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[ETACKRAAACAGL: CRK ATAGAK[CAAT GGAACAGAAITRGAGR AT CAGAAATAAIALCACA]
TRTCTAY RAC A FGATCTTr 6B AR EAFARRAK FRGCART GGG RRAGGATT]

CRTCTAWACE C[THTGATCTTY: AR ofS kA FARRA FAGCAATGG G RARGGATT]
L] [ s
CCTATTTAARAATGGTGCTGGGAPRACT GGCTAGCIRTRTGIrAGAAA CTGAAACTGGA|

[CTATTTAAKRAATGGT GCTGGGAKRACT GGCTAGCPRTL TGKRGAAAR TTGAAACT GGA
I
TCECTTCCTTACACCTTATACAAAAATI RA]T T EAGATGGAT TAAAGATTTTAAALGTITRA]

CTECTTCCTTACACCTTCCCARAAATITRAY [T BAGATGGAT TAAAGAK TTAAANTGTRRA]
ACCTEAARACKRTAAAAACCCTAGAAGAAAAL CTAGGCAJTTACCATTCAGGACATAGGL G

TCCKBARACT ETARAAACCCTIGAAGAAAANCTAGGCARTACCARTCAGGACATAGG AR
GACTTCETGr C CRARAK AL CAAAAGCAATT GRCARCAAAAGA CRAAATTGACAA|

[GGGCARPGATTTTITATGAT GRAAA]T GECAAAAGCAAL TIECI RCAAAAGI ARARATT GACAA
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ATGGGATCTAATTAAACRPAAGAGCTTCTG GTGAAAGAAACTAT[TATCAF---GA
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[TGAACAGRGLCA| CTACAEEPTGGGAGAAAATTTTEFCAAEﬁTEC CATCTGACAAAGGEE

[TGAACAGACAT] TACAGAATGGGAGAAAAEFTTTGCEETCTGTTCATCTGACAAAEFTC

[TGAACAGACATCCTACAGAATGGGAGAAAATTTTTGCARITCTGTLCACLTGACAAAGGT()

[FAATATIAGAAT CTACAATGAACTLRARAAATTTACARGAAAAAAAL AAACRACK CA
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T TTCA

ATTCAGAAFKTACAAAGAACTTAAGCAAATTTACACC AAAAAAL-
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[T TAAAAAGT GGACAAAGRACATGAACAGACACTTCTE-RAAGAAGACATACATGTGGCCA
[[TAAAAAGTGGACAAAGGACKTTRRACAGACACTTCT CAAAAGAAGACATACATGTGGCCA

AACALRTGAAGRAL -BrGCTCATCAT CACT Gl CRATIRGAGAAAT GCAAAT CAAAAC]
AARATATGAAAAAGARAGCT CIC-CATCACT GATCATTAGAGAAATGCAAATCAAAAC
A

AACATAAGAAAAAL--AAGCTA ‘CATCACTGATCATTAGAFhAATGCAAATCAAFES

Supplementary Figure 1. Sequence alignment of LINE1 segments.
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Alignment of a segment of the LIRE1 (1570 bp), gL (1553 bp), and aL (1005 bp) sequences. Homologous bases are enclosed by frames. Potential hairpin loops

(probability above 80%) are shown as bars (black: stem, gray:loop). CpG sequences are shown as small closed circles. Small arrows are position for distinguishing

Ta and non-Ta subfamilies.
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Supplementary Figure 2. Correlation of EGFP expression and MBN score after cell culturing.

(A) EGFP expression levels (imaging of fluorescence, left; RT-PCR, right) were compared before and
after 25 days of culturing cell lines L.1A-20, L1A-21, gl.2-24, and gl.2-25. (B) Genomic DNA har-
vested before or after 25 days of cell culture (lines L1A-20, L1A-21, gl.2-24, and gl.2-25) was cleaved
with MBN (+), then amplified with primers targeting the LINE elements (gl.2 and L1A), the CMV
promoter, and the EGFP sequence. (C) Histograms of the ratios (MBN +/-) of PCR products.



