
Figure W1. Nucleotide sequences of the 5′ RACE clones obtained from MeWo cells. (A) Clones indicating transcriptional initiation at
nucleotide no. 796 are aligned with the LTR-leader sequences (HERVK-LTR-Leader) of HML-2.HOM (GenBank AF074086.2). Nucleotides
identical to the HERVK-LTR-leader sequences are in blue, and mismatches in magenta. The 3′ end of the LTR is marked by a line.
(B) Clones corresponding to the transcripts starting at no. 826 are shown. The first 6 clones of 11 are shown. (C) Alignment of the
5′ RACE products indicating transcriptional initiation by a non-LTR promoter at 7q22. Corresponding chromosomal sequences
(NW_001839071) are also aligned. Regions unrelated to HERV-K are in magenta.



Figure W2. Nucleotide sequences of the 5′ RACE products obtained from HEK293 cells. (A) The 5′ RACE clones starting at no. 460 are
aligned with the HERV-K LTR-leader sequences. These clones showed 44 nucleotide mismatches (only 92% sequence identity) compared
with the 570 nucleotides of HML-2.HOM. A BLAST search identified the template sequences at a unique locus on chromosome 3
(NT_005612). Nucleotides identical to the HERVK-LTR-leader sequences (GenBank AF074086.2) are in blue and mismatches are in magenta.
The 3′ end of the LTR is marked by a line. (B) Clones starting at no. 813 or no. 815 are aligned. They show approximately 99% sequence identity
to the HERV-K LTR-Leader and thought to represent the transcripts from HML-2.HOM and related HERV-K loci.



Figure W3. Transactivation of HERV-K LTR by MITF-M. Luc expres-
sion assay with HKLTR-1, Del-7, and 7-LTR in combination with
the MITF-M expression vector. Relative luciferase activity (RLA)
(mean ± SD) is presented in relation to the control assay (1.00) with
HKLTR-1 and the empty vector (Vec). The ratio (0.5, 1) of the ac-
tivator plasmid amount to the Luc plasmid amount is given in paren-
theses. Experiments were performed two times in triplicate.



Table W1. Human Genomic LTRs with Less Than 95% Sequence Identity to the HERV-K LTR (HML-2.HOM).



Table W1. (continued ).



Table W1. (continued ).

Sequences identical to the corresponding positions of the HERV-K LTR (HML-2.HOM) are in black. Altered sequences that seemed
to preserve the proposed functions are in blue. Nucleotide substitutions expected to disrupt the function are in red.



Table W2. Rhesus Monkey (Macaca mulatta) LTRs with Less Than 80% Sequence Identity to the Human-type HERV-K LTR.

Sequences identical to the corresponding positions of the HERV-K LTR (HML-2.HOM) are in black. Altered sequences that seemed to preserve the proposed
functions are in blue. Nucleotide substitutions expected to disrupt the function are in red.


