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SUPPLEMENTAL TEXT

File S1

Female cones yielded a total of 6,543 SMUs (950 mapped in more than two locations and 1,639
were not mapped) of which 3,729 were mapped by HiSeq transcripts and 4,101 by PacBio, and
cones samples (V) yielded 6,562 SMUs (885 mapped in more than two locations and 3,461 were
not mapped), 3,860 and 4,099 were mapped by HiSeq and PacBio transcripts. A total of 1,196
and 1,397 were covered by both technologies, in both samples, respectively, that were used for
the comparison. In female cones, for 1,129 SMUs HiSeq provided the longest hit compared to
217 by PacBio (150 SMUs were equivalent), so for 979 SMUs HiSeq performed as the best
technology and for 67 was PacBio. After removal of outliers, the number of splice variants per
SMU was 1.4 and 3.9 for HiSeq and PacBio, respectively. The same situation was observed for
female cones (V) samples. For 1,294 SMUs HiSeq provided the longest hit compared to 416 by
PacBio (313 SMUs were equivalent), so for 981 SMUs HiSeq performed as the best technology
and for 103 was PacBio. After removal of outliers, the number of splice variants per SMU was
1.5 and 4.0 for HiSeq and PacBio, respectively (Figure S5). Figure for transcript length
distribution and transcript coverage improvement are provided in Supplemental material (Figures
S3 and S4).



