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Figure S1. Experimental validation of TIS.

Figure S2. Sequence coverage over the human PPMD] construct.
Figure S3. Sequence coverage over the best TIS in sample M41.
Figure S4. Sequence coverage over the sole TIS in sample M42.
Figure SS. Sequence coverage over the four TIS in sample M45.
Figure S6. Sequence coverage over the sole TIS in sample M47.
Figure S7. Circular plots of secondary TIS predictions.

Figure S8. Suggested model describing a transgenic insertion in a duplicated genomic region
in the host.

Figure S9. Circular plots of TIS predictions in G. max and O. sativa.
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Figure S1. Experimental validation of TIS. A) Electrophoresis of PCR products detected
through Touchdown-polymerase chain reaction (TD-PCR). B) Sanger sequencing

chromatograms of the validated junction sites.
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Figure S2. Sequence coverage over the human PPMD1 construct. The different genomic
elements of the construct are depicted as green rectangles at the bottom of the figure.
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Figure S3. Sequence coverage over the best TIS in sample M41. Red arrow points to a
decrease in coverage due to the IS of the transgene. Not seen in other samples. TIS predicted
by TC-hunter is shown as a blue rectangle at the bottom of the figure. For the secondary
candidate, M41-2, refer to Figure S5.
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Figure S4. Sequence coverage over the sole TIS in sample M42. Red arrow points to an
increase in coverage due to the IS of the transgene. Not seen in other samples. TIS predicted
by TC-hunter is shown as a blue rectangle at the bottom of the figure.
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Figure SS. Sequence coverage over the four TIS in sample M45. (A-D) ordered by score.
Red arrow points to an increase in coverage due to the IS of the transgene. A similar, but
minor increase is seen in sample M41. TIS predicted by TC-hunter is shown as a blue
rectangle at the bottom of the figure. See under Discussion in the main text.
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Figure S6. Sequence coverage over the sole TIS in sample M47. Red arrow points to a
decrease in coverage due to the IS of the transgene. Not seen in other samples. TIS predicted
by TC-hunter is shown as a blue rectangle at the bottom of the figure.
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Figure S7. Circular plots of secondary TIS predictions. The genomic region of the TIS in
the host (bottom gray semicircle) and the genomic sequence of the transgenic construct (upper
red semicircle) are depicted. The different genomic features of the transgenic construct are
depicted as black rectangles with their corresponding annotation. The histograms (in gray)
show the sequencing coverage at the specified genomic regions. Discordant read pairs are
shown in as read lines, while chimeric reads are shown as black lines.
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Figure S8. Suggested model describing a transgenic insertion in a duplicated genomic
region in the host. Possible genomic rearrangement at the TIS in samples M42 and M45
according to the coverage data. Upper panel: Discordant and chimeric reads mapped to host
pointing outwards the insertion site (light rectangles) and the read coverage between junction
sites (J1 and J2) clearly exceeding the average coverage, indicates a possible duplication
event at the TIS. Lower panel: Theoretical arrangement of duplicated segments at the TIS in
the sample.
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Figure S9. Circular plots of TIS predictions in G. max and O. sativa. Visualization of the
predicted TIS by TC-hunter. Legend as in Figure S7.



