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Supplementary	Figure	1. Schematic	representation	of	the	analytical	pipeline.	
Files	referred	by	filename	can	be	found	on	the	gitHub	repository.	Main	pipeline	is	
highlighted	green	and	green	names	in	italics	highlight	the	main	resulting	data	
structures.	Taxonomic	filtering	was	done	manually	and	included	multiple	
manual	and	semiautomated	validation	steps. 
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Supplementary	Figure	2.	Summary	of	reads	included	and	excluded	in	the	
analyses	per	sample.	Upper	plots	show	read	counts	per	sample,	lower	plots	the	
same	figures	but	normalized	per	sample.	The	left	subplot	includes	reads	that	
passed	the	filtering	for	fungal	ITS1;	the	right	subplot	those	that	did	not	pass	the	
filter.	Colours	highlight	the	reads	excluded	as	they	do	not	contain	ITS1	fragments	
(grey),	they	belong	to	the	host	lichen	fungus	of	the	sample	(blue),	or	to	those	of	
other	lichen	species	found	in	the	neighbouring	community	(green).	Yellow	reads	
are	those	included	in	further	analyses.		
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Supplementary	Figure	3.	Proportion	of	reads	from	the	ITS1	and	from	the	
untrimmed	dataset	assigned	to	fungal	Divisions.	Sequences	were	identified	by	
blasting	to	the	UNITE	database	(ITS1)	and	to	NCBI	database	(complete).	
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Supplementary	Figure	4.	Summary	of	the	taxonomic	assignment	of	the	dataset	
to	the	main	fungal	classes,	orders	and	families.	Bars	reflect	the	proportion	of	
reads	from	the	ITS1	dataset	per	sample.	
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Supplementary	Figure	5.	Taxonomic	assignment	of	the	dataset	to	fungal	
classes,	in	the	ITS1	and	untrimmed	datasets.	
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Supplementary	Figure	6.	Taxonomic	assignment	of	the	dataset	to	fungal	
orders,	in	the	ITS1	and	untrimmed	datasets.	
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Supplementary	Figure	7.	Taxonomic	assignment	of	the	dataset	to	fungal	
families,	in	the	ITS1	and	untrimmed	datasets.	
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Supplementary	Figure	8.	Graphic	representation	of	the	multidimensional	
scaling	axes	based	on	β-diversity estimates between samples. Samples are sorted by 
whether they are symptomatically infected by lichenicolous fungi. The position of the 
two centroids (red dots) of the two sets of samples as well as the overlap between the 
two groups reinforces the idea that all samples form a single group. 
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Supplementary	Figure	9.	Hierarchical	clustergram	(dendrogram)	showing	
similarity	in	OTU	composition	between	samples.	Hierarchical	clustering	was	
carried	out	on	a	pairwise	Bray-Curtis	distance	matrix	between	samples.	The	long	
branch	lengths	of	the	cladogram	reinforce	the	lack	of	structure	of	the	dataset.	
Bray-Curtis	distances	tend	to	overestimate	the	differences	due	to	minoritary	
species.	 
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Supplementary	Figure	10.	Rarefaction	curves	at	order	level.	Banana	plots	of	
rarefied	species	richness	estimates	and	(bold	line)	confidence	intervals	based	on	
standard	error	estimates.	Symptomatic	and	non	infected	samples	are	presented	
in	separate	subplots,	as	well	as	are	samples	with	higher	and	lower	number	of	
reads.	
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Supplementary	Figure	11.	Rarefaction	curves	at	family	level.	Banana	plots	of	
rarefied	species	richness	estimates	and	(bold	line)	confidence	intervals	based	on	
standard	error	estimates.	Symptomatic	and	non	infected	samples	are	presented	
in	separate	subplots,	as	well	as	are	samples	with	higher	and	lower	number	of	
reads. 
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Supplementary	Figure	12.	Rarefaction	curves	at	genus	level.	Banana	plots	of	
rarefied	species	richness	estimates	and	(bold	line)	confidence	intervals	based	on	
standard	error	estimates.	Symptomatic	and	non	infected	samples	are	presented	
in	separate	subplots,	as	well	as	are	samples	with	higher	and	lower	number	of	
reads. 
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Supplementary	Figure	13.	Rarefaction	curves	at	species	(pseudospecies)	level.	
Banana	plots	of	rarefied	species	richness	estimates	and	(bold	line)	confidence	
intervals	based	on	standard	error	estimates.	Symptomatic	and	non	infected	
samples	are	presented	in	separate	subplots,	as	well	as	are	samples	with	higher	
and	lower	number	of	reads. 
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Supplementary	Figure	14. Rarefaction	curves	at	OTU	level,	including	
singletons.	Banana	plots	of	rarefied	species	richness	estimates	and	(bold	line)	
confidence	intervals	based	on	standard	error	estimates.	Symptomatic	and	non	
infected	samples	are	presented	in	separate	subplots,	as	well	as	are	samples	with	
higher	and	lower	number	of	reads. 
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Supplementary	Figure	15.	Rarefaction	curves	at	OTU	level,	excluding	
singletons.	Banana	plots	of	rarefied	species	richness	estimates	and	(bold	line)	
confidence	intervals	based	on	standard	error	estimates.	Symptomatic	and	non	
infected	samples	are	presented	in	separate	subplots,	as	well	as	are	samples	with	
higher	and	lower	number	of	reads. 
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Supplementary	Figure	16.	Phylogenetic	placement	of	OTUs	identified	as	A)	
Endococcus	macrosporus.	B)	Skyttea	tephromelarum		and	C)	Taeniolella sp. The	
presented	topologies	are	maximum	likelihood	topologies	calculated	in	RaxML,	
numbers	above	the	branches	reflect	bootstrap	support.	
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29	

Supplementary	Figure	17.	Bipartite	network	at	sample	level	including	all	non-
lichen	OTUs. 

Supplementary	Figure	18.	Bipartite	network	at	sample	level	of	non-lichen	
OTUs	above	a	sample	specific	threshold.	
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Supplementary	Figure	19.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	of	non-lichen	
OTUs	above	a	sample	specific	threshold. 
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Supplementary	Figure	20.	Bipartite	network	at	sample	level	using	only	OTUs	
identified	as	Tremellales.	

Supplementary	Figure	21.	Bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Tremellales	found	above	a	sample	specific	threshold.	
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Supplementary	Figure	22.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Tremellales.		

Supplementary	Figure	23.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Tremellales	sequence	above	a	sample	specific	threshold.	
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Supplementary	Figure	24.	Bipartite	network	at	sample	level	using	only	OTUs	
identified	as	Capnodiales.	

Supplementary	Figure	25.	Bipartite	network	at	sample	level	using	only	those	
OTUs	identified	as	Capnodiales	above	a	sample	specific	threshold.	
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Supplementary	Figure	26.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Capnodiales.	

Supplementary	Figure	27.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Capnodiales	sequence	above	a	sample	specific	threshold.	
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Supplementary	Figure	28.	Bipartite	network	at	sample	level	using	only	OTUs	
identified	as	Botryosphaeriales.	

	

Supplementary	Figure	29.	Bipartite	network	at	sample	level	using	only	those	
OTUs	identified	as	Botryosphaeriales	above	a	sample	specific	threshold.	

36



36	

Supplementary	Figure	30.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Botryosphaeriales.	

Supplementary	Figure	31.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Botryosphaeriales	sequence	above	a	sample	specific	
threshold.	
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Supplementary	Figure	32.	Bipartite	network	at	sample	level	using	only	OTUs	
identified	as	Chaetothyriales.	

	

Supplementary	Figure	33.	Bipartite	network	at	sample	level	using	only	those	
OTUs	identified	as	Chaetothyriales	found	above	a	sample	specific	threshold.	
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Supplementary	Figure	34.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	sample	level	using	all	OTUs	
identified	as	Chaetothyriales.	

Supplementary	Figure	35.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Chaetothyriales	sequence	above	a	sample	specific	threshold.	
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Supplementary	Figure	36.	Bipartite	network	at	species	level	including	all	non-
lichen	OTUs. 

	

Supplementary	Figure	37.	Bipartite	network	at	species	level	of	non-lichen	
OTUs	above	a	sample	specific	threshold.	
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Supplementary	Figure	38.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	of	non-lichen	
OTUs	above	a	sample	specific	threshold.	
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Supplementary	Figure	39.	Bipartite	network	at	species	level	using	only	OTUs	
identified	as	Tremellales. 

	
Supplementary	Figure	40.	Bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Tremellales	found	above	a	sample	specific	threshold.	
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Supplementary	Figure	41.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Tremellales.		

Supplementary	Figure	42.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Tremellales	sequence	above	a	sample	specific	threshold.	
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Supplementary	Figure	43.	Bipartite	network	at	species	level	using	only	OTUs	
identified	as	Capnodiales.	

Supplementary	Figure	44.	Bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Capnodiales	found	above	a	sample	specific	threshold.	
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Supplementary	Figure	45.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Capnodiales.	

	

	

	

	

	
	
	
Supplementary	Figure	46.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Capnodiales	sequence	above	a	sample	specific	threshold.	
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Supplementary	Figure	47.	Bipartite	network	at	species	level	using	only	OTUs	
identified	as	Botryosphaeriales.	

Supplementary	Figure	48.	Bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Botryosphaeriales	found	above	a	sample	specific	threshold.	
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Supplementary	Figure	49.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Botryosphaeriales.	

	
Supplementary	Figure	50.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Botryosphaeriales	sequence	above	a	sample	specific	
threshold.	
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Supplementary	Figure	51.	Bipartite	network	at	species	level	using	only	OTUs	
identified	as	Chaetothyriales.	

Supplementary	Figure	52.	Bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Chaetothyriales	found	above	a	sample	specific	threshold.
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Supplementary	Figure	53.	Matrix	representation	showing	nestedness	and	
compartmentalization	of	the	bipartite	network	at	species	level	using	all	OTUs	
identified	as	Chaetothyriales.	

Supplementary	 Figure	 54.	 Matrix	 representation	 showing	 nestedness	 and	
compartmentalization	of	the	bipartite	network	at	species	level	using	only	those	
OTUs	identified	as	Chaetothyriales	sequence	above	a	sample	specific	threshold.	
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Supplementary	Figure	55.	The	following	pages	contain	the	output	of	the	quality 
assessment of the raw data obtained using FastQC.  
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Sequence Length Distribution
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Sequence Duplication Levels
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Overrepresented sequences

equence unt ercent e
ss e

urce

TCAGACTACTATGTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 17507 4.3812078790169 No Hit

TCAGAGACTATACTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 17043 4.265089728799053 No Hit

TCAGTGATACGTCTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 16360 4.094165813715456 No Hit

TCAGACTGTACAGTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 15458 3.8684361337661075 No Hit

TCAGACGAGTGCGTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 11356 2.8418916247281607 No Hit

TCAGAGCGTCGTCTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 10826 2.709256668660362 No Hit

TCAGCGTAGACTAGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 10479 2.6224183106310672 No Hit

TCAGTCTCTATGCGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 10473 2.620916782826526 No Hit

TCAGCGAGAGATACCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 10331 2.5853806247857194 No Hit

TCAGCATAGTAGTGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 9202 2.3028431428978986 No Hit

TCAGATATCGCGAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 8945 2.2385277019367207 No Hit

TCAGACATACGCGTCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 7974 1.9955304522351491 No Hit

TCAGCGTAGACTAGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 7653 1.9151987146921994 No Hit

TCAGACTGTACAGTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 7425 1.8581406581196367 No Hit

TCAGCTCGCGTGTCCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 7234 1.810342023008411 No Hit

TCAGAGACTATACTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 7224 1.8078394766675092 No Hit

TCAGTGTACTACTCCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 7054 1.7652961888721774 No Hit

TCAGACTACTATGTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 6825 1.7079878776655246 No Hit

TCAGACGACTACAGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 6567 1.6434221820702564 No Hit

TCAGCGAGAGATACCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 6244 1.5625899352591262 No Hit

TCAGATCAGACACGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 5904 1.4775033596684628 No Hit

TCAGACGCTCGACACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 5760 1.4414666923594757 No Hit

TCAGCGTGTCTCTACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 5599 1.4011756962709556 No Hit

TCAGACGCGAGTATCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 5328 1.3333566904325151 No Hit

TCAGAGCACTGTAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 5285 1.3225957411666371 No Hit

TCAGACGAGTGCGTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 5255 1.3150881021439316 No Hit

TCAGTACGAGTATGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4570 1.1436636777921534 No Hit
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TCAGACGCTCGACACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 4550 1.13865858511035 No Hit

TCAGAGCGTCGTCTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 4537 1.1354052748671775 No Hit

TCAGTGATACGTCTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 4523 1.1319017099899147 No Hit

TCAGCGTCTAGTACCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4515 1.1298996729171933 No Hit

TCAGTACTCTCGTGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4325 1.0823512924400578 No Hit

TCAGAGTACGCTATCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4275 1.0698385607355485 No Hit

TCAGTCTCTATGCGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4273 1.069338051467368 No Hit

TCAGTAGAGACGAGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4213 1.0543227734219567 No Hit

TCAGATACGACGTACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 4179 1.0458141158628904 No Hit

TCAGTACGAGTATGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 3972 0.9940114066062218 No Hit

TCAGAGCGTCGTCTCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 3875 0.9697367070994738 No Hit

TCAGTCACGTACTACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 3795 0.9497163363722588 No Hit

TCAGTACTCTCGTGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 3544 0.886902423215622 No Hit

TCAGTAGAGACGAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 3485 0.8721373998043008 No Hit

TCAGACATACGCGTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 3460 0.8658810339520462 No Hit

TCAGCTCGCGTGTCCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 3171 0.7935574446999821 No Hit

TCAGTCTACGTAGCCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 2797 0.6999622115502524 No Hit

TCAGACGACTACAGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 2594 0.6491605208299445 No Hit

TCAGTCGTCGCTCGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 2366 0.5921024642573819 No Hit

TCAGTGATACGTCTCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 2351 0.588348644746029 No Hit

TCAGCGTAGACTAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 2324 0.581591769625594 No Hit

TCAGACGACTACAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 2176 0.5445540837802464 No Hit

TCAGACGCGAGTATCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 2165 0.5418012828052544 No Hit

TCAGCGTGTCTCTACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 2124 0.5315408428075566 No Hit

TCAGTGTACTACTCCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 1917 0.479738133550888 No Hit

TCAGCATAGTAGTGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 1906 0.476985332575896 No Hit

TCAGTACGAGTATGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 1530 0.38288959015798574 No Hit

TCAGACGCTCGACACTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 1445 0.36161794626031984 No Hit

TCAGAGACGCACTCCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG 1392 0.34835445065354 No Hit

TCAGTAGAGACGAGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 1254 0.31381931114909417 No Hit

TCAGAGTACGCTATCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 1234 0.3088142184672905 No Hit

TCAGAGACTATACTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT 990 0.24775208774928487 No Hit

TCAGCGTAGACTAGCTTGGTCATTAGAGGAGTAGCATCGATGAAGAACGC 961 0.24049470336066947 No Hit

TCAGTCTACGTAGCCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 930 0.2327368097038737 No Hit

TCAGCGTAGACTAGCTTGGTCATTAGAGGAAGTAAGCATCGATGAAGAAC 888 0.22222611507208587 No Hit

TCAGAGACGCACTCCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 882 0.2207245872675447 No Hit

TCAGCGTCTAGTACCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 861 0.21546923995165082 No Hit

TCAGACTACTATGTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT 823 0.2059595638562237 No Hit

TCAGCGAGAGATACCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT 741 0.1854386838608284 No Hit

TCAGATACGACGTACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 673 0.1684213687426957 No Hit

TCAGTCTCTATGCGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 668 0.16717009557224474 No Hit

TCAGACTGTACAGTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT 644 0.16116398435408028 No Hit

TCAGTGTACTACTCCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 635 0.1589116926472686 No Hit

TCAGCGTAGACTAGCTTGGTCATTAGAGGAGTAGCATCGATGAAGACGCA 626 0.1566594009404569 No Hit
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TCAGCGTAGACTAGCTTGGTCATTAGAGGAGTAGCATCGATGAAGACGCA 626 0.1566594009404569 No Hit

TCAGTCGTCGCTCGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 621 0.15540812777000598 No Hit

TCAGACGAGTGCGTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT 575 0.14389641460185737 No Hit

TCAGTGTACTACTCCTTGGTCATTTAGAGGAAGTAAAAAGTCGTAACAAG 568 0.1421446321632261 No Hit

TCAGAGACTATACTCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA 567 0.1418943775291359 No Hit

TCAGTACTCTCGTGCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT 465 0.11636840485193685 No Hit

TCAGCGTAGACTAGCTTGGTCATTTAGAGGAAGTAATATGCATCGATGAA 450 0.11261458534058404 No Hit

TCAGTACGAGTATGCTTGGTCATTAGAGGAGTAGCATCGATGAAGAACGC 405 0.10135312680652564 No Hit

TCAGTCACGTACTACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT 402 0.10060236290425509 No Hit

Adapter Content
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Kmer Content
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Sequence Count PValue Obs/Exp Max Max Obs/Exp Position

CGCATAA 10 0.0076963855 1030.9615 480-489

GAGATGT 25 3.5106495E-9 523.90875 380-389

ATCAGAT 25 3.0247826E-4 415.7794 360-369

ATGACCC 30 5.334286E-4 344.05515 480-489

CAGCATA 1235 0.0 330.6081 2

AGCATAG 1235 0.0 330.6081 3

TATGCGC 1720 0.0 328.42105 9

GCGTAGA 2690 0.0 328.25 4

CAGCGTA 2720 0.0 327.68063 2

GATATCG 1105 0.0 327.44592 4

CAGATAC 700 0.0 327.20987 2

AGTATGC 1275 0.0 327.0725 9

AGATACC 1855 0.0 326.91098 9

GCATAGT 1250 0.0 326.6408 4

AGACTAT 2785 0.0 326.62924 5

CAGACGC 2315 0.0 326.2164 2

GAGTATG 1280 0.0 325.7949 8

TGATACG 2520 0.0 325.40643 5

AGACATA 1245 0.0 325.28635 3

CAGACAT 1245 0.0 325.28635 2

Produced by FastQC (version 0.11.4)
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