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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.



ITS 1
Aca_fus+N+A623 -
Aspi_myr+N+A420 -
can_vit+N+A138 - [
Leca_bic+N+A368 -
Leca_intr+N+A360 -
Leca_poly+N+A243 —
Leca_schw+N+A227 -
Leci_lap+N+A792 -
Psori_con+N+A229 -
Psori_con+N+A476 — .-
Rhi_geo+N+A172 -
Teph_atr+N+A361 - [
umb_cyl+N+A032 - [
Aspi_myr+Sag_fis+A608 -
Leca_bic+Arth_var+A832 - [
Leca_poly+Cer_epi+A482 -
Leca_poly+Lich_lec+A418 -
Leca_poly+Lich_lec+A434 —
Leca_poly+Mue_pyg+A670 —
Leci_lap+Mue_pyg+A636 —
Rhi_geo+Endo_macro+A194 —
Rhi_geo+Mue_pyg+A405 -
Teph_atr+Mue_atr+A440 -
Teph_atr+Sky_teph+A280 —
Teph_atr+Tae_atr+A809 -

Vari_lac+Stig_eucl+A622 - [
1

1 1 1
2000 4000 6000

0
ITS 1
Aca_fus+N+A623- [l
Aspi_myrsN+A420 - (I
Can_vit+N+A138 - (I
Leca_bic+N+A368 - [

Leca_intr+N+A360 - [N

Leca_poly+N+A243 —
Leca_schw+N+A227 -
Leci_lap+N+A792 -
Psori_con+N+A229 -
Psori_con+N+A476 —
Rhi_geo+N+A172 -
Teph_atr+N+A361 -
Umb_cyl+N+A032 -
Aspi_myr+Sag_fis+A608 —
Leca_bic+Arth_var+A832 -
Leca_poly+Cer_epi+A482 -
Leca_poly+Lich_lec+A418 -
Leca_poly+Lich_lec+A434 —
Leca_poly+Mue_pyg+A670 —
Leci_lap+Mue_pyg+A636 —
Rhi_geo+Endo_macro+A194 —
Rhi_geo+Mue_pyg+A405 -
Teph_atr+Mue_atr+A440 —
Teph_atr+Sky_teph+A280 -
Teph_atr+Tae_atr+A809 —
Vari_lac+Stig_eucl+A622 -

1 1 1 1 o 1 1
0.00 0.25 0.50 0.75 1.0®.00 0.25 0.50 0.75

Untrimmed

1 1 1
2000 4000 6000

o -

Untrimmed

e
'o_
o

[ used [ Non TSt [l Other lichenized fungi [ Lichen hosts

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.

B100AW0osYy

elooAwolpiseg

16



Complete
Aca_fus+N+A623 —
Aspi_myr+N+A420 —
Can_vit+N+A138 —
Leca_bic+N+A368 —
Leca_intr+N+A360 —
Leca_poly+N+A243 —
Leca_schw+N+A227 —
Leci_lap+N+A792 —
Psori_con+N+A229 —
Psori_con+N+A476 —
Rhi_geo+N+A172 —
Teph_atr+N+A361 —
Umb_cyl+N+A032 —
Aspi_myr+Sag_fis+A608 —
Leca_bic+Arth_var+A832 —

I L
L
5
»
—

B]00AWO0oSY

Leca_poly+Cer_epi+A482 —
Leca_poly+Lich_lec+A418 —

Leca_poly+Lich_lec+A434 —
Leca_poly+Mue_pyg+A670 =

Leci_lap+Mue_pyg+A636 —
Rhi_geo+Endo_macro+A194 —
Teph_atr+Mue_atr+A440 —
Teph_atr+Sky_teph+A280 —
Teph_atr+Tae_atr+A809 —
Vari_lac+Stig_eucl+A622 —

Aca_fus+N+A623 —
Aspi_myr+N+A420 —
Can_vit+N+A138 =
Leca_bic+N+A368 —
Leca_intr+N+A360 —
Leca_poly+N+A243 =
Leca_schw+N+A227 =
Leci_lap+N+A792 =
Psori_con+N+A229 —
Psori_con+N+A476 =
Rhi_geo+N+A172 —
Teph_atr+N+A361 —
Umb_cyl+N+A032 —
Aspi_myr+Sag_fis+A608 =
Leca_bic+Arth_var+A832 —
Leca_poly+Cer_epi+A482 —
Leca_poly+Lich_lec+A418 —
Leca_poly+Lich_lec+A434 —
Leca_poly+Mue_pyg+A670 —
Leci_lap+Mue_pyg+A636 —
Rhi_geo+Endo_macro+A194 —
Teph_atr+Mue_atr+A440 —
Teph_atr+Sky_teph+A280 —
Teph_atr+Tae_atr+A809 —
Vari_lac+Stig_eucl+A622 —

I I
0.00 0.25 0.50 0.75 1.000.

O——=m

0 0.25 0.50 0.75 1.00

- Botryosphaeriaceae Leotiaceae - Nectriaceae - Sirobasidiaceae - Other Families
Byssolomataceae Lobariaceae - Odontotremataceae - Sporormiaceae unidentified
- Cladosporiaceae Micareaceae - Parmeliaceae - Tephromelataceae
- Herpotrichiellaceae - Mycosphaerellaceae - Pertusariaceae - Teratosphaeriaceae
- Lecanoraceae - Myriangiaceae - Pleosporaceae - Verrucariaceae

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 B-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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Staurothele areolate EU006543 100 Thamnogallo crombiei K1559550
T Polyblastio abscondita EUS53514 . 100 Thamnogalla crombiel KI555534
| Verrucaria muralis EU010261 7 Thamnogalle crombiel KIS59535
Endococcus fusigera FI645262 o Limoniella gregoreliae KI559531
A889, End 5p ( fungus) 100 | Limonieila gregoreliage KI559547
H ws g mucosa FI664874 Llimonleila sp. 1X996121
0TU17, Endococcus macrosporus (A194) Llimoniella sp. 1X996120
89 0TU17, Endococcus macrosporus (A194) ”""""; i’:!’“ ’x:%'}'um desiig
ea rodiatilis
gTrzn, sHeococcs magrasporys IALS4) = | Skyttea radiatilis KI559536
17, Endococcus macrosporus (A194)
0TU17, Endococcus macrosporus (A229) Sk145, Skyttea tephromelarum
0TU17, Endococcus macrosporus (A360) oty Sisﬁme:,:eﬁ;::flzﬁ’( A280)
0TU17, Endococcus macrosporus (A194) | mu”"m tephromelarum {A280)
0TU17, Endococcus macrosporus (A194) OTU33, Skyttea tephromelarum (A280)
0TU17, Endococcus macrosporus (A194) ‘ 0TU33, Skyttea tephromelarum (A280)
0OTU17, Endococcus macrosporus (A193) | OTU33, Skyttea tephromelarum (A280)
01 OTU17, Endococcus macrosporus (A194) 01 OTU33, Skyttea tephromelarum (A280)
'0TU17, Endococcus macrosporus (A194) -
C.
Gloniopsis proelongo EUS52133
Rhytidhysteron rufulum EU020065
Dothidea isculpto KM388543
o5 |Dothidea isculpta KM027764
100 | Dothideo sombuci AYS30109
Dothidea sambuci Ay883034

100 |Botryosphaeria dothidea KF766151
Botryosphaeria dothidea Ay786322
Botryosphaeria dothidea Ay786320
Botryosphaeria dothidea Ay786321
Glonium pustlium EU552134
Forlowlella cormichaeliona KF836060
—— Mytilinidium mitilinellum Hm163570
\— Lophium mytilinum Ef596819
79 Lophium mytilinum EF596817
1 Hysteropatella elliptica Km220948
100 8 ag) Cenococcum qeophi{um KC967396
1 —==—— [~ Cenococcum geophilum Kc967410
Icenococcum geophitum Xc967407
100 Jehnula oquatica IN942354
[ lrahnulo aquatica 1n942348
Aliguandostipite khaoyaiensis IN942357
Aliguondostipite khooyaiensis In819278
Allquondostipite khaoyalensis In942356
Toeniolella phialosperma GU966521
i Toeniolella phialosperma Kf703925
Taeniotelio phialosperma Lc053497
Penidielia sp. IN835199
Penidiella kurondae Eu040214
Penidiella sp. KP263064
- Penidiella ellipsoidea JF439843
Penidiello aggregata 17499842
Mycospaherella marksii AY72557
Mycospoherella marksii Ay244404
Mycosphoerella latebrosa AF362067
100  Mycosphoerella endophytica Dq302852
Mycosphaerelio endophytico Dg302953
= Mycosphaerella punctiformis Ay490763
1 Mycosphaereila punctiformis Ay490764
| Mycosphaerella punctiformis Ay490765
Mycosphaerella punctiformis Ay430766
Taeniolelia stilbospora AYB43127
J 0TU1291, Taeniolella sp. (A361)

08

-

100

86

0TU141, Taeniolella sp. (A360)
0TU1393, Taeniolella sp. (A360)
0TU125, Taeniolella otricerebrina (A809)
0TU203, Taeniolella atricerebrina (A809)
- OTU1291, Taeniolelia sp. (A360)
01 OTU196, Taeniolella sp.(A032)
- 0TU196, Taeniolella sp. (A138)

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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All non lichen OTUs

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

All non lichen OTUs with Treshold

i AT ﬁmﬂ&?ﬁfgﬁ% i

Supplementary Figure 18. Bipartite network at sample level of non-lichen
OTUs above a sample specific threshold.

30



All non lichen OTUs with Treshold

I

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.

Tremellales with Threshold
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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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Tremellales

Supplementary Figure 22. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Tremellales.
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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.

Capnodiales with Threshold
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Supplementary Figure 25. Bipartite network at sample level using only those
OTUs identified as Capnodiales above a sample specific threshold.
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Capnodiales

Supplementary Figure 26. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Capnodiales.

Capnodiales with Threshold

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.

Botryosphaeriales with Threshold

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

Supplementary Figure 30. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Botryosphaeriales.
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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.

Chaetothyriales with Threshold
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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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Chaetothyriales

Supplementary Figure 34. Matrix representation showing nestedness and
compartmentalization of the bipartite network at sample level using all 0TUs
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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All non lichen OTUs
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Supplementary Figure 36. Bipartite network at species level including all non-
lichen OTUs.
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Supplementary Figure 37. Bipartite network at species level of non-lichen
OTUs above a sample specific threshold.
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All non lichen OTUs with Treshold

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.

Tremellales with Threshold
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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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Tremellales

Supplementary Figure 41. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Tremellales.

Tremellales with Threshold

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.
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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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Capnodiales

Supplementary Figure 45. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Capnodiales.
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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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Botryosphaeriales
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Supplementary Figure 47. Bipartite network at species level using only OTUs
identified as Botryosphaeriales.

Botryosphaeriales with Threshold

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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Botryosphaeriales

Supplementary Figure 49. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Botryosphaeriales.
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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.
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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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Chaetothyriales

Supplementary Figure 53. Matrix representation showing nestedness and
compartmentalization of the bipartite network at species level using all 0TUs
identified as Chaetothyriales.
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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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@FastQC Report

Summary

@ Basic Statistics

@Per base sequence quality

@Per sequence quality scores

@Per base sequence content

| Per sequence GC content

Per base N content

(| Sequence Length Distribution

@Sequence Duplication Levels

Q Overrepresented sequences

@Adaoter Content

{1 Kmer Content

@Basic Statistics
= s e
Filename merged.fastqg
File type Conventional base calls
Encoding Sanger / Illumina 1.9
Total Sequences 399593

Sequences flagged as poor quality 0
Sequence length 60-1200

%GC 52

QPer base sequence quality
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@ Overrepresented sequences

Possible
Sequence Count Percentage
q g Source
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



TCAGACGCTCGACACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGAGCGTCGTCTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGTGATACGTCTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGCGTCTAGTACCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTACTCTCGTGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGAGTACGCTATCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTCTCTATGCGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTAGAGACGAGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGATACGACGTACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTACGAGTATGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGAGCGTCGTCTCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGTCACGTACTACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTACTCTCGTGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGTAGAGACGAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGACATACGCGTCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGCTCGCGTGTCCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGTCTACGTAGCCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGACGACTACAGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGTCGTCGCTCGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTGATACGTCTCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGCGTAGACTAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGACGACTACAGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGACGCGAGTATCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGCGTGTCTCTACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGTGTACTACTCCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGCATAGTAGTGCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTACGAGTATGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGACGCTCGACACTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGAGACGCACTCCTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGG

TCAGTAGAGACGAGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGAGTACGCTATCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGAGACTATACTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT

TCAGCGTAGACTAGCTTGGTCATTAGAGGAGTAGCATCGATGAAGAACGC

TCAGTCTACGTAGCCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGCGTAGACTAGCTTGGTCATTAGAGGAAGTAAGCATCGATGAAGAAC

TCAGAGACGCACTCCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGCGTCTAGTACCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGACTACTATGTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT

TCAGCGAGAGATACCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT

TCAGATACGACGTACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGTCTCTATGCGCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGACTGTACAGTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT
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4275
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3171
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644
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1.1354052748671775

1.1319017099899147
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1.0698385607355485

1.069338051467368

1.0543227734219567

1.0458141158628904

0.9940114066062218

0.9697367070994738

0.9497163363722588

0.886902423215622

0.8721373998043008

0.8658810339520462

0.7935574446999821

0.6999622115502524

0.6491605208299445

0.5921024642573819

0.588348644746029

0.581591769625594

0.5445540837802464

0.5418012828052544

0.5315408428075566

0.479738133550888

0.476985332575896

0.38288959015798574

0.36161794626031984

0.34835445065354

0.31381931114909417

0.3088142184672905

0.24775208774928487

0.24049470336066947

0.2327368097038737

0.22222611507208587

0.2207245872675447

0.21546923995165082

0.2059595638562237
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0.16116398435408028
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TCAGTCGTCGCTCGCTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT

TCAGACGAGTGCGTCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT

TCAGTGTACTACTCCTTGGTCATTTAGAGGAAGTAAAAAGTCGTAACAAG

TCAGAGACTATACTCTTGGTCATTTAGAGGAAGTAAGCATCGATGAAGAA

TCAGTACTCTCGTGCTTGGTCATTTAGAGGAAGTAAGTCGTAACAAGGTT

TCAGCGTAGACTAGCTTGGTCATTTAGAGGAAGTAATATGCATCGATGAA

TCAGTACGAGTATGCTTGGTCATTAGAGGAGTAGCATCGATGAAGAACGC

TCAGTCACGTACTACTTGGTCATTTAGAGGAAGTAAAGTCGTAACAAGGT
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Obs/Exp Max | Max Obs/Exp Position
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GATATCG
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AGATACC

GCATAGT
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25

25

30

1235

1235

1720

2690

2720

1105

700

1275

1855

1250

2785

2315

1280

2520

1245

1245

0.0076963855 1030.9615

3.5106495E-9 523.90875

3.0247826E-4 415.7794

5.334286E-4 344.05515

0.0 330.6081
0.0 330.6081
0.0 328.42105
0.0 328.25
0.0 327.68063
0.0 327.44592
0.0 327.20987
0.0 327.0725
0.0 326.91098
0.0 326.6408
0.0 326.62924
0.0 326.2164
0.0 325.7949
0.0 325.40643
0.0 325.28635
0.0 325.28635

Produced by FastQC (version 0.11.4)
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480-489
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