGAAAAGAGAAGTGACCT
GCTCAGTCTCAAACTAAGTATTTGGCAAAACTATGTCTAGAAATAACACTGGTCTCT
TGACTACGTGTGATGTTATGAGATGCTGTTCCTCGTGTCCCTTTTGATACTATGTAGC
CTACTGTATCAAAGATAAGCATAAGCTTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 484 569 100.0% 15 - 94058563 94059046 484



HKSS_G2_12 LWLR_G2ES 078
ATACGATTCAGTCAATAAGAAATGCCCAGAGTATGCAAATCTATAGAGACAGAAAA
TAGACGAGTAGATGCCTAGCACCAGGTGTTTGGGAGGGGGTGGTCTGGAGTGACTG
CTAATGGATATGGGATTTCCTTCTGGGGTGTTGAGAATATTCTAAAATTGATTGTGG
TGGTGGTTGCATAACTCTGAATATACTATAACCCATTGAATTGTACACTTTCAATAG
GTGAACTTTATGGTATGTGAGTTTTATCTCAAGTTGAACAATGAGATCACATGGACA
CAGGAAGGGGAATATCACACTCTGGGGACTGTGGTGGGGTCGGGGGAGGGGGGAG
GGATAGCATTGGGAGATATACCTAATGCTAGATGACACATTAGTGGGTGCAGCGCA
CCAGCATGGCACATGTATACATATGTAACTAACCTGCACAATGTGCACATGTACCCT
AAAACTTAGAGTATAAT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 261 282 100.0% 15 + 94058297 94058557 261

In bold+grey: 209/209 bp identity with L1RP (nt. 5811-6019) or 207/207 bp identity with L1RP
(nt. 5813-6019) — poly(A) tail sequence is not nice due to polymerase slippage
TSD: 7 bp deletion

HKSS_Metastasis7_G5
TGGACTCTGAGGAGGCGACATTAATTCTGTACTACTTCTGATAAATCTTGGTCTGGG
CTACCACTAATGATATCATAAAAAGGATTAACTTACTTTTCCTTATGCTGTCCTAATT
TTGCATAAGTGTTTCACATTAAATAATCAAAATTAGAGCTCTCATGGAAAGCAATAT
ATATATAAGCCTGAGTGCTAGCCTGCAGTGATGACTCATCACTGTAATTCACGCTCC
CATAATATCTACAATCGACTACTTAGCTTTCAATCTTACTCTTTCTCATCTCCAAATC
TATCCTCCAAACAATAGAAATCATATCCTCGATACCTTTATTGAATTATTTCAGGACC

TGTCTTTAAACCCTTTGGTGACTTCCCTTTATATTTAGCATATATTCTT-

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 394 476 99.8% 12 + 17541609 17542002 394

HKSS 67 101 67FS_074 —: ins. G7
TGCTGCCAAAAATAGGCTTTCCTCTTTTAGTCTCTTTCTCAAAGCATTTGCTCAGTTC
CCCCAGATGAATTACTATGACACATTTTTTTTCTGTTTGATTTTCTAAATGGTATGCT
GATTGTTTGCTCTCTCACCAGAATATAAACTTCATGCAGACAAGAACCATGCCCAAC
CTCCCCACTATTTTATTGTCTCTGATCAGCATAGACCCTCTCATGTAGGAGAGGCTCA
ATGTACTATGTGATGACTGACTGAGCATATGAATGAATAGATAGATGAATGAAACA
CACCACTGAAAACAGAGCATTGGTTGTGATGTTTAAAATAACACTTCTTGGACTGTG

GCATGGCTATTTTTAAAAATTCATTGTGT TATTCTT TR
TTTTTTTTTTNAAAANNTTTTTTTTTTTTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 381 435 100.0% 8 + 73332863 73333243 381

HZSS_G7104LR_G7ES_086



TTAAATTTTAGCCAGTTTTGAAATGACAATACCATATATTTTACAAAATCATTGCTTG
TCTTTCTGTAGAATGCAACTTCAGATAGTGCCCAAGATTCAAGAAAAAAATGGGAA
AATGTGCCTCACAGAGGACTGGAACACTGTAAATCATCTAATCTTAGAATTCTTAAA
ATTGGAAATCAGAAACTTATGAAGGATTTGTAGCTCGGGAAATAGCTTAAAAATAT
GTATTTACAGCTGTATTACTCATGAAAGATGTGTGGAGCAAACAACTTGATATCATT
GCAGCTTTGTCATTTGAGCATTGTAATAACAAGTTCAACCAAACTAAAGAATAACAC
ATTTTCTTAATCCAGTCTATCATTGTTGGACATTTGGGTTGGTTCCAAGTCTTTGCTA
TTGTGAATAGTGCCGCAATAAACATACGTGTGCATGTGTCTTTATAGCAGCATGATT
TATAGTCCTTTGGGTATATACCCAGTAATGGGATGGCTGGGTCAAATGGTATTTCTA
GTTCTAGATCCCTGAGGAATCGCCACACTGACTTCCACAATGGTTGAACTAGTTTAC
AGTCCCACCAACAGTGTAAAAGTGTTCCTATTTCTCCACATCCTCTCCAGCACCTGTT
GTTTCCTGACTTTTTAATGATTGCCATTCTAACTGGTGTGAGATGATATCTCATAGTG
GTTTTGATTTGCATTTCTCTGATGGCCAGTGATGATGAGCATTTCTTCATGTGTTTTTT
GG

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 342 492 99.8% 8 - 73333231 73333572 342

In bold+grey: 406/409 bp identity with L1RP (nt. 5657-5249) or 402/405 bp identity with L1RP
(nt. 5654-5249)
TSD: 9-13 bp

HKSS_G10
AAGAGAGTTATCCAATCTGTATAGCACTCAATCTCCCAGGGCTCAGAGCAGGAGAG
AAAGAATGAAACATATGCATTGGGAGGTCGATGGAGAATAAACAGCACATGGGTAC
TGTGTTTTTAAGGCTGATTCGAAGTTATTTATTTCAAACAGGACTACTCAATCATCAA
ATTTCCTGGAAGTAGAACCGAAGAGTCTGCATTTTACAAACAGTGCTAAGGTGAATT
AACGCAAAGTTTGAAAACTTCAAGAGAATCACCTAAAATACTTCTCACACAAGAAA
TACACTTGTACGTATCTTTGTTTAATCAAAAGATTTTAACAAAGTTTTCCCAAACAGA
TGAGCTCCTCACTCCCTAAGAGTAATTGCACAATCTTAGAAAATTTTCTTAAAATAC
TGGCTTTTT]

START END QSIZE IDENTITY CHRO STRAND START END SPAN

1 407 441 100.0% 13 - 68500185 68500591 407

HKSS_G11
ATGTTATTTTTAGTTTACATTTATTGAACACCTGCTATGTGCCAAGCATGTGACATTT

TGAATTATCTCAAGTTTGTTCTGGTAAAAGATGGAATATAGAAACAGTAATTCACTA
TTCTAGTCCTTAGAACAAGTCTGGTAGAGTTATATATTCTTATCTTTCACTAGCACAT
TATCAAAGGTGGGATTCACTACCTTAATAATATCCTAAAACCGTGTTCTTTCTACTGT
GCATACTTACATTCTTTGCTATAAAGAGCTTCACATTTTAAGATTGTTTAAATAATTA
ACTCACATAAACAATGGCTAAATAGTGGCTTCTTATTTGGTCCTTTCTATCCCAAATC
ATGATTTTAAATTTCTAGAGATGAAGTCAACATTAAAATCCTCAGACTCCAATTAAA
AAAAATCTATTCAGGACTTCT]

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 425 457 100.0% 8 - 117335139 117335563 425




HKSS H7 1BV T
TGGCAGATCTCACAGGGTAAAGCTGCCCGCCTAACACCAGTTGTGCTGCAGACCAG
TGCAATGCAGTCTCTGGAGGGAGTCACAGACAAGGACTCAAGCCCACCTGCACTGG
CAATGTTCCTGTATATAGCTGCATTCCAAGCTCAGGTGCTTCCATCCAGAGGCCCTCT
ATATGTGAAGTCCTTACCCAAGTCCTTTCTTGGTTACCTCTACAGAGACTTCCTCATC
AAGGGACTTTGAAGGCACTATTCTCTACTCTCAGCACTTTCTCATTCCTATTTATCTC
CCTTCTTCCTTCCTCCTGGCCTTTTCCCTCTGGCCTCTCGGTCTATARAARCATCATAA
ATCTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 350 420 100.0% 4 + 135008659 135009008 350

HKSS_H7 312 MWLR_H7ES 076
ACCTGGAGTTTGAGGAAAAATTGAAACTGGAGATATAAATTTCTATAAATTTAGTTG
GAGGCCACATGATTTTAAAACTATGAATCTTGAGTATAACTGGAGAGGAGGGCTCT
AAGGAGTAAACCCCAGAATATTCTAATTTTTAGGATACAGGGAGATGAGGAGGATA
TAACAATGGGAGACAGAAGGGGAGATCGGTGAGGTAAGAGGAGCAACAGAAATCT
GTCAGAGAAAAAGAGGCCTGAGCTCTTAGGTGGTCAGGTGGTCAGTTAAGACAAGA
AGCCAAACTGAAAAGAACAGTCAGGCTTTATACACTTCCTCAGGTAGTATAATCAAC
ACCCAAAGCAGGAAAAGCTGCCAGTTTTCCCAGCATTTTCTATTTTTCCCTGTGGAA
TGGTACTAGATGTATTAACGTAGAATGTATGTCCCATTGCCATAGAAGCCTTGCTCT
AAAGATTTATGATGTTTGAGAAGTGTCTGTTCATGTCCTTCGCCCACTTTTTGATGGG
GTTGTTTGTTTTTTTCTTGTAAATTTGTTTGAGTTCATTGTAGATTCTGGATATTAGCC
CTTTGTCAGATGAGTAGGTTGCGAAAATTTTCTCCCATGTTGTAGGTTGCCTGTTCAC
TCTGATGGTAGTTTCTTTTGCTGTGCAGAAGCTCTTTAGTTTAATTAGATCCCATTTG
TCAATTTTGTCTTTTGTTGCCATTGCTTTTGGTGTTTTGGACATGAAGTCCTTGCCCAC
GCCTATGTCCTGAATGGTAATGCCTAGGTTTTCTTCTAGGGTTTTTATGGTTTTAGGT
TTAACGTTTAAATCTTTAATCCATCTTGAATTGATTTTTGTATAAGGTGTAAGGAAGG
GATCCAGTTTCAGCTTTCTACATATGGCTAGCCAGTTTTCCCAGCACCATTTATTAAA
TAGGGAATCCTTTCCCCATTGCTTGTTTTTCTCAGGTTTGTCAAAGATCAGATAGTTG

TAGATATGCGGCATTATTTCTGANGGCTCTGT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 468 486 100.0% 4 - 135008992 135009459 468

In bold+grey: 540/542 bp identity with L1RP (nt. 5231-4690) or 537/539 bp identity with L1RP
(nt. 5228-4690)
TSD: 14-17 bp

HKSS_H9
GTAGATTTTACGATAATCCAATTAAATCCCTCCTTATTGCCTCTTGGCTTTATCCNGC
CGCTGATTTTGTTCTCACTCTTTGTGGTGTCACTCTCCCCTAGACTTCTGCACATGTTT
GGGGTTGCTTTTCTTCTCTTTAGAATCTGATCCAATTTGTTTTAAGTAATTTAGAGAT
TCATCACGATTTTTGAAAACGTTTCATCTTTTAAGGGAGAGAGTGTGACTATGTATTT
GTTTTTATATCTATACATATACATATATATATACACAGACACACACAAATATGTATG

CATACATACTTTCATTTCT IR R T Rt
TTTTTTTTITTTIITTITIITT

START END QSIZE IDENTITY CHRO STRAND START END SPAN



1 309 371 100.0% 6 + 130869250 130869558 309

HKFM_H9101IwLR_HOES_062
GTGTTTAGCTGATTATAAACTACCTTCACGTACATTTTTTTTTTACCTGACCTTCGCA
ATAACACAACTGAGGGTCAGAGATACTGAATACCTTATTCAAGGTCACAGATCTAAT
AAAGGGAGTTAATGAGACCAAAATGCAACCATTTGCAGATTGCTTTCATATTGGTCA
ACACCTACCCCCCTGTATTTAGATTGAAGGAGGCCCTTCTGAGATGAAATCAGAGTT
GATAAAATCATATTTGATGCTGCTTTTCCAATGTATGTAATCAATGCCTTGTGTTATT
CAAGACATCAGATTCAAGTTTAGGAAAATTTCCCAGTGTACAAATACTTCTGATTTA
AAGACAGAATGATCTGATTTCCAAATAGTAGGCTGAGCACACATTGAACCCTAATA
CGCTACAATAAACTC TGCCTGTTCACTCTGATGGTAGTTT
CTTTTGCTGTGCAGAAGCTCT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 432 870 100.0% 6 - 130869543 130869974 432

In bold+grey: 52/53 or 46/47 bp identity with LLRP (nt. 5087/5081-5035) with L1RP

IRGEEYE 390/391 bp identity with L1RP (nt. 5079-5469) with L1RP [EiliCHaicupiCatonmNg
TSD: 10-16 bp

HKSS_H10
ATCTTACTCTATCCACTTAAAACCACTGTCAACTTAGATCGTCTTCCTTGGGTTCTTG
TTACTAGGAGTTGTTGATGAACATACAGCGAACATACTTTCCTCATTTTTGTGAATA
ATTTAGCACGTTTCTAATAGATTTATACTTCACTATCACTATTTTTCAAAGTGGAAAT
TCACTTTGAGCCTTTTACCACCTTATCCTTATGCTTCTTTTACTTCTCACTGTCAATCA
TTTGCCCGGCCCTGTTGACTTTGCCTCTCTTCTATCTGTAACTCATGAACACTGTCAC
TACTGCAGTTCAAAATTAAGATTTCTTATTCAGGACTACTTGAAAAGTCTATTAACA
GTTTACTTGCCTTGAATGGTTTTCTCTCTCTAGTCCAACTTCTACAGTGCGGCCTCAT
GCAT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 421 560 100.0% 13 + 92378236 92378656 421

HKSS_H10ESL17_H10ES_089, HZSS_H1032LR_H10ES_087
GCACTTGGATATGGATTTGATAGAGAGTTTTCTCAGAACAAAGAACAGTGATGATG
GNNNNAGGAAAAGTCCTCAGAGGGTAGGTGCCAGAAAACATGAGGCTGACATGGA
CAATTGACAAAATTTTGCTTTGCTTGGAAAGATGGGTTCCTGACTGGTAAGCATAAA
AGGAAATTATATTTAAAGGGTAAGTCAGAGAAAAGATTTTGGAGGGCTTTAAATGC
CAGGCTAAGGAGCTTTATTTTCTAGATAAAAGCTCCTGATGGTTGCTCAAAATGTAA
AATGCCACAGCTGAAGTTTAGCAATGATAGACTGGATTAAGAAAATGTGGCACATA



TACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCATATCCTTTGTAGGG

ACATGGATGAAATTGGAAACCATCAGTCTCAGTAAACTATCGCAAGAACAAAAAAC

CAAACACCGCATATTCTCACTCCTACGTGGGAATTGAACAATGAGATCACATGGACA
CAGGAAGGGGAATATCNCACTCTGGGGACTGTGGTGGGGTTGGGGGAGGGGGAAG

GGATA
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 305 567 99.7% 13 - 92378645 92378949 305

In bold+grey: 259/265 bp identity with L1RP (nt. 5630-5894) or 256/262 bp identity with L1RP
(nt. 5633-5894), afterwards sequence continues, but becomes low quality
TSD: 9-12 bp

HKSS_H11-3/1
CCACACCATCAAGGTCAGCGACAAGAACTGACATGCGTCTCCCTCTGTCCTTTTGAG
GTTCCNGCTCATGCCTGTTGGTTCCAGCCTGCTAGTGATCTCCCCACAGTTGTATCCA
TCTTTCCTTCCCAACTACCTGCAGGCGTCAGGCTCCAACATCAGAGGTAAAAACAGC
AGCCTTAAAAAAAAACTGAACCAACTCTCATGATTGTGTCGTCAGATCTCTGCAATA
AATCCCTTAAATATATACACGGCTGTGTGTGTGAGAGAGAGAGAGAGAGAGAAAGA
GAGAGAAATTTATAAATGTATAAGTACATITTIGTATGTATCTATACATATATACATA

TTTTACATGTAAATTTTAT RN R R SR
TTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 361 408 100.0% X - 16277646 16278006 361

HZSS_H1132HWLR_H11ES_094
ACTGGCTCCTGGGCAGAGCATAAGCTATGCTCACATGTGAGCCAACTCGGAACGTA
AATAGTAAGAGATTCCTCAGTGAGTCTTCTGCAACTTAACCCCTAGAGTCACCCAAT
ACAGGCCAGTCATTTTTTCTCTCCCCCTTTCTACAGACTCTGGGATTCCTGTTTTTTTG
ITTGTTTGTTTTCTTGCAGCCACAGCATATTCTGCATTGAGAGGAGTTCTGCAGAGTG
GGATGCTGTCCTCCAGATCTTTTCAAGGAAAACACAAGAATAAAACTCCCACCTAAG
GGATATACAGCAAATTCCTTCAGGAAAAGAGACCAGAGATAGGAAAAATAGCAAAT
ATTGGGAAGTTACAAAAATGGATGATTTATCAGTCAGTTTTTATTTAGAGAAATAGA
ACCACTAGCAGATTATACACATATTATATATAAAATTTACATCTAAAATATCTATAT
ATGTATAGATACATACAAATCATGCTGCTATAAAGACACATGCACACGTATGTTTAT
TGCGGCACTATTCACAATAGCAAAGACTTGGAACCAACCCAAATGTCCAACAATGA
TAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATA

AAAAATGATGAGTTCATATCC
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 476 647 100.0% X + 16277217 16277692 476

In bold+grey: 174/174 bp identity with L1RP (nt. 5539-5712) or 171/171 bp identity with L1RP
(nt. 5542-5712)
TSD: 44-47 bp

“Mix” plate (“m”):

HKSS_A5m101FS_A5mFS_012



GTGATCTCTCTCTCCAAATATTGTACAGAATACCAGCCCTTTGGGAGGCCAGGGTGG
GAGGATTGTTTGAGCCCAGGAGTTCAAGACTGCCCTGGGCAACATAGTGAGACCCC
CCATCTCTATAAAAACTGAAAGAAAAATTAGCCAGGCATGGTGCATGCCTGTATTCC
CAGCTACTCAGGGGGCTGAGGTGGGAGGATCGCTTGAGCCCAGGAGATCCAGGCTG
CAGTGAGCCCTGATTGCACCACTGCACTCCAGCTTGGGTGGCAGAACGAGACCCCA
TCTCAAAACAACAACAACAAAAAAATGTACTGGACCACAGGTAACTGAAACCATGG
AAAGCAAAACCATGGATAAGGGGGACTACTGTCTGCTGTGCTTTTCTTTCATAGCAC
TCAGCACATTTGTAACTTTTTGCCCACAATCTGTCTTCCTTTGCTGGACTGATTGCTTT
TT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 456 536 100.0% 5 - 158507837 158508292 456

SSFM_A5m10-1LR_A5mES_087
TNTGATTCANANNTCTTTTATCCTCGTTCACACATANTNACAGCGCACCAAGTACTT
AGCCCCACACTGCAAATATTNCNNNNACTGCTTCTATTAATACAAATACTCTTACTA
TTAATAATAACAGTAGATATTCATTACTTACTGTGTGTAAAGNNNNTGNGATAAGCA
TTTGTGGGGATTATTGCATTTAAGCNTAATCACCAACTTCTGAGATAAGTAATATTA
TCCTCTATTTCAGAAATACGAAAACTGAAGACAGAGGAACACCCATTAACTTCCTTG
CCTTCAAAAAGCATTCAGTCCTTC...

Low quality sequnce
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 306 309 96.6% 5 + 158507547 158507852 306

Potential TSD highlighted.

HKFM_C1m-101-FS_C1mFS_068 — about 300 bp away from RIMS1 exon
GATGGAGCTCACACTTTCTTGTTTTTAATCTTTAGTATAACATACATAAAGATCAGTA
CAGAAGCTGTGATAACGTCTCTGCCAAATCATCAGATAGTGATGTCAGTGATGTTTC
CGCCATTTCCCGAACCAGCAGTGCCTCACGCCTCAGCAGCACAAGCTTTATGTCAGA
GCAATCTGAGCGCCCCAGGGGTAGAATCAGGTGAGTTGGCAATACTGTTTATATAA
ACTGGATCTTTATCTGTGATATAAAAATACAACTAGCTTCCTGAATATTTTTTCTATA
ATACAGTTTAGGTCACAGTGGGTTAAGTATTTATCGACTACTATGTAGTATTGCCAA
CAGAATGTTTAGTATTGACTACTATCAGATACAGCTTATAACCCTAGTCACAATTTT
AGAGATCACTCTGAGTCACATTTGTAGTAGTTTCCTCTAATATGATTAAATTCCCTTC

CTTTAGTCCAACATCAGAAAGTGTATTCTTT]

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 489 566 100.0% 6 + 73023174 73023662 489

HKFM_C4m-101-FS_C4mFS_093
AATCTAGTTAGTTCCCAAGATCATTTTTGCATAGATTATTTGCTATGTTTTTTGTAGT
GAACAAGATACAAAAGCCCTGATCTCCTATAGTTTATAGTGATGTCATTATGTCTCT
CAGTTCATAAACTCTACCATCATTCTAATCTAGACACTTTTTGTGTCCTGCATGCAGA
GCACAAATAAATGAATTCAAAATGAACAAAACAATACAAAAGATCAACCCAAAGTT
GGCTTTTTAAAAGATAAACTATATTGACAAACCTTTAGCTACACTAAGAAAAAAAG



AGTGAAAGCCTAAATAAATAAAATCAGAGATTTAAAAGGAGACATTACGACTGCCA
CTGCAAAATTCATAGCATAATTGGTGGCCACTATGTGCCAATAAATTGGAAAACTAG
AAGAAGTGGATTAATTCCTAGACACATGAAACCTACCAAGTTTAAATCATGAAGAA

ATCCAAAACTTGAACAGACCAGTAACATGTAATGAAATTGAAGCCGTAAGAAAAAT

TCTT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 514 550 100.0% X - 121123577 121124090 514

HKFM_D1m-101-FS_D1mFS_066 — exonic insertion into STX11 (3’UTR)
GCTAATTTTTGTATTTTCTGTAGAGACAGGGTTTGCCATGTGGCCCAGGCTGGTCTCA
AACTTGTGAGCTTGAGCAATCCGCCCACCTTGGCCTCCCAACGTGCTGAGATTACAG
GCCTGAGCCACTGACCCTGGCCAAATTTTTTTTCTACTAGCTACTGAGGCTGCCACAT
CTGGATGGAACTGAGTGGAGGGGGAAAAGAATGAAAAACTCAAAAGAATTCCCAT
GAGGGTGTCTTGCTTTCTCTCCTGAGTTACAATACTTTAGCAAAATCATGAGGCTTTA
GAGATATGGTGTAGTCTGCAAACTTCTT,

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 314 410 99.7% 6 + 144510322 144510635 314

HKFM_D4m-13-FS_D4mFS_070
GTCTTTATAACAAAGTGCACTACAAAAGCATTGCAGGACCTGTTCTCATGGCATTTC

GCTCTTTTTGGGAACCTGAGATTCAGTGTAAAGGTGGACTCTTTAATTTTTAAAGATC
TAGATACTCTAGATACTTTGCCTTTCAACTGTACCTGCTTTTCATATATTTAAATTATT
AGGCCCTAAAAACTACAAATGTTTTGTTGGCCCTTTTCCTTATTGGGCTCTGCCCTGA
ACTCAATGGTCCAGTTAAAAAACAGAGACTAAATTAATTAATAAGGGGTTCTATGTC
TGCTTATCCATCTTCATGTATAGGTTGTATGGATTGTAATATTICEGCAGECCCTCTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 347 391 100.0% 11 + 87163424 87163770 347

HKFM_D4m13mw_D4mES_053
TCCTTCTACTCCTATCAGGAGTTCGGCTCACCACACGAGGGGCATGATTGAAGCCTA
CCATGGTGGAGGAAATGGGAGGCCACTTGTGCCCCATTTCCCACTTCCCAATAAGCC
CAAATGACCTGAGTGACCTTGAAGACATGATATAGGAGGTTATAGCTCATTGCTTCT
TTCAACAAGTATCTGTTAAACCCAAATGTGCAAAACCCTGTTTCAGGGGATGCATAG
AGTTTGCAATCTAGCCAGAAAGACAACATTGAACAAAAAATTGTAAGTGCATTATA
TATCAGAAAGTAGAGATGTTGGTGCCAAAAATCTGAAAACTCCTGAAGCATATGAG
ACCAAGATGGAATAGGTGTTAGTTCAGAGAAGGGAGTGAGGAGCCTTAAAAGCATA
ATAGTTGAAATAAAGAGGCCCTGCCCAGTGATGATGAGCATTTCTTCATGTGTTTTT
TGGCTGCATAAATGTCTTCTTTTGAGAAGTGTCTGTTCATGTCCTTCGCCCACTTTTT
GATGGGGTTGTTTGTTTTTTTCTTGTAAATTTGTTTGAGTTCATTGTAGATTCTGGATA
TTAGCCCTTTGTCAGATGAGTAGGTTGCAAAAATTTTCTCCCATGTTGTAGGTTGCCT
GTTCACTCTGATGGTAGTTTCTTTTGCTGTGCAGAAGCTCTTTAGTTTAATTAGATCC




CATTTGTCAATTTTGTCTTTTGTTGCCATTGCTTTTGGTGTTTTGGACATGAAGTCCTT

GCCCACGCCTATGTCCTGAATGGTAATGCCTAGGTTTTCTTCTAGGG
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 423 792 100.0% 11 - 87163755 87164177 423

In bold/grey: 372/372 or 369/369 bp identity with L1RP (nt. 5284/5281-4913)
TSD: 13-16 bp

HKFM_D6mA35nest A3FS_050 (outer primers: A3, inner primers: A6-m, DNA: polyp “5”)
AAAAATTCTGGCTTTTAATTTCTCAATTGATATTAAGATAGAATTCAAAAATCTTAC
AAGGCTTTCTATGCTCTTGCTCCTGATTCCTCTCTGAGTGCCTCTCCATCCTTGTTCTC
CTGCTAAATCTCTGGCCTCTAGCCACAATGCAGTCCTTAATGTATCACAGACAAGCC
AAGCACGCTCCTGCCCCAGGGCCTTTGCATTTGCTCCTCCCTTTAGGGAAATATGTTC
TTATATGATTATCCCCCTCACCTCACTTCCGTTAGGTCTCTCCTCAAATAGTAACTCA

TTGGAAAACATTCCTTCTACTCTAGGTAATTCAGCAGGTTCCAGGACTTTTTTATTTT
TT

START END QSIZE IDENTITY CHRO STRAND START END SPAN

1 349 413 100.0% 8 + 58567370 58567718 349

HKSS_E3m10.1IMWI1LR_E3FS_012
TTTACCTATTAACNAACCTCAACATGAACCCCTGAACTTAAAATTAAAAAAAAATAC
TGAAAGGTTGTGGTGGGGAAACCTAAGGTCAGAAGCCGTAGGGTAAGGGTGTTTCA
AGAGGAGGGGAAGCTCAGCTGTTTGGAATCTGCCCAGAAGTGTGGAGGGTGAGGGT
GAAGATAGAGAAGTGAAAGTTAAATAAGTGACATGTTGGTTGTGATGCCCAATTTT
AAGGGGCTGGGGACAGGACATAAATCAATGTGTTAAGAAGTCAGAGTCAGTGTGGA
AAATGAGGAAATGGATGGAGAGTGAGGGGCTGGCTTTCCTAAAAAGGTTGTGTGTC
AAGGAATGAGGAAGGATAGTAGTAGCTTGATATGGAACTGTGATTAGAGGAAGTAG

TTATAGTTTTGCATTTGTTTTTAGATGGGAAAGTCTTGCACATGAATATAAATTGTCA
TAAGGAGGATCACGAAGAGAGAAAGATCCAGTCTTGATGAGAGGGGAACATACACT
GAGAGGAGCAAAAGAAGGAAGGGCAGTCACTGATTTTTCTTTTATTTTGCGGTAAA
AGTTGAGGACTTGTGTGTTGGCTTTTGTTTTCTCTGTTTGTTTTGTTIEITGITITCTTCT
START END QSIZE IDENTITY CHRO STRAND START END SPAN

1 622 661 99.9% 11 - 84641636 84642257 622

HKFM_E3m104LR_E3mES_054
GTATTGTTAATTATTCTTCATGAACTGACAGATTGGTGAGCAGCTGGAAAAAAATTA
ATGAAAAACCTCAAAAAGGCTCCAACACTGCCTGATAATCCTACCCTGTTCTTTGAA
CAACCTCCTCCATCCTCTTTTGAAAGGCGATTGCAAACATTCTCCACTCTCCTCAAAC
CTCACACCTTCCTCCATCCTCATTCCACTTAGTAGATAGTTGCCTTCTACTAAGAAGA
AAACAAACAGACACTTCTCAAAAGAAGACATTTATGCAGCCAAAAAACACATGAAG
AAATGCTCATCATCACTGGCCATCAGAGAAATGCAAATCAAAACCACTATGAGATA
TCATCTCACACCAGTTAGAATGGCAATCATTAAAAAGTCAGGAAACAACAGGTGCT
GGAGAGGATGTGGAGAAATAGGAACACTTTTACACTGTTGGTGGGACTGTAAACTA
GTTCAACCATTGTGGAAGTCAGTGTGGCGATTCCTCAGGGATCTAGAACTAGAAATA



CCATTTGACCCAGCCATCCCATTACTGGGTATATACCCAAAGGACTATAAATCATGC
TGCTATAAAGACACATGCACACGTATGTTTATTGCGGCACTATTCACAATAGCAAAG
ACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCA
CATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCATATCCTTTGT

AGGGACATGGATGAAATTGG
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 237 265 100.0% 11 + 84641411 84641647 237

In bold/grey: 520/523 or 518/521 bp identity with L1RP (nt. 5215/5217-5737)
TSD: 12-14 bp

HKFM_E4m-32-FS_E4mFS_095
TTTGTTTTATTCTTGTATTATACAGTAAAGTACAACAGATATCATGACTCATTGATAT
AGCTGGATCCCTCAGTGAGGGGCTCATTAGGTAAGTTAACATACCATATAACCCATA
GAATGGATTTTACATGCATTCCTCTGTGAACCAATTATACCTTCTTTTTTATAAAATG
TGTGAATATGGAATATGATAACTCACAGTGAATTATTATACATTGTATTCCATATTCT
GTTGGCCTCAGGCAAACTAGGTGATTTCAATTTCTGTTTTATTCCTCTCTACACTAAT
GTGAAAATAATGATACTTCATATGGGTATTGCTGAGGTTTAGTTAAAATTTATGTAG
AGTTTTCTATCCAAGCCTATAAAATTATTCATGGGAGTCCTGATTGTTTCTATTACTG

ATGTGTTATTCCAATAGGTAAAGAGAAT TR
TITTTTTTITTITTITITTITTIT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 433 488 100.0% 7 + 109320281 109320714 434

SSFM_E4m3-1LR_E4mES_091
TATTGATTATAGAATAAATTCTCTTGAGAACATTTAGATGCATCCCTGCCAACTCATT
ACACCATCCTCTCTTGGATTGGACTCCTTCATATTCTTCACTTTTGAGAGCTCCCATT
GTTCCAACCTCTTAATAGCTCCTCAAAATATTTAATTCACAAACACTGCCACATTTTT
AATTTACAGAAAGCCTGTGAAGTTTATATTATTTTATCAGCTTTACAAAAGAAAAAT
TGAGGTTGCCGGTAAGTGTCAAAACATACTTAGGGGGATTCCATGGCTTGCCCAAGG
TCACAAAGATTCAAATGCAGACTTCTAATTTCAGGTTCAAAATTGTTTTCCCTAAAA
ACTCAGTTTTGTGTGCGAACTATGATCTCTTAATTCCAAAAGCAATGGCAACAAAAG
ACAAAATTGACAAATGGGATCTAATTAAACTAAAGAGCTTCTGCACAGCAAAAGAA
ACTACCATCAGAGTGAACAGGCAACCTACAACATGGGAGAAAATTTTCGCAACCTA
CTCATCTGACAAAGGGCTAATATCCAGAATCTACAATGAACTCAAACAAATTTACAA
GAAAAAAACAAACAACCCCATCAAAAAGTGGGCGAAGGACATGAACAGACACTTC
TCAAAAGAAGACATTTATGCAGCCAAAAAACACATGAAGAAATGCTCATCATCACT
GGCCATCAGAGAAATGCAAATCAAAACCACTATGAGATATCATCTCACACCAGTTA
GAATGGCAATCATTAAAAAGTCAGGAAACAACAGGTGCTGGAGAGGATGCGGAGA
AATAGGAACACTTTTACACTGTTGGTGGGACTGTAAACTAGTTCAACCATTGTGGAA
GTCAGTGTGGCGATTCCTCNGGGATCTAGAACTAGAAATACCATTTGACCNAGCCAT

CCCATTACTGGGTATATACCCAAATGAGTATAAATCATGCTGCTAT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 381 400 100.0% 7 - 109320710 109321090 381

In bold/grey: 570/573 or 569/572 bp identity with L1RP (nt. 4981/4982-5553)
TSD: 4-5 bp



HKSS_E5m31FS_E5mFS_010

ACATGCAATATTTGTTTTTTGTTCCTGTGTTAGTTCGCTAAGGACAGTGGCCCCATCC
ATGTCCTTGTAAAGAACATGATTTTTTTTTATGGCTGCATGGTATTCCATGGTGTATA
TGTACCACATTTTCTTTCTAGTTTCATTTCTTTGTGGTCAGATTAGATACTTGATATTA
TTTCAGGTTTTGTTAAATTTTTGGCTTGTTTTGTGAGTTAATGTATAGTTTATGCTTGA
GAATGACCCATTTACTGAGCGGAAGAATGCATATTCTGTAGCCATATGATGAAATGT
TCTCTTAACATCTATTAAGTCCATTTGGTCTATAGTGCAGATTAAGGTCAATGTTTCT

TT
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 351 388 100.0% 6 + 49850382 49850732 351

HKSS C4 F2mFS_F2m_FS 003 (ins. F2-m, normal PCR, sample 11 — normal colon!)

ATGGTCCAGTATGGAAATAGGAAATCCCAGCCTCCCTGCCTCAAGCTAGAACAACC
CAAGAGTTTCCCTGCTAGATCAAGACGAAGCCTATTCTCTGTGGTACTTTTACCTGA
GATCACACTCTTGCTTGGCTTCCTCTTCTTCTCTGGCCTGCTTCTCCCACTCTGTTATT
TGTCTCCTCTATAAGCACTGCTTTAAATGTCATTTGCACAAGTATATTCATCTAGGTC
AGCTTCTAAGGAGTGCAAACTTAAAAAAAATCTAGATGTGATGGTGTAAAAGTATT

AGTAACCCAGAACAAGGATCGGTAACCTAGTGTTTAACAGACAGACTTCTP

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 336 400 100.0% 2 + 219406734 219407069 336

HKSS_F4m13FS_F4AmFS 031
CTAAACGAGCTAGCTTTAAAATTATTGGTGGAATAAAAATAGAAATGTTTTCAGAAT
TGTCAACATATATTTTGGCTGAATTTTATGTTTTTCTGTGCTAGATATTTTAAAATGT

CAGTGTTAATTCAAGCTGGAAGCTGCTTAGGGCAAATCTGCCTCCCATTCTATTCAA

AGTCTCACTGAGATAAATACATAACTAATTGCTTCCTTTGGAAAGGCTAATAAGAAA
CTCAAAAGAATGCAACCCTCTGTCTCCCACCTGTGATTGGAAAGCCACCAGCCTCCT
CGCCTCGAGTTGTCCCGCCTTCTGGGACCAAATCAATGTTTGTTTTACATATGTTATT
TGATGTTACATGTCTCCTTTGTTAAAAGTCAAAATTAAGTACAGTGAGTGGGATAAA
TGTTTTAGGTAAACTTTTTGTGTAAATTAAAATCTTAGAGCTATTT I TIRERRRRRERE

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 449 487 99.6% 19 + 28938342 28938790 449

HKSS_F4AM13MWLR_4MES_037
TACTACATTGTTTCATAAATAACTTTTTCAAATCTGTAATTTGAACTAACTTTTAGAT
AACTTCTGGATTAGACAAAATTATTATTCTTTTTTTTCTAATAAAATAACCCTTTCCG
GCACATTTTGTGTACAGAATTACATGTTAACTAGAATTTTATCCTTAGTAACCTAAA
ACTTTAGTGAAACTCCAAAAAGCAAGAAATCCTGAACCATCAGATATGGGCATTTAT
AGATAAGAACTATCAGATATGGGCATTTTCAGATAAGAAAAATAGATGGAATTATG
AATTCCATAATTTTTGAAACATATTTCCTCATATTACAACACTTTCTCAATTGGAAAT
GGCCCAGATATCAAATGGGTGTTAAAAATAGCTCTAATCCAGTCTATCATTGTGGCA
CATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCATATCCTTTGT



AGGGACATGGATGAAATTGGAAACCATAATTCTCAGTAAACTATCACAAGAACAAA
AAACCAAACACCGCATATTCTCACTCATAGGTGGGAATTGAACAATGAGATCACAT
GGACACAGGAAGGGGAATATCACACTCTGGGGACTGTGGTGGGGTCGGGGGAGGG
GGGAGGGATAGCATTGGGAGATATACCTAATGCTAGATGACACATTAGTGGGTGCA
GCGCACAAGCATGGCACATGTATACATATGTAACTAACCTGCACAATGTGCACATGT

ACCCTAAAACTTAGAGTATAAT,
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 381 771 100.0% 19 - 28938777 28939157 381

In blue: potential non-templated nt-s (13 bp)
In grey: 363/366 bp identity with L1RP (nt. 5654-6019)
TSD: 14 bp

HKSS_F5m31FS_F5mFS_008
ATGACTAGTGATGCTGAGAATTTTTTCATATACTTGTTAGCCATTTGTATGTCTTCTT
TTGAGAAAAGTCTATTTAGATCATTTTCCCATTTTTAAAATCAGCTTATTTGTTTGCT
TGGTGTTGTTTGAGATCCTTGTATATTCTGCATGTTAATCTCTAGTTTGCAAATCTAT
TCTCCCATTCTGTAGCTTGTATCTACACTCTGTCGATTGCTTTCTTTGCTGTGCAGAAT
CCTTTAGTTTGATATAATCCCATTTGTCTATTTTTCTTTTTCACTTGTGTTTTCGAGGT
CTTATCCATAAAAATCAATGTTCTGAAGCATTTGTCCTGTTTTCTTCTAGTAGTTTCA
TAGTTTCAGGTCTTACATTTAAGACTTTATTTTTATTTTATTTTATTTTARERERRRIA T
TATACTCTAAGTTTTAGGGTACATGTGCACATTGTGCAGGTTAGTTACATATGTATAC
ATGTGCCATGCTGGTGCGCTGCACCCACTAATGTGTCATCTAGCATTAGGTATATCT

C
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 410 526 97.8% 4 + 32731413 32731812 400

poly(T) tail might extend further
In grey: 118/118 bp identity with L1RP (nt. 6019-5902)

HKSS_G4m13FS_G4mFS_016
TGTGATCCCATTTGTCTATTTTTGCTTTGGTTGCCTGTGCTTGCAGGTACTGCTCACG
AAATCTTTGCCCAGACCAATGTCTTGGAGATTTTCCCCAATGTTTTCTTGTAGAAATT
TCATAGTTTGAAGTTTTAAAGTCTTTAATCCACTTTGATTTTATTTTTGTATATGGTGA
TACATAGGGGTCTAGTTTAGTATTTTGCTTATGCATATACAGTTTTACCAGCACCAGT
TATTGAAGACATTGTATTTTCGCCAGTAAGTGTTATAGGCACCTTTGTCAAAAATGG
GTTCACTGTAGGTGTGTGGATTTGTTTCGGGGGCCTCTATTCTGCTCCATTTGTCTAT
GTGTCTGTTTCTATGCCAGTACCATGCTGTTTGGTTACTAGAGTACTGTAAATATATT
TGGAAGTCAAGTAATGTGATTCCTCTGGTTTTGTTCTTTTTGCTTAGAATAACTTAGA

ATAACTTTGGCTATTCTGGGTCT T T R
TTITTTTTITTTITTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 490 539 100.0% 5 - 160867637 160868126 490

HKSS_G4m13ESL1_G4mES 025
TCTTTATTTATCAATAATGACATGAATGTAAATGGATTAAACTCTCCAATCAAANCA
CATNACTGGCTGAATGGATGAAAAAACAAGACTCATTGATCTGTTGCCTACAAGAA



ACGCACTTCAACTATAAAGACACATATAGACTGAAAATAAATAAATGAAAGAAGGT
ATTCCATGCCAGCGGAAACCAAAACAGAGCAGTAGTAGCTATACTTATACCCGACA
AAATATATTTCAACATCAAAACTACAGGAGACAAAGGTTATTATATAATGATAAAA
GGTCAATTTAGCAAGAGGATATAATAATTGTAAATACATATGCACCCAACATTGGA
GCACCCNGATACATAAGGCAAATATTATTANAAGCAAACAGAGATATAGGCCCCAA
TACAACAAAANACCGCANATTCTCACTCATAAGTGGGAATTGAACAATGAGATCAC

ATGGACACAGGAAGGGGAATATCACACTCTGGGN
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 407 482 100.0% 5 + 160867238 160867644 407

In grey: 73/75 bp identity with L1RP (nt. 5786-5860)
Low quality seq. in the end
TSD: 8 bp

HKSS_H4m61FS_H4mFS_014
AATAGCCATAGGCATGTTGAGATTGCCCCATGCATTGTCTTCTGGGCTGCTTCAGTCT
AAGTGCTTGTGCTTTGGGAGGTTTTTTCAAGAAGAGACTGGCTGGATGTGGTGGCTC
ACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGAGGGAGCCACCTAGGAGTCAGA
GACCAGCCTAGGCAATGTGTTGAGATCCTGTCTCTATAAAAATAAAATAAAAATACT
TAAAATAATTTGTAAAAGAAAAGACTATAAACTGTAGAATTTAGAAGTGGAAGGGA
CACCCCCCCCCAAAAAAAAAAACTCATCCATATGCCTCATTTAGTGATAAGATATTA
ACACCCANAAAGATCAAGTTACTTGTCTAGCATCACAGGGTTAGCTAGACAGGTAG
CTTTCATTATACTTAATAAGGATGTGCTTTAN

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 446 510 99.8% 1 - 223480154 223480599 446

Potential polymerase slippage on poly(A) stretch

HKFM_H4m64mwLR_H4mES_059
GTGGCACAATCTCAGCTCACTGCAGCCTCTACCTCCTAGGCTCAAGCGATCCTCACA
CCTCATCCTCTTGAGTAGCTGGGACTACAGGTGTGTGCCACCATGCCTGGATAATTT
[TTATGTTTTTGGTAGAGACAGAATTTTGTCATGTTGCCCAAGCTGGTCTTGAACTCC
TGAGCACAAGCGATCTGCCCATCTTGGCCTCCCAAAGTGCTGGGATTACAGGCATAA
GCCACCAGATAATTTTTTAACTGATTAATATGGTCAAAGATEGTGECTCTTCCTGTGT
CCATGTGATCTCATTGTTCAATTCCCACCTATGAGTGAGAACATGCGGTGTTTGGTTT
TTTGTTCTTGCGATAGTTTACTGAGAATGATGGTTTCCAATTTCATCCATGTCCCTAC

AAAGGATATGAACTCATCATTTTTTATGGCTGC

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 279 606 100.0% 1 + 223479890 223480168 279

In bold/grey: 158/159 or 155/156 bp identity with L1RP (nt. 5841/5844-5683)
IRGFEYE 120/120 bp identity with L1RP (nt. 5900-6019)

TSD: 12-15 bp



HKSS_H5m31FS_H5mFS_006
TTTTTGTTTGTGAATCCATAAGATCCTTAACAGATATGATTCTCAAGTATTTTCTTTC

ACTCAATAGGCTTTTTTAAAACTTTCTTGATGATGTCTGTTCACGTGCAGACATTTCA
AATTTTGATAGTCATTAATCTTTTTTTGCAGTCACAAAGATTTATGTCTATGCTTTCTT
CTAAAAATTTTATAGTTTTAGCTCTTATATTTAGTGATTCTATTTTGAGTTAATTTTAG
ATACAGCATATGCCAGGAGTCTATTTTTATTCTTTTGCATGTAGATACCTAGTTTTCC

CAGCACCATTTGTGGAAAAGACTATTCTTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 323 394 100.0% 8 + 43352935 43353257 323

HKSS_H12SFS101 (WARS2)
TGGTGCTCCTCTGAAGGTTTGGCCATGCCTCAGCATTGTTCTGCTACAGTCAGCTCTT
TCCTCCGGAAAGCACTGGAGAGTCCAGGTCTGTTAAGAAATGCTCACTCAGCACCA
AGAAAAATGGGTTCATCATTTCTAAGCATCTGCTTAGAAATAAAACCAGATGCTCAG
ACCTAGGAATCAATAGAGTAAATATTAATTCAGTATAAGAGAAAGAAGGTCCTACA
TCACCTCCAAATAAGAAAAAATATGGAGGCCAACAATTAAAACTGAAGGAAAAATA
TTTTTAAAAAGAAAGAAAAAGGAGTGACTAACCAATTAGACTGTGAGCTCCTTAAG
GGCATAAATGATAAGCACTTAATATGTATTGTTAGTTCAGTAAAAGAGTTTAAAAGG

AATCAACTTAATTCT T R

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 412 459 100.0% 1 + 119624466 119624877 412

Primers from the “nested” plate (“n”):

HKSS_Ab5nnest4_A5nnFS_062 — normal-specific ins.
CTGGTCTCTCTCCCTCCTTCCTCTTGCTGCCTCTCTCAGCTCTTTAATATATACACAAA
CGGGGATTTCTCCACTCTTCTGTTTTCCCTCTATTTGCTCATTATTTAGATTCTGAGCA
ACAAATGAGAGTCCAAGAGCAACCTGAGCAGGTGAGACATTTTCCCTATTAGACAT
GAAAAAGAGGCATGGATGTGAAGTCCCACACCTAAATATTCTTTTAAATTTCTATTG
CCCTATGGGCACACCGTGACTTACTCTTCCACTTGTTCTTCCTCTGGGCAGTTCCAGT
CAGCTTTGCCATTGTGCATAACAGGAAGTGGAGTGCTCTTGCAAGGAAGGCCTAGA
GTTTCAGGAGACAAACCATTGAGTTAATTTCT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 377 419 100.0% 4 + 129276219 129276595 377

HKSS A8nnest7_A8nnFS 064
ACAGTTCCTGGCTCTCTTGAACACTGGTTCGCAAAGTGGGGCCACTGGACCAGCAGC
ATCCACATCACCTGGGAATTTATTAGTAATGCAGATTTCAGACTCTACTTCAGACCT
ACTGAAGCAGAAACTCAGAATGGGGCTTGCAATCTGTTTTAACAATCCCTGCAGGTG
ACTGCAGATGCACACTGAAGTTTGAACACCACTGCCTTAGAACAGGGGTCAGCAAA
CCCTTTCTTTAGAGGGCCACGTAGTAACTATTTTAGGCTGTGTGAGCTACATGGCCTC
TGTTGCAACTCTTCAACTCTGTTGTATGAGAACAGCCACAGAGAGCTGTGTTCTAAT



AAAAATGTTACTTATGAGCATTAATATTTGAATTTCATATAATT T TCIRERRRERREER

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 389 422 100.0% 13 - 43328787 43329175 389

HKSS_61A8NLRMW_EBNES_005
TCAAGGTTGATCTGAGCCGTAGTCAGTTGTCCTGCTGGGGAAGGTAGGCCCTGGCTG
AAGGGACACATACAGGCCTCCTTAGGTCAGATCCAATGTCCCAGCTGAGCCATTTCC
TCAAGATAAAGCTTTAAGGGAAACCAATGGCCTGAGGAGTGTAGGAGATCATGTGG
GGGCCTCAGAAAGAAAAGGCTGCTGAATTAAAGATGGATTCTTCAGCAAAATGTGT
CCTCAGTAAGAGCAAACCAGAGATGTTCTAGAGCAGGGGTCTGCAAACTGAGGCCT
GTGGTTCACATACAACCCACTGCCAGCTTTTATGCAGCTGGTGAGCTAAGATTAGTT
TTCACATTTTTTTAATGGTTAGGGAGAAAAAAGCAAAAGAATGACAATATTTTGTAA
CACATGAAAATTATACCATTTGACCCAGCCATCCCATTACTGGGTATATACCCAAAG
GACTATAAATCATGCTGCTATAAAGACACATGCACACGTATGTTTATTGCGGCACTA
TTCACAATAGCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGTCTGGATT
AAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATAAAAAATGATGA
GTTCATATCCTTTGTAGGGACATGGATGAAATTGGAAACCATCATTCTCAGTAAACT
ATCGCAAGAACAAAAAACCAAACACTGCATATTCTCACTCATAGGTGGGAATTGAA
CAATGAGATCACATGGACACAGGAAGGGGAATATCACACTCTGGGGACTGTGGTGG
GGTCGGGGGAGGGGGGAGGGATAGCATTGGGAGATATACCTAATGCTAGATGACAC

ATTA
START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 411 440 100.0% 13 + 43328386 43328796 411

In bold/grey: 440/444 bp or 437/441 identity with L1RP (nt. 5488-5931 or 5491-5931)
TSD: 7-10 bp

HKSS_A11n31FSHW_A11nFS_063
CAAATTTTCAATTTCAGTTGCAAAGTTCTTCGCAGGAACTTTAAAAAACCACATGAA
ACTTTCAGAGTAAATTAGAATCAAGAAAAACTTCACCAAAACTGATACTAGTAAAA
AAAGAAACCACTTATAAAGCTATCTTTCTAGAATAACACTATATATATGTGGACAAA
GATATTTTCTTATTTTACAAGGACTACATAATACTTTATGCAATTGCCCTCACATTTG
GCAATATCAATAAATTCTCAAATAAATTTTAAATGTCTTTATCATGACATTTATTATT
ACTAATAATGAGCCAATATTTATTAAGAATTGTTTATCTGTCAAAAACCACAAAACA
CTTTTTATTATTATATTTATGAACACTTTTATATTTATATTTATATAATATATTTATAA
ATACTTTT

START END QSIZE IDENTITY CHRO STRAND START END SPAN
1 410 504 100.0% 5 + 104745470 104745879 410



