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Bacteria|propionibacterium_acnes_typeia2_p_acn31
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Bacteria|neisseria_gonorrhoeae_pid332
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Bacteria|streptococcus_parasanguinis_cc87k
Bacteria|streptococcus_mitis_gca_000724165_1
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Bacteria|tannerella_forsythia_atcc_43037
Bacteria|prevotella_tannerae_atcc_51259
Bacteria|porphyromonas_endodontalis_atcc_35406
Bacteria|prevotella_sp_oral_taxon_302_str_f0323
Bacteria|prevotella_pallens_atcc_700821
Bacteria|gemella_haemolysans_atcc_10379
Bacteria|prevotella_melaninogenica_d18
Bacteria|prevotella_sp_f0091
Bacteria|campylobacter_concisus_unswcd
Bacteria|veillonella_sp_hpa0037
Bacteria|veillonella_atypica_acs_134_v_col7a
Bacteria|prevotella_histicola_jcm_15637_dnf00424
Bacteria|prevotella_sp_c561
Bacteria|prevotella_oulorum_f0390
Bacteria|prevotella_salivae_dsm_15606
Bacteria|prevotella_salivae_f0493
Bacteria|campylobacter_gracilis_rm3268
Bacteria|prevotella_pleuritidis_f0068
Bacteria|prevotella_copri_dsm_18205
Bacteria|prevotella_veroralis_f0319
Bacteria|candidatus_nitrospira_defluvii
Bacteria|vibrio_vulnificus_gca_000746665_1
Bacteria|proteus_mirabilis_bb2000
Bacteria|leptotrichia_sp_oral_taxon_215_str_w9775
Bacteria|porphyromonas_sp_kle_1280
Bacteria|gemella_sanguinis_m325
Bacteria|fusobacterium_sp_cm21
Bacteria|catonella_morbi_atcc_51271
Bacteria|prevotella_sp_oral_taxon_317_str_f0108
Bacteria|prevotella_nigrescens_atcc_33563
Bacteria|prevotella_nigrescens_f0103
Bacteria|veillonella_sp_3_1_44
Bacteria|veillonella_sp_oral_taxon_158_str_f0412
Bacteria|prevotella_sp_icm33
Bacteria|prevotella_denticola_f0289
Bacteria|cardiobacterium_hominis_atcc_15826
Bacteria|haemophilus_parainfluenzae_t3t1
Bacteria|kingella_oralis_atcc_51147
Bacteria|oribacterium_sinus_f0268
Bacteria|solobacterium_moorei_f0204
Bacteria|selenomonas_sp_oral_taxon_149_str_67h29bp
Bacteria|campylobacter_mucosalis
Bacteria|fusobacterium_nucleatum_subsp_vincentii_atcc_49256
Bacteria|prevotella_oris_f0302
Bacteria|prevotella_oris_c735
Bacteria|granulicatella_adiacens_atcc_49175
Bacteria|lachnospiraceae_bacterium_acc2
Bacteria|leptotrichia_wadei_f0279
Bacteria|veillonella_parvula_hsivp1
Bacteria|veillonella_dispar_atcc_17748
Vertebrate|Oreochromis_niloticus
Bacteria|dietzia_sp_ucd_thp
Bacteria|streptococcus_mitis_sk1073
Bacteria|rothia_mucilaginosa_dy_18
Protist|phaeodactylum_tricornutum
Bacteria|pseudomonas_mendocina_egd_aq5
Bacteria|agrobacterium_tumefaciens_f2
Bacteria|actinomyces_sp_oral_taxon_181_str_f0379
Bacteria|micrococcus_luteus_gca_000735325_1
Plant|Prunus_persica
Fungi|aspergillus_niger
Fungi|puccinia_triticina
Plant|Brassica_oleracea
Plant|Oryza_brachyantha
Plant|Sorghum_bicolor
Plant|Glycine_max
Plant|Solanum_lycopersicum
Plant|Chlamydomonas_reinhardtii
Protist|phytophthora_infestans
Plant|Leersia_perrieri
Plant|Setaria_italica
Protist|emiliania_huxleyi
Plant|Oryza_punctata
Plant|Solanum_tuberosum
Plant|Populus_trichocarpa
Plant|Amborella_trichopoda
Plant|Brachypodium_distachyon
Plant|Musa_acuminata
Bacteria|lautropia_mirabilis_atcc_51599
Bacteria|megasphaera_micronuciformis_f0359
Bacteria|prevotella_sp_oral_taxon_473_str_f0040
Plant|Oryza_indica
Vertebrate|Canis_familiaris
Plant|Triticum_aestivum
Plant|Aegilops_tauschii
Plant|Triticum_urartu
Fungi|pyrenophora_triticirepentis
Plant|Vitis_vinifera
Vertebrate|Gallus_gallus
Vertebrate|Meleagris_gallopavo
Vertebrate|Bos_taurus
Vertebrate|Sus_scrofa
Plant|Hordeum_vulgare
Vertebrate|Equus_caballus
Vertebrate|Oryctolagus_cuniculus
Plant|Zea_mays
Vertebrate|Gadus_morhua
Vertebrate|Anas_platyrhynchos
Vertebrate|Xenopus_tropicalis
Vertebrate|Ovis_aries

−4 −2 0 2 4

Value

0
20

0
40

0
60

0

Color Key
and Histogram

C
ou

nt



H
S

B
12

3.
A

M
Y.

fq

H
S

B
12

3.
M

D
.fq

H
S

B
12

3.
C

B
C

.fq

S
R

R
57

75
79

_1

S
am

pl
e_

B
kS

Q
−

10
5_

00
8_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

55
4_

00
9_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

48
4_

00
7_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

33
0_

00
5_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

26
8_

00
4_

R
1_

al
l.f

q

S
am

pl
e_

B
kS

Q
−

2_
00

4_
R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

10
_0

01
_R

1_
al

l.f
q

S
am

pl
e_

00
0−

29
7_

00
2_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

02
5_

00
1_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

46
5P

F
_0

06
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

13
9_

00
3_

R
1_

al
l.f

q

S
am

pl
e_

B
kS

Q
−

11
7_

00
1_

R
1_

al
l.f

q

S
am

pl
e_

B
kS

Q
−

15
3_

00
7_

R
1_

al
l.f

q

S
am

pl
e_

00
0−

63
2_

01
2_

R
1_

al
l.f

q

S
am

pl
e_

B
kS

Q
−

70
_0

06
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

4_
00

6_
R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

5_
00

7_
R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

15
4_

01
2_

R
1_

al
l.f

q

S
am

pl
e_

B
kS

Q
−

65
_0

05
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

29
_0

03
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

9_
00

5_
R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

89
_0

07
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

26
_0

02
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

3_
00

5_
R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

6_
01

2_
R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

15
7_

00
4_

R
1_

al
l.f

q

S
am

pl
e_

B
kS

Q
−

49
_0

04
_R

1_
al

l.f
q

S
am

pl
e_

B
kS

Q
−

12
4_

00
2_

R
1_

al
l.f

q

Plant|Oryza_indica
Plant|Triticum_aestivum
Vertebrate|Canis_familiaris
Plant|Aegilops_tauschii
Plant|Triticum_urartu
Bacteria|propionibacterium_acnes_gca_000730465_1
Bacteria|propionibacterium_acnes_hl027pa1
Bacteria|propionibacterium_acnes_hl059pa2
Bacteria|propionibacterium_acnes_hl002pa1
Bacteria|propionibacterium_acnes_typeia2_p_acn31
Bacteria|propionibacterium_acnes_hl002pa3
Bacteria|propionibacterium_acnes_hl087pa2
Bacteria|propionibacterium_acnes_hdn_1
Bacteria|propionibacterium_sp_kpl2003
Bacteria|propionibacterium_acnes_hl063pa1
Bacteria|prevotella_sp_oral_taxon_473_str_f0040
Bacteria|campylobacter_mucosalis
Bacteria|campylobacter_hyointestinalis_subsp_hyointestinalis
Bacteria|campylobacter_curvus_525_92
Bacteria|campylobacter_rectus_rm3267
Bacteria|campylobacter_showae_rm3277
Bacteria|campylobacter_showae_cc57c
Bacteria|campylobacter_showae_csunswcd
Bacteria|campylobacter_concisus_atcc_51561
Bacteria|campylobacter_concisus_13826
Bacteria|campylobacter_concisus_atcc_51562
Bacteria|campylobacter_concisus_unsw1
Bacteria|campylobacter_concisus_unswcs
Bacteria|campylobacter_concisus_unsw3
Bacteria|campylobacter_sp_10_1_50
Bacteria|campylobacter_concisus_unsw2
Bacteria|campylobacter_concisus_unswcd
Bacteria|megasphaera_micronuciformis_f0359
Bacteria|veillonella_parvula_hsivp1
Bacteria|veillonella_sp_acp1
Bacteria|veillonella_sp_oral_taxon_780_str_f0422
Bacteria|veillonella_ratti_acs_216_v_col6b
Bacteria|veillonella_montpellierensis_dnf00314
Bacteria|veillonella_sp_as16
Bacteria|veillonella_parvula_acs_068_v_sch12
Bacteria|veillonella_parvula_dsm_2008
Bacteria|veillonella_parvula_atcc_17745
Bacteria|veillonella_sp_3_1_44
Bacteria|veillonella_sp_6_1_27
Bacteria|veillonella_sp_oral_taxon_158_str_f0412
Bacteria|veillonella_dispar_atcc_17748
Bacteria|veillonella_sp_hpa0037
Bacteria|veillonella_sp_icm51a
Bacteria|veillonella_atypica_acs_049_v_sch6
Bacteria|veillonella_atypica_acs_134_v_col7a
Bacteria|veillonella_atypica_kon
Bacteria|pasteurella_multocida_subsp_gallicida_p1062
Bacteria|haemophilus_pittmaniae_hk_85
Bacteria|aggregatibacter_segnis_atcc_33393
Bacteria|aggregatibacter_aphrophilus_nj8700
Bacteria|aggregatibacter_aphrophilus_f0387
Bacteria|aggregatibacter_sp_oral_taxon_458_str_w10330
Bacteria|haemophilus_haemolyticus_m21639
Bacteria|haemophilus_haemolyticus_m21621
Bacteria|haemophilus_parainfluenzae_atcc_33392_gca_000191405_1
Bacteria|haemophilus_parainfluenzae_hk2019
Bacteria|haemophilus_parainfluenzae_hk262
Bacteria|haemophilus_parainfluenzae_t3t1
Bacteria|haemophilus_parainfluenzae_atcc_33392_gca_000746485_1
Bacteria|neisseria_lactamica_atcc_23970_gca_000741965_1
Bacteria|neisseria_gonorrhoeae_pid332
Bacteria|neisseria_gonorrhoeae_gca_000695405_1
Bacteria|neisseria_sp_gt4a_ct1
Bacteria|neisseria_flavescens_nrl30031_h210
Bacteria|neisseria_mucosa
Bacteria|neisseria_meningitidis_nm2866
Bacteria|neisseria_meningitidis_992008
Bacteria|neisseria_meningitidis_alpha710
Bacteria|neisseria_meningitidis_80179
Bacteria|neisseria_meningitidis_97018
Bacteria|neisseria_meningitidis_gca_000626595_1
Bacteria|neisseria_meningitidis_m0579
Bacteria|neisseria_meningitidis_nm220
Bacteria|neisseria_meningitidis_961_5945
Bacteria|neisseria_meningitidis_atcc_13091
Bacteria|streptococcus_parasanguinis_cc87k
Bacteria|streptococcus_mitis_gca_000724165_1
Bacteria|streptococcus_pneumoniae_ga47901
Bacteria|streptococcus_pseudopneumoniae_1321
Bacteria|prevotella_nigrescens_f0103
Bacteria|prevotella_nigrescens_cc14m
Bacteria|prevotella_nigrescens_atcc_33563
Bacteria|fusobacterium_sp_cm21
Bacteria|prevotella_denticola_f0289
Bacteria|prevotella_oris_f0302
Bacteria|prevotella_oris_c735
Bacteria|prevotella_histicola_jcm_15637_dnf00424
Bacteria|prevotella_histicola_f0411
Bacteria|prevotella_veroralis_f0319
Bacteria|prevotella_sp_f0091
Bacteria|prevotella_sp_c561
Bacteria|prevotella_melaninogenica_d18
Bacteria|prevotella_melaninogenica_dnf00666
Bacteria|prevotella_sp_icm33
Bacteria|prevotella_melaninogenica_atcc_25845
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