source-specific alignment stats

# transcriptome mapped reads

#
genome mapped reads # genome mapped reads

use no less than this fraction of read required to remain after soft-clipping fraction of read required to remain after soft-clipping
10 08 08 07 10 09 08 07
1a+07 = 1.0° = * ® 9 & Y 9 O —— o ® 9 ——& [ ] ']
0s
1e+06- g 064 g
04
1e+05~
tes07 - Ne—e—0—0 6—06—0—0 ¢6——0—0—0 06— —0—9
08
1e+06 - i T E
: i L. :
£
Ea a-
1e+05
» 18007 L TR T S S P S S S S S S ——
—9 9 —0 06— —0—0 0—0—0—9
g =0 R o ! L c 09— —0 o —0 0000 0 o
o —9—0 6 —06—0—0 06— —0 —0
2 o — —o——o 80s-
o
§ roos § g
g 06
g
4% 04

Bos
A o o——= $——0 ¢—98—0—9
|e<os~'~__:_o_—;:.:':. ——— ¢ 9 2 g
06~
04-
1e+05-
1e+07 - 1.0

1e+05- 0.4
0 1 2 30 1 2 3 0 i 2 30 i 2 3 0 1 2 30 i 2 30 i 2 30 1 2 3
Max # mismatches in alignment Max # mismatches in alignment
stringent alignment mode lenient stringent alignment mode lenient

31



human genome alignment of various biofluids

use no less than this fraction of read required to remain after soft-clipping

0.9 0.3 0.7 0.6 0.5

# genome mapped reads
2
(4]

10590 0000000000000 00000000000000000000,0000000

1e+05~

1e+07 -

1e+05~

1e+07 -
a9 0000 _ 900000
. : >—0-0-0 o gleoccceoglecee
o ® e : e S N ) .,.-.-Q—Q—H .___'0.—'—.—.
§0 2 4 60 2 4 60 2
Max # mismatches in alignment

0 2 4 6 0 2 4 6 0 2 4

bowtiel equiv.

PESITee Pttt p eIl eI

A

tissue

plasma

urine

CSF

saliva

serum



contaminant alignment of various biofluids

UniVec contaminants

use no less than this fraction of read required to remain after soft-clipping
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rRNA

use no less than this fraction of read required to remain after soft-clipping
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exogenous miRBase miRNAs

use no less than this fraction of read required to remain after soft-clipping
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exogenous miRBase miRNAs

use no less than this fraction of read required to remain after soft-clipping
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33,240 non-human mature miRNAs in miRBase
2 miRNAs with 100% identity to UniVec contaminants
6 miRNAs with 100% identity to human rRNA

7,747 miRNAs with 100% identity to human genome
10,336 miRNAs with Tmm to human genome




transcriptome / genome ratio

fraction of read required to remain after soft-clipping
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