1. The gene page Expression graph and Coverage Section represent unique reads. To view non-unique
reads click on the ‘View in genome browser’ link and turn on the non-unique subtracks

¥ Transcript Expression £ Data seis

Search this table...

Q | Showing 11 rows

. . —Assay
b Preview Name Summa Attribution =
ry IE Type
Bloodstream and Transcriptomes of T. Siegel etal. RNA-seq
Procyclic Form brucei Lister 427
4 . Transcriptomes bloodstream and
— N
procyclic forms assayed
by mRNA-Seq

fpkm - Th927.1.2530

1004

preycle frm bid frm

¥ Coverage

I View in genome browser I
E -

B Overview I
sl ircirersidei-d " " " I " " " "
of 0.1n 0.2M 0.3 0.4 0.5 o o.M 0.8 0.0 h
B Region
ok Szok B30k Sdok 590k S6ok 570k SO0k 590k 6ok | G0k 620k 630k G4ok 690k 660k 670k 6Bk 630k 700K
B Details e
Tho27_81_v5.1: 4.429 kbp 1kbp
595 600K 601k 602k 603K
* EIE E15 @ Annotated Transcripts | UTRs in gray when available)
Th927.1.2510 :nRNA Tb927.1.2530 :nENA Th927..1..2550 ;WA
—— ! ———

+ B @A @ Bloodstream and Procyclic Form Transcriptomes mRNAseq Coverage aligned to T brucei brucei TREUS2T (Siegel et al.) (linear scale) (Showing 2 of 4 subtracks)
22

22
11 [11
o o
002.1 - blood form (unique|
22

11,

t 11

0
Select Tracks | Clear highlighting \
601k

BOZK

Th927.1.2530:mRNA Th927.1.2550 :mRNA

lge aligned to T. brucei brucei TREU927 (Siegel et al.) (linear sc'e] (Showing 2 of 4 subtracks)

A

Click to modify subtrack selections.
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3. Turn on non-unique subtracks individually (check box in first column) or as a group (‘All on’ link in first
column header). Then choose ‘Change’ to view the new subtrack configuration. If needed, adjust the y-axis
scaling with the track configuration tool (wrench icon that appears before the track title).
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Select the tracks you wish to display. Sort the tracks by clicking on the column headings, or by clicking and dragging rows into position.
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