
Goal	for	this	tutorial

• Annotate	and	visualize	sncRNAs from	small	RNA	
sequencing	experiment
• Analyze	a	publicly	available	bipolar-spindle-
neuron-rep1 sample	from	ENCODE	in	hg38

• Note:	refer	to	SPAR	output	description	
(“SPAR_output_and_report_page.pdf”)	for	detailed	
explanations	of	the	SPAR	outputs



Click	here	to	
start	

Step	2:	Select	from	
dropdown:	bipolar-spindle-
neuron-rep1	to	analyze

Step	1:	Select	hg38	as	reference	genome

Step	3:	Click	“Analyze	ENCODE”	
to	proceed



Landing	results	page	(full	view)



Landing	results	/	outputs	page	(top)

Job	id	is	
shown

Input	files	are	
listed

Bookmark	/	Share	SPAR	
results	link

Download	all	
tables,	figures,	
tracks	as	zip

Percentage	of	
reads	per	

sncRNA class

Total	number	of	reads All	profiled	sncRNA classes

Percentage	of	
peaks	per	

sncRNA class

Total	number	of	peaks



Landing	results	/	outputs	page	(top)

To	view	a	report	pdf:	Click		
https://www.lisanwanglab.org/SPAR/S

PAR_out/7c551fe/report.pdf



Landing	results	à SPAR	report	page	

Report	is	available	in	html	/	pdf	



SPAR	report.pdf	
A	14	page	report	containing	tables	and	figures	for	download	and	sharing



Landing	results	/ outputs	page	(bottom)
Summary	

information	on	
reads

After	clicking	show	more	at	the	bottom	of	the	“Run	Summary”	

Summary	
information	on	

peaks
Step	1:	Expand	this	to	
view	the	interactive	

peak	browser	



Interactive	Peak	Browser	(Output)

Click	this	to	go	to					“Interactive	Peak	Browser”



Interactive	Peak	Browser	(Output)
Total	number	of	called	peaks	
(annotated	or	unannotated)	

Click	“pointing	down	arrow”	to	select	
other	features	to	display



View	in	Genome	Browser	(Output)
Optional:	“View	SPAR	result	tracks	in	
UCSC	Genome	Browser	(opens	in	the	

new	window)”	if	preferred

DASHR	annotation	tracks

Type	in	genomic	coordinates	/	RNA	/	
gene	symbols	of	interestZoom	in	or	out

SPAR	Peaks	– positive	and	
negative

SPAR	raw	signals	– positive	
and	negative

Expression	values



Plots	(Output)	– to	navigate	across	all	plots
4	different	plot	sessions

Step	1:	Click	to	display,	
corresponding	plot	will	
be	shown	in	the	right	

Step	2:	Click	anywhere	
on	the	figure	to	display	
the	figure	in	a	new	tab	

(full	page	view)



Download	results	(Top)	– sncRNA gene	
expression

Step	1:	Click	to	download	
sncRNA gene	expression	data	
(instead	of	individual	loci’	

RPM	will	be	shown)

Tracks	for	
browsing



Download	results	(Output)- sncRNA gene	expression

Under	“Gene	Expression”	section	“smRNA_gene_expression.xls”:	

This	table	displays	the	read	counts,	as	well	as	RPM	expression	values	for	the	sncRNA
genes	identified	 sncRNA gene	

name



Download	results	(Top)	– comparison	
expression	results	with	DASHR/ENCODE	(1)

Step	2:	Click	to	download	
peaks	present	in	both	the		
analysed data	and	also	
expressed	in	DASHR

Comparison	
expression	tables



Download	results	– comparison	expression	tables	
(using	DASHR	as	example)	

Under	“Comparison	with	DASHR”,	download	“DASHR_comparison_all.xls”
Called	peak	

annotation	and	
features

Comparison	columns	with	all	DASHR	
tissues	(a	total	of	54	columns) ……



Download	results	(Top)	– comparison	
expression	results	with	DASHR/ENCODE	(2)

Comparison	
expression	tables

Step	3:	Click	to	download	
peaks	only	in	analysed data	

but	not	in	DASHR



Download	results	– comparison	expression	tables	
(using	DASHR	as	example)	

Under	“Comparison	with	DASHR”,	download	“not_in_DASHR.xls”
Called	peak	

annotation	and	
features

Comparison	columns	with	all	DASHR	
tissues	(a	total	of	54	columns)	 ……

Since	this	loci	are	characterized	in	the	analyzed	data,	but	not	
in	DASHR,	therefore	these	columns	do	not	contain	and	

information	from	DASHR



Download	results	(Bottom)	–
download	by	sncRNA class	

Step	1:	Click	to	download,	e.g.	
tRNA only	loci	results	from	SPAR

Total	number	of	reads	falling	onto	
this	RNA	class



Download	results	(Output)
“peaks.byClass.tRNA.xls”	shows	all	the	tRNAs only	loci	results	
from	SPAR		 tRNA



Download	results	(Bottom)	–
download	by	sncRNA class	

Step	2:	Click	to	download,	e.g.	all	
unannotated	loci	from	SPAR

Total	number	of	reads	falling	onto	
this	RNA	class

Optional:	Click	to	download	all	
annotated	loci	from	SPAR



Download	results	(Output)
“peaks_unannot.xls”	under	“Peak	Tables”	show	all	the	
unannotated	peaks	found	by	running	SPAR		 No	

annotation



Run	log	(Output)
Step	1:	click	this	to	minimize	

“Download	results”

Step	2:	click	this	to	
maximize	“Run	log”



Run	log	(Output) Run	log	displayed	agin

Send	questions	to	this	email:	
SPAR@lisanwanglab.org



END


