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u-4.7u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGGGTTCTCAAAAGTTACAAGGAAGT T
u-4-8us AATGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGTTCTCAAAAGTTACAAGAAAGT T,
u-27u3 AATGAAAGACCCCACCATCAGGCTTAGCAGGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTTACAAGAAAGT T:
K-4-11 us AATGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATT TTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTTACAAGAAAGT T
k-48U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGCTCTCAAAAGTTACAAGGAAGT T
u-4-9u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTTACAAGGAAGT T
u-4-11 U3 AGTGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATT TTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTCACAAGGAAGT T
U-4-1U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGCTACAAGGAAGT L
K-4-10 U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATT TTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGCTACAAGGAAGT T
K-4-5U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGCTACAAGGAAGT T:
L-43U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGGGCTGAGTTCTCAAAAGCTACAAGGAAGT g
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Burn/No Burn

u3-4u3 AATGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTAAGT TCTCAAAAGTTACAAGAAAGT
1-32u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGCTCTCAAAAGTTACAAGGAAGTT;
L-11u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGTTCTCAAAAGCTACAAGGAAGT T
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u-1.7u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGT

CGCCATTTTGCAAGGCATAAAAAA,

TACCAGAGCTGGGT TCTCAAAAGTTACAAGGAAGT

k-3:3u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGGGTTCTCAAAAGTTACAAGGAAGT T,
k-3:6 U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGGGTTCTCAAAAGTTACAAGGAAGTT:
k-38u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGGGT TCTCAAAAGTTACAAGGAAGT T
L-35u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAGAAA-GTACCAGAGCTGGGCTCTCAAAAGTTACAAGGAAGT T
L-31us AATGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTAAGT TCTCAAAAGTTACAAGAAAGT T
L-34us AATGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTAAGTTCTCAAAAGTTACAAGAAAGTT;
u-15us AATGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTTACAAGAAAGT T
u-32us AGTGAAAGACCCCACCATCAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTTACAAGAAAGTT:
L12us AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGT TCTCAAAAGTTACAAGGAAGT T
u-1:1us AATGAAAGACCCCACCATAAGACTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGTTCTCAAAGGTTACAAGGAAGTT:
L-16us AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGCTCTCAAAAGTTACAAGGAAGT T,
L18us AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGCTCTCAAAAGTTACAAGGAAGTT:
k-35U3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGTTCTCAAAAGTTACAAGGAAGT T,
L-39u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGTTCTCAAAAGTTACAAGGAAGTT:
u38us AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAAAAA-GTACCAGAGCTGAGTTCTCAAAAGTTACAAGGAAGTT:
u-1.8u3 AATGAAAGACCCCACCATAAGGCTTAGCAAGCTAGCTGCAGTAACGCCATTTTGCAAGGCATGAGAAA-GTACCAGAGCTGAGTTCTCAAAAGCTACAAGGAAGTT,
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CCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGWCT
CCCCGGCTCAGGGCCAAGAACAGATGGCTCTL:
CCCCGGCTCAGGGCCAAGAACAGATGGCTCTL:
CCCCGGCTCAGGGCCAAGAACAGATGGCTCTL:
CCCCGGCTCAGGGCCAAGAACAGATGGTACGCAGATAAAGCGGAACCAGCAAC)

u-47U3 GGGCCGA ACAGGHTATCGGTE
u-48U3 GGGCC) \TATCGGT( G
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u-4-9U3 AGGCCAA ATATCTGTG
U-4-11 U3 GGGCCAA ATATCTGTQ
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CCCCGGCTCAGGGCCAAGAACAGATGGTACTLAGATAAAGCGAAACTAGCAAC)
GGCCCCGGCTCAGGGCCAAGAACAGATGGTACTCAGATAAAGCGAAACTAGCAAC)

GTCGA

U41U3 GGGCCAA AT
K410 U3 GGGCCAA AT
K45U3 GGGCCAA AT
L4313 GGGCCAA AT

ACAGG
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CGATGGTAC
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CACCTGGGCCCCGGCTCAAGGCCAAGAACAGATGATACG
CACCTGGGCCCCGGCTCAAGGCCAAGAACAGATGATACG
"ACCTGGGCCCCGGCTCAAGGCCAAGAACAGATGATACK
"ACCTGGGCCCCGGCTCAAGGCCAAGAACAGATGATACG
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Burn/No Burn

U34U3 GGGCC TATCGGTGGTCARG:
L32u3 GGGCCABACAGGATATCGGTAGTC)

"ACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGCTCT,
CGCCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTACG

GTCAGTGT TAGCAGAACTAGCTTC/

AGATAAAGCGGAACCAGCAAC

\CTGAT

L11U3 GGGCCAKACAGGAT - CGATGGTACGCACCTGGGCCCCGGCTCAAGGCCAAGAACAGATGATACG
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u-1:7U3 GGGCCGAACAGGATATCGGTGGTC/
k-3-3U3 GGGCCGAACAGGATATCGGTGGTC/
k-3-6 U3 GGGCCGAACAGGATATCGGTAGTC/
k383 GGGCCGAACAGGATATCGGTGGTC/
L-35U3 GGGCCGAACAGGATATCGGTAGTC/
L3103 GGGCC \TATCGGTGGTC/
1-34U3 GGGCCAA----- ATATCGGTAGTCAA
u1:5U3 GGGCC) \TATCGGTGGT
u32U3 GGGCC \TATCGGTQGT
L12u3 GGGCC
u11Us GGGCC)
L16U3 GGGCCAA

"ACCTGGGCCCCGGCTCAGGGCCAAGAATAGATGGTTCT:
’ACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTTCT!
’ACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTTCT:
’ACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTTCT:
’ACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTTCT:
’ACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGCTCT:
CACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGCTCT:
CCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGCTCT:
CCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGCTCT:
CACCTGGGCCCCGGCTCAAGGCCAAGAACCGGTGGTACG
CACCGGGGCCCCGGCTCAAGGCCAAGAACCGATGGTACG
CGCCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTACG
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AGATAAAGCGGAACCAGCAACAGACACAGAAGCCCCGATAGACGTCAGTGTTAGCAGAACTAGCTTCACTGATT)
AGATAAAGCGGAACCAGCAACAGACACAGAAGCCCCGATAGACGTCCGTGTTAGCAGAACTAGCTTCACTGATT)
AGATAAAGCGGAACCAGCAACAGACACAGAAGCCCCGATAGACGTCAGTGTTAGCAGAACTAGCTTCACTGATT]
AGATAAAGCGGAACCAGCAACAGACACAGAAGCCCCGATAGACGTCAGTGTTAGCAGAACTAGTTTCACTGATT)
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L18U3 GGGCCARACAGGATATCGGTG CGCCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTACGCAGATAAAGCGGAACCAGCAAC

k3503 GGGCCAA
La9us AGGCCAA

ACAGANTATCGGTG

ACAGGATATCTGTG

CGCCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTACG
CACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTACT:

AGATAAAGCGGAACCAGCAAC
CAGATAAAGCGAAACTAGCAAC

u-38U3 AGGCCAAACAGGATATCTGTG CACCTGGGCCCCGGCTCAGGGCCAAGAACAGATGGTACTICAGATAAAGCGAAACTAGCAAC

u18U3 GGGCCAXACAGGAT: CGATGGTACGCACCTGGGCCCCGGCTCAAGGCCAAGAACAGATGATACG

190 bp insertion

311 320 330 340 350 360 370 390 400 410 420 430 440 450
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u47Us TAGAAAAGTAGAGGTGCACAGTGCTCTGGTCACTCCTTGAACCTGTGTGTCTGCCAATGT TCTGACCAGATATGTGCCCAT TGCTGAACCTTCATTAGACTCTTTCCTTGTACCCCTCCCCTACCCATTTCTTGAAAATAGACATTGTT:
u-48U3 TAGAAAAATAGAGGTGCACAGTGCTCTGGCCACTCCTTAAACCTGTGTGTCTGCCAATGTTCTGACCAGGTGTGTGCCCATTGTTGAACCTTCATTAGACCCTTTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
u-27u3 TAGAAAAATAGAGGTGCACAGTGCTCTGGCCACTCCTTAAACCTGTGTGTCTGCCAATGTTCTGACCAGGTGTGTGCCCATTGTTGAACCTTCATTAGACCCTTTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
Kk-4-11U3 TAGAAAAATAGAGGTGCACAGTGCTCTGGCCACTCCTTAAACCTGTGTGTCTGCCAATGTTCTGACCAGGTGTGTGCCCATTGTTGAACCTTCATTAGACCCTTTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
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L4303 - GG--CCCCG-GCTCAGG ATG-GTTCCCA

Burn/No Burn

u-34U3 TAGAAAAATAGAGGTGCACAGTGCT CTGGCCACTCCTTGAACCTGTGTGTCTGCCAATGTTCTGACCAGGTGTGTGCCCATTG'I'[GAACC'I'[CATTAGACCCT CTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
L32us

TTAGAAC]
TTTCT]

L1403 —mmmmmm e GG--CCCCG-GCTCA CA CAGATG-GTTCCC, T

Isolated in
No Burn

u-17Us TAGAAAAATAGAGGTGCACAGTGCTCTGGTCACTCCT TGAACCTGTGTGTCTGCCAATGT TCTGACCTGATATGTGCCCATTGCTGAACCTTCATTAGACTCTTTCCTTGTACCCCTCCCCTACCCATTTCTTGAAAATAGACATTGT T;
k-3-3U3 TAGAAAAATAGAGGTGCACAGTGCTCTGGTCACTCCTTGAACCTGTGTGTCTGCCAATGTTCTGACCAGATATGTGCCCATTGCTGAACCTTCATTAGACTCTTTCCTTGTACCCCTCCCCTACCCATTTCTTGAAAATAGACATTGTT:
k-3-6 U3 TAGAAAAATAGAGGTGCACAGTGCTCTGGTCACTCCTTGAACCTGTGTGTCTGCCAATGTTCTGACCAGATATGTGCCCATTGCTGAACCTTCATTAGACTCTTTCCTTGTACCCCTCCCCTACCCATTTCTTGAAAATAGACATTGTT:
k-38Us TAGAAAAATAGAGGTGCACAGTGCTCTGGTCACTCCTTGAACCTGTGTGTCTGCCAATGT TCTGACCAGATATGTGCCCATTGCTGAACCTTCATTAGACTCTTTCCTTGTACCCCTCCCCTACCCATTTCTTGAAAATAGACATTGTT:
1-35U3 TAGAAAAATAGAGGTGCACAGTGCTCTGGTCACTCCTTGAACCTGTGTGTCTGCCAATGTTCTGACCAGATATGTGCCCATTGCTGAACCTTCATTAGACTCTTTCCTTGTACCCCTCCCCTACCCATTTCTTGAAAATAGACATTGTT:
L-3-1us TAGAAAAATAGAGGTGCACAGTGCTCTGGCCACTCCTTGAACCTGTGTGTCTGCCAATGT TCTGACCAGGTGTGTGCCCATTGTTGAACCTTCATTAGACCCTCTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
L-3-4u3 TAGAAAAATAGAGGTGCACAGTGCTCTGGCCACTCCTTGAACCTGTGTGTCTGCCAATGT TCTGACCAGGTGTGTGCCCATTGTTGAACCTTCATTAGACCCTCTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
u-15Us TAGAAAAATAGAGGTGCACAGTGCTCTGGCCACTCCTTGAACCTGTGTGTCTGCCAATGT TCTGACCAGGTGTGTGCCCATTGTTGAACCTTCATTAGACCCTTTCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
ua2us TAGAAAAATAGAGGTGCACAGTGCT! CTGGCCACTCCTTAAACCTGTGTGTCTGCCAATGTTCTGACCAGGTGTGTGCCCATTG'I'TGAACC'I'[CATTAGACCCTI’ TCCTCGTACCCCTCCCATACCCATTTCTTGAAAATAGACATTGTT:
L1203 CCCG-GCTCA CAGATG-GTACCC/ TAAGGC AGCAACAG
U11U3 CCCG-GCTCA CAGATG-ATACCC/ TAAGGC AGCAACAG
L16Us
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TAAAAAGTCCCACG
GAAAAAGTCCCACG
GG-AAAGACCCACG
GG-AAAGTCCCACG

TCAGT T:
TCAGTT;
TCAGTT:
TCAGTT:-
TCAGTTTCAGGT
TCAGTTETCAGGT
TCAGTTTCAAGT

k
&
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LCCCAAATGACCGGGAAGTACCCCAAACCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCTGCCCAGH
CCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCTG
LCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCT(
—TCCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCTG
LCCCAAATGACCAGGAAATACCCCAAGCCTTGATTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCTC
CCCCAAATGACCGGGAAATACCCCAAGCCTT-ATTTAAACTAACCAATCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCCG
LCCCAAAAGACCGGGAAAAACCCCAAGCCTT-ATTTAAACTAACCAATCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCTG
AGCTCGCTTCTCGCTTCTGCACCCACGCTTTTTGCTG
AGCTCGCTTCTCGCTTCTGTACCCACGCTTTTTGCTC
AGCTCGCTTCTCGCTTCTGTACCCACGCTTTTTGCTG
AGCTCGCTTCTCGCTTCTGTACCCACGCTTTTTGCTC

LCCAGQ
CCCAGG
CCCAGQ
CCCAGG
CCCAGQ
CCCAGG
LCCAG
CCCAG
LCCAG
CCCAG

CCTAGG
LCCAGG
CCCAGG
LCCAGC
CCCAGG
CCTAGG

CGTATAAN
CCTATAAA
CCTATAAA
CCTATAAA
CCTATAAA
CCTATAAA
TATAAA
TATAAA
TATAAA
TATAAA
TATAAA

AAGGGTAAAAACTCCACACTCGGQ
AAGGGTAAAAACTCCACACTCGGQ
PAGGGTAAGAACTCCACACTCGGQ
PAGGGTAAAAACTCCACACTCGGQ
PAGGGTAAGAGCTCCACACTCGGQ
AAGGGTAGGAACTCCACACTCGG(
AAGGGTAAAAACCCCACACTCGGT|
AAGGGTAAGAACTCCACACTCGGQ
AAGGGTAAGAGCTCCACACTCGGQ
5AGGGTAAGAACTCCACACTCGG(]
AAGGGTAAGAACTCCACACTCGGQ

Burn/No Burn

u34U3
L32u3
L1103

TAAAAAGTCCCACG
GAAAAAGTCCCACG

;TCAGTT=-
\TCAGTT:TCAGGT

1

CCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCTG
LCCCAAATGACCAGGAAATACCCCAAGCCTTGATTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCTG
AGCTCGCTTCTCGCTTCTGTACCCACGCTTTTTGCT(

LCCAG
CCCAG
CCAGC

TATAAA
TATAAA
TATAAAS

PAGGGTAAAAACTCCACACTCGGQ
AAGGGTAAGAACTCCACACTCGGQ
AAGGGTAAGAACTCCACACTCGG]

Isolated in
No Burn

V1703
K33U3
K363
K383
L3503
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U503
u3203
L1203
U113
L16U3
L18U3
K-35U3
L39u3
U383
U-18U3

TAAAAAGTCCCACG
TAAAAAGTCCCACG
TAAAAAGTCCCACG
TAAAAAGTCCCACG
TAAAAAGTCCCACG
TAAAAAGTCCCACG
TAAAAAGTCCCACG
TAAAAAGTCCCAC
TAAAAAGTCCCAC
GAAAAAGTCCCAC
GAAAAAGTCCCAC
GAAAAAGTCCCAC
GAAAAAGTCCCAC
GAAAAAGTCCCAC
GG-AAAGTCCCAC
GG-AAAGTCCCACG
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~TCCCCAAATGACCGGGAAGTACCCCAAACCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCACGCTTTTTGCT(
CCCCAAATGACCGGGAAGTACCCCAAACCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT!
LCCCAAATGACCGGGAAGTACCCCAAACCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT!
CCCCAAATGACCGGGAAGTACCCCAAACCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT!
LCCCAAATGACCGGGAAGTACCCCAAACCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT!
CCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT!
LCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT!
CCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT(
CCCCAAATGACCGAGAAATACCCCAAGCCTT-ATTCGAACTAACCAACCAGCTCGCTTCTCGCTTCTGTAACCGCGCTTTTTGCT(
CCCCAAATGACCAGGAAATACCCCCAGCCTTGATTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCT(
CCCCAAATGACCGGGAAATACCCCAAGCCTTGGTTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCT(
CCCCAGATGACCAGGAAATACCCCAAGCCTTGATTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCT(
CCCCAAATGACCAGGAAATACCCCAAGCCTTGATTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCT(
CCCCAAATGACCAGGAAATACCCCAAGCCTTGATTTGAACTAACCACTCAGCTCGCTTCTCGCTTCTGTACCCACGCTTTTTGCT(
CCCCAAATGACCGGGAAATACCCCAAGCCTT-ATTTAAACTAACCAATCAGCTCGCTTCTCGCTTCTGTACCCGCGCTTTTTGCC!
CCCCAAATGACCGGGAAATACCCCAAGCCTT-ATTTAAACTAACCAATCAGCTCGCTTCTCGCTTCTGTACCCGCACTTTTTGCC(
AGCTCGCTTCTCGCTTCTGTACCCACGCTTTTTGCTG

CCAGG
CCAGQ
CCAG
CCAGQ
CCAG
CCAGQ
CCAGG]

CCCAGG

CCCAGQ

CCCAGG

CCCAGG

CCCAGG

CCCAGQ

CCCAGG

CCAGG

CCCAGA

TCCAGG

TATAAA
TATAAA
TATAAA
TATAAA
TATAAA
TATAAA
TATAAA

AAGGGTAAAAACTCCACACTCGG(
AAGGGTAAAAACTCCACACTCGG(
AAGGGTAAAAACTCCACACTCGG(
AAGGGTAAAAACTCCACACTCGG(
AAGGGTAAAAACTCCACACTCGG(
AAGGGTAAAAACTCCACACTCGG(
AAGGGTAAAAACTCCACACTCGC(
PAGGGTAAAAACTCCACACTCGG]
AAGGGTAAGAACTCCACACTCGG]
PAGGGTAAAAACCCCACACTCGG]
AAGGGTAAAAACCCCACACTCGG]
AAGGGTAAGAACTCCACACTCGG]
A-GGGTAAGAACTCCACACTCGG(
AAGGGTAAGAACTCCACACTCGG]
AAGGGTAGGAACTCCACACTCGG]
AAGGGTAGGAACTCCACACTCGGQ

CCCAGG
CCCAGG
CCCAGCLGIATAAAS
LCCAGCLCTATAAA;
CGIATAAA
TATAAA;
T ATAAA;
TATAAA;
TATAAA
TATAAA]
TATAAA

CCCAGCL
CCCAGCL
CCTAGCL

G
G
G
G
CCCAGCLG
LG
G
LG
CCTAGCEC

CCCAGCLCTATAAAAAGGGTAAGAACTCCACACTCGG]

(600)
(556)
(556)
(556)
(406)
(392)
(384)
(346)
(346)
(346)
(346)
(556)
(406)
(346)
(601)
(600)
(600)
(600)
(600)
(556)
(556)
(556)
(556)
(433)
(433)
(406)
(405)
(406)
(392)
(392)
(346)



Table S1. Profile of transcription regulatory elements on 31 unique MUERYV U3 sequences
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A total of 73 transcription regulatory elements were analyzed. Numbers in the box indicate frequency of each transcription regulatory element. Gray box indicates no occurrence of specific transcription regulatory elements.

a predominantly isolated in “Isolated in Burn” group transcription regulatory element. b predominantly isolated in “ Isolated in No Burn” group transcription regulatory element.



Table S2. Neighboring host genes within 110 kb upstream and downstream of integration sites of individual putative MUERVs

Ch| Virus Gene Or Description ch| Virus Gene Or Description
1 |K4-11.1a Selp (+/+) selectin, platelet L-1-2.8a Zfp42 (-/-)  zinc finger protein 42
ES (+/+) coagulation factor V L-1-2.8b  Asnal (-/-)  arsA arsenite transporter, ATP-binding, homolog 1
S1C19a2 (+/+) solute carrier family 19 (thiamine transporter), member 2 Tnpo2 (-/+) transportin 2 (import 3, karyopherin beta 2b)
Nme7  (+/+) non-metastatic cells 7 Fbxw9  (-/+) F-box and WD-40 domain protein 9
Blzfl (+/-) Dbasic leucine zipper nuclear factor 1 Dhps (-+) deoxyhypusine synthase
K-4-11.16Nek2 (+/1) never in mitosis gene a -related expressed kinase 2 Man2bl (-/4+) mannosidase 2, alpha B1
Slc30al (+/+) solute carrier family 30 (zinc transporter), member 1 Olfr371 (-/+) olfactory receptor 371
U-4-8.1° Degsl  (+/-) degenerative spermatocyte homolog 1 9 [L-1-2.9 Sorll (-/-)  sortilin-related receptor, LDLR class A
Fbxo28 (+/-) F-box protein 28 repeats-containing
U-4-11.1° Duspl2 (+/+) dual specificity phosphatase12 10 |K-3-3.10a Vip (-/-)  vasoactive intestinal polypeptide
Fcgr3da  (+/4) Fc receptor, IgG, low affinity IIla Rgs 17 (-/+) regulator of G-protein signaling 17
Fegr2b, 3 (+/-) Fc receptor, IgG, low affinity IIb, III Fbxo5 (-/+) F-box protein 5
Ferla,b (+/-) Fc receptor like a, b Mtrfll (-/+) mitochondrial translational release factor 1-like
Atfo (+/-) activating transcription factor 6 K-3-3.10b SlIc2al2 (+/+) solute carrier family 2, member 12
2 |[K-4-11.2 Nr4a2 (-/-) nuclear receptor subfamily 4, group A, member 2 Tbpll (+/-) TATA box binding protein-like 1
Gpd2 (-/+) glycerol phosphate dehydrogenase 2, mitochondrial Tcf21 (+/-) transcription factor 21
3 |K-3-3.3b Fubpl (+/+) far upstream element (FUSE) binding protein 1 K-4-11.10aUst (-/-)  uronyl-2-sulfotransferase
Usp33  (+/+) ubiquitin specific peptidase 33 K-4-11.10bZbtb24  (+/+) zinc finger and BTB domain containing 24
Zzz3 (+/+) zinc finger, ZZ domain containing 3 Micall  (+/+) microtubule associated monoxygenase
Nexn (+/-) nexilin Cd164 (+/+) CD164 antigen
4 |L-1-1.4% Fgr (+/*) gardner-rasheed feline sarcoma viral oncogene homolog Smpd2  (+/+) sphingomyelin phosphodiesterase 2
Ahdcl  (+/+) AT hook, DNA binding motif, containing 1 K-3-3.11a Drg2 (-/+) developmentally regulated GTP binding protein 2
Wasf2  (+/+) WAS protein family, member 2 Myol5  (-/+) myosin XV
K-3-6.4P Efcbpl (-/-) EF hand calcium binding protein 1 Alkbh5  (-/+) alkB, alkylation repair homolog 5 (E.coli)
Tmem64 (-/+) transmembrane protein 64 K-3-3.11c Dhx40 (+/-) DEAH (Asp-Glu-Ala-His) box polypeptide 40
K-3-3.4 Ankrd6 (-/-) ankyrin repeat domain 6 Ypel2 (+/-) Yippee-like 2 (Drosophila)
K-4-11.4a Lepr (-/+) leptine receptor K-4-11.11b Akapl (/-) A kinase (PRKA) anchor protein 1
K-4-11.4b Scp2 (-/-)  sterol carrier protein 2, liver Scpepl  (-/-) serine carboxypeptidase 1
Echdc2 (-/+) enoyl coenzyme A hydratase domain containing 2 Coil (-/+) coilin
5 |K-3-3.5b Cpeb2 (+/+) cytoplasmic polyadenylation element binding protein 2 Trim25  (-/+) tripartite motif protein 25
K-3-3.5a Myl2 (+/+) myosin, light polypeptide 2 K-3-6.12b Ctse (+/+) cathepsin E
Ppplcc (+/4) protein phosphatase 1, catalytic subunit, gamma isoform Sos2 (+/-) son of sevenless homolog 2 (Drosophila)
Hvenl  (+/4) hydrogen voltage-gated channel 1 13|K-3-3.13 Histlh2ai (+/+) histone 1, H2ai
Pptc7 (+/+) PTCT7 protein phophatase homolg (S. cerevisiae) Histlh2ab (+/+) histone 1, H2ab
Ccdc63  (+/-) coiled-coil domain containing 63 Hist1h2bb (+/+) histone 1, H2bb
U-1-5.5aPProml  (+/-) prominin 1 Hist1h2bc (+/+) histone 1, H2bc
U-1-5.5bPSrp72  (+/+) signal recognition particle 72 Hist1h2bf (+/+) histone 1, H2bf
Arl9 (+/+) ADP-ribosylation factor-like 9 Hist1h2bm(+/+) histone 1, H2bm
Paics (+/+) phosphoribosylaminoimidazole carboxylase Histlh3g (+/+) histone 1, H3g
Ppat (+/-) phosphoribosyl pyrophosphate amidotransferase Histlh4a (+/+) histone 1, H4a
U-4-8.5¢ Trra (+/-) transformation/transcription domain-associated protein Olfr1359 (+/+) olfactory receptor 1359
Tmem130(+/-) transmembrane protein 130 K-3-5.13 Zfp712  (-/+) zinc finger protein 712
L-3-9.5b Srpk2  (-/-) serine/arginine-rich protein specific kinase 2 K-4-11.13 Tnpol (-/-) transportin 1
Pus7 (-/-) psedouridylate synthase 7 homolg (S. cerevisiae) Rpl27a  (-/+) ribosomal protein L27a
Rintl (-/+) RADS5O0 interactor 1 14(L-1-2.14 Mrpl52  (+/+) mitochondrial ribosomal protein L52
6 |K-3-6.6P Suclgl (-/+) succinate-CoA ligase, GDP-forming, alpha subunit Mmpl4 (+/+) matrix metallopeptidase 14 (membrane-inserted)
7 |[K-3-6.7P Trpml  (+/+) transient receptor potential cation channel, subfamily M Lipl0 (+/1) low-density lipoprotein receptor-related protein 10
K-4-11.7aUsp29  (-/+) ubiquitin specific peptidase 29 Rem2 (+/*+) rad and gem related GTP binding protein 2
Zfp418 (-/+) zinc finger protein 418 Cdh24 (+/*+) cadherin-like 24
K-4-11.7c Atpda  (+/+) ATPase, H+/K+ exchanging, gastric, alpha polypeptide Prmt5 (+/-) protein arginine N-methyltransferase 5
Krtdap (+/1) keratinocyte differentiation associated protein Jub (+/-) ajuba
Sbsn (+/+) suprabasin Psmb5 (+/-) proteasome subunit beta type 5 precursor
Wbp7  (+/-) WW domain binding protein 7 Acinl (+/-) apoptotic chromatin condensation inducer 1
Zbtb32  (+/-) zinc finger and BTB domain containing 32 15|U-1-5.15P Bopl (-/-)  block of proliferation 1
Upkla (+/-) uroplakin 1A Nfkbil2  (-/-) nuclear factor of k light peptide gene enhancer
Cox6bl (+/-) cytochrome c oxidase, subunit VIb polypeptide 1 in B cells inhibitor-like 2
Etv2 (+/-) ets variant gene 2 Slc39a4  (-/-) solute carrier family 39 (zinc transporter), member 4|
Tmeml147(+/-) transmembrane protein 147 Dgatl (-/-)  diacylglycerol O-acyltransferase 1
Gapdhs (+/-) glyceraldehyde-3-phosphate dehydrogenase Scrtl (-/-)  scratch homolog 1, zinc finger protein (Drosophila)
K-4-11.7dNucb2  (+/*) nucleobindin 2 Fbxl6 (-/-)  F-box and leucine-rich repeat protein 6
Pik3c2a (+/-) phosphatidylinositol 3-kinase, C2 domain, o polypeptide Cpsfl (-/-) cleavage and polyadenylation specific factor 1
8 |K-3-6.8P Rpll3  (+/+) ribosomal protein L13 Vps28 (-/-)  vacuolar protein sorting 28 (yeast)
Dpepl  (+/*) dipeptidase 1 (renal) Foxihl (-/-) forkhead box H1
Cdkl0  (+/+) cyclin-dependent kinase (CDC2-like) 10 Cyhrl (-/-)  cysteine and histidine rich -1
Zfp276  (+/+) zinc finger protein (C2H2 type) 276 Scx (-+) scleraxis
Spg7 (+/*) spastic paraplegia 7 homolg (human) Hsfl (-/4) heat shock factor 1
Fanca  (+/-) fanconi anemia, complementation group A GPR172b (-/+) G protein-coupled receptor 172B
Sult5al (+/-) sulfotransferase family SA, member 1 Adck5 (-/+) aarF domain containing kinase 5
Pcoln3  (+/-) procollagen (type III) N-endopeptidase Ppplri6a (-/+) protein phosphatase 1, regulatory (inhibitor)
U-3-4.82 Cotll (-/-) coactosin-like 1 (Dictyostelium) 18 |U-4-8.18° Mbp (+/+) myelin basic protein
Uspl0  (-/+) ubiquitin specific peptidase 10 Zfp236  (+/-) zinc finger protein 236
Crispld2 (-/+) cysteine-rich secretory protein LCCL domain 19 |[K-4-11.19 Lgil (+/+) leucine-rich repeat LGI family, member 1
containing 2 Tmem20 (+/+) transmembrane protein 20

Putative MuER Vs isolated with 100% homology with respective U3 probes: aIsolated in Burn/No Burn, PIsolated in No Burn, and ¢Isolated in Burn. *chromosome
** orientation (virus/gene)



