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Comparison of whole-exome and high-depth targeted sequencing

of uterine cervix small cell carcinomas SCC1 and SCC4. The same tumor and normal derived
DNA samples of SCC1 (top) and SCC4 (bottom) were subjected to whole-exome sequencing and
MSK-IMPACT sequencing targeting 505 cancer-related genes. The mutations identified by whole-
exome sequencing are shown on the left, and genes being part of the 505 MSK-IMPACT panel are
labeled in an orange font. All mutations identified by whole-exome sequencing affecting genes that
were part of the 505 targeted panel were identified by MSK-IMPACT sequencing (middle), and no
additional mutations were found. The copy number profiles of SCC1 and SCC4 based on whole-
exome sequencing and MSK-IMPACT sequencing are also comparable.
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Supplementary Figure S2. Detection of HPV16 and HPV18 DNA in uterine cervix small cell
carcinomas. DNA from uterine cervix small cell carcinomas was amplified with HPV16-specific
primers (top) or with HPV18-specific primers (bottom). Agarose gel electrophoresis is shown. CaSki-
and HelLa-derived cell line DNA, which are known to harbor HPV16 and HPV18, respectively, were

included as positive controls. Ctrl, control. NTC, no template control.



Supplementary Table S1. Antibody clones, dilutions, antigen retrievals and scoring used for the

immunohistochemical analyses performed.

. o Antigen . .
Antibody Clone Dilution retrieval Detection Company Scoring
Leica Bond-RX- Nuclear positivity in tumor cells;
Ki67 MIB1 1:400 ER2, 30’ BOND Polymer DAKO percentage counting 500 tumor
Refine Detection cell nuclei.
P63 474 RTU | CC1,24 | Ventana- OptiView | Ventana | N nuclear positivity allowed in
the tumor cells.
Chromo- || 1010 | RTU CC1,8 | Ventana- Optiview | Ventana | - 0Sitive cytoplasmic staining in
granin A tumor cells at any percentage.
Synapto- | g8 | 1:2000 | CC1,32 | Ventana-Optiview | Biogenex | I oSitive cytoplasmic staining in
physin P ) ’ P 9 tumor cells at any percentage.
Nuclear positivity and
p16 E6H4 RTU CC1, 32 Ventana - Optiview Ventana | cytoplasmic positivity in tumor
cells.
Pan- Clone Cytoplasmic positivity in tumor
. 1:600 ER2, 30’ Ventana - Optiview DAKO cells at any percentage
cytokeratin | AE1/AE3 ; s
considered as positive

RTU, ready to use.




Supplementary Table S2. Primers for Sanger sequencing validation of mutations identified by whole-

exome sequencing.

Sample Gene AA change |Chromosome |Position |Forward Reverse

SCCIT AKAPE T662N 14 3208695 |GAATACCTAGCACTGCCCTCTC CCTGCCTAGCCTTGTATGCT
SCCI1T ARSK R66C 5 94901771 |ATCAATGCTAATTAAATTTCTTTATTTCC TGTAGCCACTTTCTCCCATTC

SCC1T KIF26B A650V 1 245775129 | CCCAGGCATGAGTGACAG GAAGAACACGTGTGAGTTGCG
SCC1T POLE S1531L 12 133219542 [AATCGCTGGATGGCTCTG CAGTGGTGGAGTCTGCCC

SCCIT SPECC1 R965S 17 20163560 |AGTATTAGCATCTTCTCCTTACCATGT CAGGACTACTACTGCCCAGGG
SCc2T AGA E130Q 4 178360736 [CTTAGATCTGGTTTTATCCATGATTTT TATGGATGTAGGAGCAGTAGGAGA
SCc2T ARSF C151* X 3002330 |TCACATGGTTTTTGCAATGTG GAGCCAGAGCTGACTCTCAAA
SCC2T BDP1 Q1353* 5 70806976 |GGAAAACGAGCTAGAGGAGACC TAAGTGTTGTTGGACTTAAGGACAAA
sceat COL5A1 R498S 9 137630654 [TTGGACCTTGCCCTGC TGAAGACACAAGCCTCTGGG
sceat GLI3 R905H 7 42005957 [GTCTTCAGGCTCATCCTCTCC GCTCGGCCTACCTGAGCA

sceat OR2D3 R138W 11 6942644 |GAGGAAAACCATTTCTTTTTATGG ACTAGTGCCCCACTGGCC

Scceat PIK3CA E545K 3 178936091 [AGGGGAAAAATATGACAAAGAAAG CTGCTTTATTTATTCCAATAGGTATGG
Sccat SNRNP200 R1090W 2 96953698 |TACATGCGTTTGTCGATCATC GAGCTGGAGGTAATGAAACCG
Scceat TP53 R175H 17 7578406 | AGACCTAAGAGCAATCAGTGAGGA GCCAACTGGCCAAGACCT

Sceat UTP20 L583S 12 101696298 [GTGGTTTCTCCTGTTTTTCTGC GATTTCACAACAATAGAGGCTTTT
ScceaTt ZNF584 E378K 19 58929017 |CTGGAAAGTCCACACTGGG TCCTGACGCCTTTCTGGA

SCC4T CHERP E392D 19 16639020 [GTGGGATCTGGTCGTGTG TAACTGCCTGTCACTTGGATTTAG
SCC4T MYO18A R1825G 15 72208836 |GACTTGGTAATGCGATCTTGTAGT GAAAACTGGCTGAGAATTTTGG
SCC4T LRRC7 A1122T 1 70504985 |TTCTCAGCCATCTGTGAATGAG CGATCCAGCCCTCCCCTATA

SCC4T GINS1 E18K 20 25388508 |CGCCATGTTCTGCGAAA TGCCCCGTCCAAGTCTAC

SCC4T BAZ1A R1138H 14 35234363 |GACATATCTTGCAACGCGC TTCTTCTGCTAGTCTATCCCAAGTTT
SCC4T METAP2 G47E 12 95868095 |GAAGAAGGAGCTGCCTCTACG TGAGCCAAACAGTTCAGCC

SCCAT KDMGA Y890* X 44929570 [AAACAGATCTGCTTCTGGTTAACC TCAAACATTTTCACTTTGATGAACTT
SCC4T ELK1 P223L X 47497568 [CTCTTCCTTGGGCCCTTCTA CCCGGGGAAATCACTG

SCC4T ADCY9 W1030* 16 4016748 [GGTTCTTGGAGTAGGTCTGGG ACTACCACGGAGACGTGGAA
SCC4T ADCY9 W1030R 16 4016748 [GGTTCTTGGAGTAGGTCTGGG ACTACCACGGAGACGTGGAA
SCC4T GNAS R201H 20 57484421 [TATTACTGTTTCGGTTGGCTTTG ACAGTTGGCTTACTGGAAGTTGA
SCcAT UNC13A D313Y 19 17767038 |[TCCTCCTCCTCCAGGAAGTC CTCCGACATGGAGGATGAG

SCC5T ANKRD44 P945S 2 197858397 |[CTGCAGTCGCTGTTGACTTT ATCCATGTACTATTTGTAGAGTCTAAGTAC
SCC5T ROBO2 W451C 3 77607216 | TTTGACAGATAGACCTCCACCTATAA AGATGATAATTCATGTACAAGTCCAAT
SCC5T RQCD1 R259H 2 219457379 [AGAATTTGTTTGTGTTTTGTGTGTTT GTTCAGCAGAGTATTTCCCTAAAGTC
SCC5T FAM120A T996S 9 96324527 |TTCATTCATTTAGGCGTCCAA TGCCTGGTTTTTGTAACCTCT
SCC5T FLNC R1008H 7 128484151 [GTGAACACACGAGGGGCT TAGCGCACAGCCTGGG

SCC5T PCDH17 L48F 13 58206822 |TGCCCTCACTCTCAAGAACC CTGTCTGCGTCCACGTCC

SCC5T ONECUT1 P249L 15 53081336 |ATTGCTGACCTGCGCG AACGGCTTCGAAGCCC

SCC5T CHAT Q311P 10 50833698 [GACACGCTGGTGGCTCAG GTAATGGACGTGAACGCATG

SCC5T FZR1 M27V 19 3525875 |CTGGGGGCACTCTCGG GGGATGAAGCGGTCTCC

SCC5T SCIN V122M 7 12620694 |GGCAGACACCTCATCAGTTTT CGACCCTTCACATGTAGGAG

SCC5T ITSN1 P113S 21 35107500 |CATAGCTATGAAACTTATCAAACTGAA ATAATGTTATAAACCGAGAGGGAAAA
SCC5T PLA2G4F F318I 15 42442018 [TGCTGCAGGGCCTTG CACCCAGAACCCCCCA

SCC5T CACNA1F G985E X 49074921 |[TGATCCTGGCCCCAGG ATCTCGGTGGTGAAGATTCTG
SCCeT IDH1 H309Y 2 209104653 | GGGCTGCTTTGGAGAGCA CTCTTCATGCAGTTGGACCC
SCC6T LAMB4 R1252T 7 107696077 [ATCAGTCCCCTAAAGTCAACATAGG TCTGTGAGGCAGACTTCAAAGA
SCC6T METTL18 M1l 1 169762834 [AGAACATTTTCTGTCCCTCTCTTCT CCATGTATAAGCTGCTAAAGAGAAATT
SCCeT NIPBL S2013I 5 37038770 [GTTTCCACTACCTTGTCATATTTTAGTG CTAAATTTAAAGCACTTAATGTTTTATGT
SCC6T NOTCH2 E1025K 1 120483288 |AGTCAATTACCTGACAGTTTTTCCC TAGCTGATGTTGCTCTGTTTGC
SCCe6T NPY5R F78L 4 164271657 | GATGACTTACAGTATTTTCTGATTGGG CATAATATGGCACATGACTTTGC
SCCeT ZCCHC11 D237N 1 52991244 |GTAATTAAAATGGTTAAACCGGGG TGCAAAACTCACCACGATCT

SCC6T ZCCHC8 Q205* 12 122967884 |AAGCCAAAAGTTTATGATTTTGGT CTTTCCGAAGGATGGGAAA

SCCeT RP11-1220K2.2 |R356C 7 141838447 [TCTTGGGTTCCAGCTTAGTCG TAAAAATGGGAATTGGTGTCAAC
SCC7T C19orf57 E245* 19 14000936 [CAGGGGACACCGTCTCC CCTGTCAGAACAAGGGGC

SCC7T CEP97 Q566E 3 101477146 |AAAGAAACCATATCTCAAGCAACTTC TCCTTATTTCATCAGTTAAGCAGACA
SCC7T CEP97 S330* 3 101476002 [TAGACCAGGTATTATTGATTTTTAGGT ATATGCACCTTTTTCTGCTTTATGA
SCC7T CEP97 Q580* 3 101477188 |ATTTTAACCCAGAGATCTGTTGCT CAAACCAACAAAACAGTGCATC
SCC7T FGFR3 E140K 4 1801512 |[GGACCCTGCCCCATCT CCTTAGTCCCTCAGCTGCC

SCC7T GBE1 H291Q 3 81692051 [TGCTATCCCAAAGATCATGAGTC TCATTGTTAGCCGTTATGGAAC
SCC7T IL24 E105K 1 207074845 | GAAGATCCCTATCTCTGCTGTG CCAGAGTAGAGAATGACTTCAGAGTC
SCC7T KANK4 P795T 1 62728920 |AGTGGGACACGCTGTAGTGA GGAGGAACTCTTGCTGGC

SCC7T NLRP14 C505* 11 7064772 |ATGAAAACTGCTATGTGTTCACCC CTTCATTCAAAAGGCCAAACA

SCC7T P2RX7 E175Q 12 121600313 |TTTGACCCCTATAGGAATTCAGAC CTGAGAGGGGAAGGCCC

SCC7T RNF168 Q105* 3 196215543 |ACTAAATTAAAATCTGAAACTAAAAACACA CAAAAGGAGATATTGCTGCAGTT
SCC7T SLC12A7 E989Q 5 1057647  |AGGATCTGTTCCCCCCAG CAGGAACACCGCGTCC

SCC7T TMEM51 L213F 1 15546114 [TCACTGACGGGGCTCG CGTGGCTCAAGTGGGG

SCC7T INPP5D L46Q 2 234104059 |CTGCAAATGGAAACCCCTT ACCCCACGCCCACTTTAC

SCC7T CACNA1A R1977H 19 13325057 |GTGGTGACATGCAAGCCA AAGATCTACGCAGCCATGATG




Supplementary Table S3. Sequencing statistics, number of somatic mutations and validation rates.

) Total # #Somatic |y igation .
Case | Tissue Type Sequencing | Mean Target Target Target Target Somatic Non- Rate Sanaer Validation Rate
yp Type Coverage (X) | B 2X (B 50X (B 100X . synonymous g MSK-IMPACT
ynony
Mutations Mutations Sequencing
Normal 88 100% 77% 34%
- 0/ 0,
scc1 Tumor Whole-exome 139 100% 2% 6% 21 12 100% (5/5) 100% (1/1)
Normal 121 100% 98% 93% o
SCC2 Tumor Whole-exome 336 100% 90% 59% 34 24 100% (11/11) Not performed
Normal MSK-IMPACT 122 95% 78% 56%
SCC3
Tamor 505 208 100% 99% 99% 10 6 Not performed Not performed
Normal 152 100% 96% 84% 19 (18 o o
SCc4 Tumor Whole-exome 199 100% 95% 75% 32 validated) 92% (11/12) 100% (2/2)
Normal 140 100% 97% 88% o
SCC5 Tumor Whole-exome 221 100% 93% 59% 41 26 100% (13/13) Not performed
Normal 181 100% 93% 73%
SCC6 Whole- 42 26 1009
Tamor ole-exome 182 100% 96% 80% 0% (9/9) Not performed
Normal 175 100% 91% 70% 59 (57 o
SccC7 Tumor Whole-exome 183 100% 94% 75% 84 validated) 87% (13/15) Not performed
Normal Pool | MsSK-IMPACT 115 100% 79% 55% .
SCC8 0 0 Not licabl
Tumor 505 278 99% 99% 97% ot applicable | - Not performed
Normal MSK-IMPACT 202 100% 99% 93%
SCC9 10
Tamor 505 205 100% 99% 99% 8 Not performed Not performed




Supplementary Table S4. Non-synonymous somatic mutations identified in small cell carcinomas
of the cervix using whole-exome or MSK-IMPACT targeted sequencing.

sampio [ S5yerind o] Gone syl | Anchonge | wotsiontpe | Tun® | M | Lo | pamogencry | revnet[Cpnce ] Cons | cunseq varasion | vt
Wes | D To6aN | Mssense. o o 083 [Suboonal jaidatea
wes | s ARFGEFT o o041 [suboional [NolExpressed Tostd
wes [ s RS o o T o NolExpressed atod
wes [ oR2 o o | o8 ol Expressed Tosted
Wes | e o o 026 [subcional_[NA Tested
wes | o o T al o0
wes | o o | 035 [suboinal [NA Tosted
wes | 0 v o uhconal_[NotExrassed Tosted
wes | 0 o o NolExpressed Tosted
wes | o o skdates
wes | o o o ubconal [NA o Tosted
wes | o o o o
wes | o o ool Expressed o1 Tested
wes |4 o o | oe7 a oidated
secor T wes [ I T R L2 o
WEs | o o | 0w a " o Tosted
wes | o o | oss a aiod
WS | 6 o o 05 [Subcional o Tosied
Wes | o o 1 al ot Tested
T i R A T
Wes | o o | oot 8 |NotExpressed idated
wes | @ o ‘o | 0.6 [subolonal |Not Expressed Tosted
WS | o o | 0,18 [Subclonal _|Nol Expressed Tested
[ o o 088 [Conal ot Expressed joidated.
SccsT T wes | o TR R T
wes | o o 1 onal Vot Expressed o
wes | 3 o . 1 al javdates
Wes | o o 03 [Subcional_[NA Tested
Wes | o o 05 [Subcional Expressed Tested
oo wes | o 0% [sicons
Wes |z o o 095 [Conal jaidated.
Wes | 1 o o 1 Sonal Tested
secr—T s . o et
wes | o o 038 Tested
secor—Tues o - et
wes | 1 o o 0% e Jaidated.
WES. o o o7 availbl |Vaidsted
seair—Tues o o orr From
wes | 1 o o 016 availble [Not Tested
seair—Tues [ o o FromT
wes | 7 o o 1 availble [Not Tested
Wes | o o o1 availble |Not Tested
seoir—Tues o oo FromT
wes | v o o 047 available [Not Tested
wes | 2 o T T avalatle [Vldeied
wes | o o T valable Not Tesied
wes | 2 o o T valatle [Vldsied
scoir—Tues |5 o T ow Frm T
wes | 2 o o T avalatle Veldeiad
wes | o o | o8 avalatle Valdaiad
wes | o T T avalable Not Tesied
wes | o o T avalatle Valdated
secir—Tuwes | o o our ot e o
wes | o T avalitle Valdaiad
wes | o o [ om avalatle Not Tested
wes | o o | oo avalatle Valdated
wes | o o T avaiatlo Not Tested
sccsr—Twes | o oo et e ot
wes | 2 o o [ om avalatle Voldated
wes | o o T avalatle Voldaied
wes | o o T avaiatle Not Tested
wes | o o T avalatle Voldated
sccsr—Twes | o - PR
wes | o o T avalatlo Valdaiod
wes | o o | oe avaiablo Not Tested
wes | 2 o o | oss avaiatlo Valdated
wes | o o 1o o avalabl [Not Tosted
sccsr T wes [ o T ot vt [Vt
wes | o o ool [Vaidoted
wes | o o avoiabl [Not Tosted
wes | o v o ool [Vaigoted
wes | o o ot ot Test
sccsr T wes | o T rry
wes | % o 73 aiaie
wes | o o | o% aiaie
wes | o o o aveiabie
wes |7 o v o aveiable
sccsr T wes o o st o ot
scesr T wes T o o b o ot
WEs o o avaiable st
wes | o v o avoinbl [NotTese
wes | o v o avoiabl [NotTose
sccor T wes o o om st o Tt
wes | o T 2 avoinbl [NotTose
wes | o o 1 avoinbl [NotTose
WES' o o 1 avalable st
wes | o o T avoiabi [Vodoted
sccor T wes | n o 0w b o ot
Wes | o o avalable [NotTested
wes |7 o o avalable [Vtdated
WS | 6 o o avalabl [Not Tested
wes [ o Star 5t o o avalatle [Vadated
sccor T wes | o o ot o o
wes s o o avalable [Vadated
wes [ o o avolabi [Vadoted
wes | es o avolabl [Vadat
WS | issense . o avalabl [NolTested
secor T wes | T o I ot o Toss
Wes | issense Mt o o avalabl [NotTosted
wes |7 fssense 3 3 avaltle [Vadated
WS | issense Mt o o valabl [Not Tested
WES | s o o avalabl [NotTested
sccor T wes | T s oo ot o Toss
wes | o 3 3 avaltle [Vadated
wes | neense Maton o 3 avalatle [Vadated
Wes | lssense Wutaton o o avalable [Not Tested
WES fssens iation o o avalable Fested
scorr T wes st sion i o ot o Toss
WES fasens o o 082 avalable [Not Tested
wes | 1 n taton o o o7 avalable
Wes | fasens o o 0% avalable [Not Tested
wes | fssense_Mutation 3 o o 1 avalable =)
oo wes | reree ision - o oo it ot Tosi
oo wes | i SorereE | e TR — vt oo
Wes | o o 1 ‘available |Not Valiated
WES. " o o 1 avallble |Vaidated
Wes | n 001602564 o o 1 avalable |Vaidated
seo—T—ues [ oz | o o Fr
wes | 7 o o or2 avaiable stec
wes | 2 o o 016 avaiable stec
wes | o o o 084 avaiable stec
wes | 4 o o 1 avaiable stec
seor—Twes— v o - Frm T
WES. o o o 025 avaiable stec
Wes | 5 [0.03021568 | No o 089 availble |Vaidsted.
wes | o o 054 availble [Not Tested
ves | o o T avalatle Valdated
lsccrr wes | 1 o2sseat o o 1 avaiable
wes | o toez2402 [0 02164502 o T T vl
Wes | [oteasssse] o [ WNo o (5 available
wes | es o [ or valale
Wes | 1 = passer o 085 available
lseerT wes | 2 ‘o | ey, patogenc | Mo | ose vt
Wes |7 o passenger o 067 available
Wes |1 es passenger o 073 available
wes | s o o o o [ oz avalatle [Not Tester
wes | @ o o T avalatle [NotTaster
seorr—ues— | —— oo et o Tot
wes | T T I avalatle [NotTaster
wes | o passen o | oot avaiatio [NotTaster
wes | o passen o [ o avaiatlo [NotTaster
wes | o | ey, patogonc | Mo | 030 avaiatie [NotTester
seorr—Twes [ - P = N T PR
wes | o pessenger o [ o avaiatle Not Tested
wes | o pessengor o T avalatle Valdated
wes | o passeng o T avaiatle Not Tested
wes | o pessengor o | 0w avaiatle [NotTested
seorr—Twes | P T et e Tost
wes | o . o pessengor o [ o avalatlo [NotVaidated
WES o passen; o 093 avaiable. sted
wes | s o[ oy, pabegorc | o 2votabio [Vt
wes | Toosarssr o prore o | o avolable -
scorr—T—wes | coisorees T - o o ot N Tt
wes | 2 o ey _pathogenic o o avaiable st
wes |2 T o pessenge o | osr 2volabl [NotTeso
wes | [T o passenger o 2votabl [NorTeso
wes | o233 o sassenger o 2votabl [NoTeso
scorr—T—wes |1 o soesr o seniee | Mo | o ot o Tt
wes | 1 o passenger o avaiable st
Wes | 028712671 [ 0.01077566 | s passenger o ost avaiablo [Vai
WES 0023255 o passenger o o073 avaiable st
wes | 00125 o passenger o 095 avalatle st
[scerT WEs lo passenger o 1 avaiable st
wes | 2 lo passenger o 0% avaiable st
wes | o passenger o o8 avaiable st
[scerT ES o passeng o 1 avaiable st
[sccaT_[msk-mPACT| 2 n o o key_pathogenic o 058 avaiable st
[socaT_[mskvPAcT| 2 fation ] o ke _pathogenic o 055 avalable st
[scesT[mskcmPAcT | utation [0 34885721 | 0004 o ikely_pathogenic_ o 07 avaabie. e
[sceaT_[wskmpACT| 7 uiton [0.15215058] s We_pothogenic | _No | 036 avalable [NotToste
[seosruskmpACT] 2 jaton o t5631652 o passonger T osr avalable [NolToste
WSKIVPACT taton 004060914 os passens o 008 avalable st
T taton [0 40es3627| s kely_pathogenic o 1 avalable st
o o key_pathogenic o 1 avalable st
taton to oassenger o oo avalable [Not Testec
jton o s0omrs T T T b o Tot
i 000 o1 pavogeric [ o | o bt o Tot
Ty o msenger [ ha 03 ot o Tot
o gty pagene| o077 b o Tot
[sccorTuskmeact] Mssense Mutaton o ikely_pathogenic s 0% avalable [Not Testec




Supplementary Table S5. Putative in-frame fusion transcripts with driver probability >0.1 identified
in SCC1 and SCC2 using RNA-sequencing.

. Driver
Sall'gple Genes Genomic coordinates Sp:_inmng and Split reads (n) | probability | Algorithm |5’ location | 3' location P-value
split reads (n) (Oncofuse)

SCC2T VMP1-RPS6KB1 chr17:57842500>chr17:57987922 3 3 0.997438 |chimerascan Intron Intron 0.04913752
SCC2T SLC35G2-NCK1 chr3:136538057>chr3:136646825 2 1 0.9961532 [chimerascan Exon Intron 0.05754801
SCCI1T DMC1-DDX17 chr22:38917612>chr22:38897286 3 2 0.9858879 [chimerascan Intron Intron 0.14232601
SCCI1T ABCA10-ABCA6 chr17:67145173>chr17:67136890 2 2 0.9736921 [chimerascan Intron Intron 0.19960184
SCC1T ARFIP2-TRIM3 chr11:6498947>chr11:6486963 2 2 0.9446882 [chimerascan Intron Intron 0.34136487
SCC2T PDLIM2-C80rf58 chr8:22447255>chr8:22458394 2 2 0.8289519 |chimerascan Intron Intron 0.63653723
SCC2T GKAP1-KIF27 chr9:86431910>chr9:86530594 7 2 0.5981402 |chimerascan Intron Intron 1
SCC2T GKAP1-KIF27 chr9:86431910>chr9:86530594 28 17 0.5981402 |[defuse Intron Intron 1
SCC1T POLA2-CDC42EP2  |chr11:65063462>chr11:65088014 4 3 0.5912114 |chimerascan Intron Intron 1
SCC2T POLA2-CDC42EP2  |chr11:65063462>chr11:65088014 23 10 0.5912114 |chimerascan Intron Intron 1
SCC2T POLA2-CDC42EP2  |chr11:65063462>chr11:65088014 41 21 0.5912114 |defuse Intron Intron 0.97330609
SCC2T PIBF1-KLF5 chr13:73573134>chr13:73635998 2 2 0.5481406 |chimerascan Intron Intron 1
SCC1T TLK2-FAM157A chr17:60637488>chr3:197907625 33 33 0.2722771 |chimerascan Intron Intron 1
SCC2T TLK2-FAM157A chr17:60637488>chr3:197907625 44 29 0.2722771 |chimerascan Intron Intron 1
SCC1T TLK2-FAM157B chr17:60637488>chr9:141134069 33 33 0.2722771 |chimerascan Intron Intron 1
SCC2T HOXB6-HOXB3 chr17:46681841>chr17:46651377 3 2 0.1747878 |chimerascan Intron Exon 1
SCC1T ZNF716-ZNF678 chr7:57522293>chr1:227842036 4 4 0.1540229 |chimerascan Intron Intron 1
SCC1T F8-TMLHE chrX:154114408>chrX:154718952 2 1 0.1096824 |chimerascan Intron Exon 1
SCC1T MBD1-CCDC11 chr18:47799193>chr18:47788590 3 2 0.1056514 |chimerascan Intron Intron 1




Supplementary Table S6. Putative HPV integration sites based on RNA-sequencing.

Sample ID | hg19 locus hg19 annotation Mate 1 HPV18 Position [ Mate 2 hg19 Chromosome 18 Position
SCC1T 18qg12.3 - 882 39411292
SCC1T 18q12.3 - 2280 39497187
SCC1T 18qg12.3 - 3669 39401088
SCC2T 8p22 RP11-89M16.1-002 (IncRNA) 2603 129517175
SCC2T 8p22 RP11-89M16.1-002 (IncRNA) 4908 129518183
SCC2T 8p22 RP11-89M16.1-002 (IncRNA) 5996 129517009
SCC2T 8p22 RP11-89M16.1-002 (IncRNA) 5998 129509523




