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Three questions - 
from a bacterial genome sequence, can we compute:

1. What is it?

2. Have we seen this before?

3. How do we treat it?

 (e.g., E. coli, S. aureus)

 (S. aureus strain M1 from Hvidovre hospital)

 (Gylcopeptides, such as vancomycin or teicoplanin; 
 - NOTE: don’t use β-lactames)
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A minimal gene set for cellular life derived by comparison of
complete bacterial genomes
ARCADY R. MUSHEGIAN AND EUGENE V. KOONIN*
National Center for Biotechnology Information, National Library of Medicine, National Institutes of Health, Bethesda, MD 20894

Communicated by Clyde Hutchinson, University of North Carolina, Chapel Hill, NC, May 17, 1996 (received for review March 11, 1996)

ABSTRACT The recently sequenced genome of the para-
sitic bacterium Mycoplasma genitalium contains only 468 iden-
tified protein-coding genes that have been dubbed a minimal
gene complement [Fraser, C. M., Gocayne, J. D., White, O.,
Adams, M. D., Clayton, R. A., et al. (1995) Science 270,
397-403]. Although the M. genitalium gene complement is
indeed the smallest among known cellular life forms, there is
no evidence that it is the minimal self-sufficient gene set. To
derive such a set, we compared the 468 predicted M. genitalium
protein sequences with the 1703 protein sequences encoded by
the other completely sequenced small bacterial genome, that
of Haemophilus influenzae. M. genitalium and H. influenzae
belong to two ancient bacterial lineages, i.e., Gram-positive
and Gram-negative bacteria, respectively. Therefore, the genes
that are conserved in these two bacteria are almost certainly
essential for cellular function. It is this category of genes that
is most likely to approximate the minimal gene set. We found
that 240 M. genitalium genes have orthologs among the genes
of H. influenzae. This collection of genes falls short of com-
prising the minimal set as some enzymes responsible for
intermediate steps in essential pathways are missing. The
apparent reason for this is the phenomenon that we call
nonorthologous gene displacement when the same function is
fulfilled by nonorthologous proteins in two organisms. We
identified 22 nonorthologous displacements and supple-
mented the set of orthologs with the respective M. genitalium
genes. After examining the resulting list of 262 genes for
possible functional redundancy and for the presence of ap-
parently parasite-specific genes, 6 genes were removed. We
suggest that the remaining 256 genes are close to the minimal
gene set that is necessary and sufficient to sustain the
existence of a modern-type cell. Most of the proteins encoded
by the genes from the minimal set have eukaryotic or archaeal
homologs but seven key proteins ofDNA replication do not. We
speculate that the last common ancestor of the three primary
kingdoms had an RNA genome. Possibilities are explored to
further reduce the minimal set to model a primitive cell that
might have existed at a very early stage of life evolution.

The sequences of two small genomes of parasitic bacteria, Hae-
mophilus influenzae and Mycoplasma genitalium, have been re-
ported recently (1, 2). There is a qualitative difference between
complete bacterial genomes and any sequences, including viral
and organellar genomes, that have been available before. How-
ever small, a cellular gene set has to be self-sufficient in the sense
that cells generally import metabolites but not functional pro-
teins; therefore, they have to rely on their own gene products to
provide housekeeping functions. Analysis of protein sequences
encoded in the first two complete genomes based on this simple
notion resulted in the theoretical reconstruction of unknown
bacterial functional systems (3, 4). Here we systematically com-
pare the M. genitalium and H. influenzae protein sequences in an

attempt to define the minimal gene set that is necessary and
sufficient for supporting cellular life.
M. genitalium that has a 0.58 megabase genome, with only

468 protein-coding genes, has been proclaimed the minimal
gene complement (2). However, while this is the cellular life
form with the smallest known number of genes, there is no
evidence that it is indeed minimal. Clearly, the M. genitalium
genes are sufficient to support a functioning cell but there is
no indication as to what fraction of them is necessary.
M. genitalium and H. influenzae belong to Gram-positive and

Gram-negative bacteria, respectively (5), and are likely to be
separated from their last common ancestor by at least 1.5
billion years of evolution (6). H. influenzae is also a parasitic
bacterium with a relatively small genome that is 1.83 mega-
bases long and contains about 1700 protein-coding genes; its
evolution apparently included a number of gene elimination
events (1, 3). Therefore, the genes that are conserved in these
two bacteria are almost certainly essential for cellular function
and are likely to approximate the minimal gene set.
The original analysis of the H. influenzae and M. genitalium

proteins included only the most obvious sequence similarities
and the respective functional assignments (1, 2). We per-
formed an in-depth reanalysis of the H. influenzae and M.
genitalium protein sequences (3, 4) using the strategy devel-
oped in the recent studies on the Escherichia coli genome (7,
8). Here we use the results of a detailed comparison of M.
genitalium and H. influenzae proteins to derive and character-
ize the minimal gene set compatible with modem-type cellular
life. We then discuss possible directions of a further reduction
that may be undertaken to model a primordial cell.

MATERIALS AND METHODS
Sequences and Data Bases. The nucleotide sequences of the

H. influenzae and M. genitalium genomes were from refs. 1 and
2, respectively. The gene complement of each of the bacteria
was reevaluated. It has been reported that H. influenzae
possesses 1727 protein-coding genes (1). By merging overlap-
ping open reading frames that apparently belong to the same
gene and that have been separated because of frameshifts, and
by eliminating short genes whose existence could not be
corroborated, we have arrived at a set of 1703 predicted genes
(3). The M. genitalium genome has been reported to contain
470 protein-coding genes (2). Our analysis detected 468 genes,
two of which have been missed in ref. 2, while four of the open
reading frames reported in ref. 2 could not be confirmed in our
study. In addition, coding regions for two genes were extended.

All data base screening was against the protein and nucle-
otide versions of the daily updated nonredundant sequence
data base maintained at the National Center for Biotechnology
Information.

Abbreviations: Ndk, nucleoside diphosphate kinase; PTS, sugar phos-
photransferase.
*To whom reprint requests should be addressed at: National Center
for Biotechnology Information, National Library of Medicine, Build-
ing 38A, National Institutes of Health, Bethesda, MD 20894. e-mail:
koonin@ncbi.nlm.nih.Rov.
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ABSTRACT The recently sequenced genome of the para-
sitic bacterium Mycoplasma genitalium contains only 468 iden-
tified protein-coding genes that have been dubbed a minimal
gene complement [Fraser, C. M., Gocayne, J. D., White, O.,
Adams, M. D., Clayton, R. A., et al. (1995) Science 270,
397-403]. Although the M. genitalium gene complement is
indeed the smallest among known cellular life forms, there is
no evidence that it is the minimal self-sufficient gene set. To
derive such a set, we compared the 468 predicted M. genitalium
protein sequences with the 1703 protein sequences encoded by
the other completely sequenced small bacterial genome, that
of Haemophilus influenzae. M. genitalium and H. influenzae
belong to two ancient bacterial lineages, i.e., Gram-positive
and Gram-negative bacteria, respectively. Therefore, the genes
that are conserved in these two bacteria are almost certainly
essential for cellular function. It is this category of genes that
is most likely to approximate the minimal gene set. We found
that 240 M. genitalium genes have orthologs among the genes
of H. influenzae. This collection of genes falls short of com-
prising the minimal set as some enzymes responsible for
intermediate steps in essential pathways are missing. The
apparent reason for this is the phenomenon that we call
nonorthologous gene displacement when the same function is
fulfilled by nonorthologous proteins in two organisms. We
identified 22 nonorthologous displacements and supple-
mented the set of orthologs with the respective M. genitalium
genes. After examining the resulting list of 262 genes for
possible functional redundancy and for the presence of ap-
parently parasite-specific genes, 6 genes were removed. We
suggest that the remaining 256 genes are close to the minimal
gene set that is necessary and sufficient to sustain the
existence of a modern-type cell. Most of the proteins encoded
by the genes from the minimal set have eukaryotic or archaeal
homologs but seven key proteins ofDNA replication do not. We
speculate that the last common ancestor of the three primary
kingdoms had an RNA genome. Possibilities are explored to
further reduce the minimal set to model a primitive cell that
might have existed at a very early stage of life evolution.

The sequences of two small genomes of parasitic bacteria, Hae-
mophilus influenzae and Mycoplasma genitalium, have been re-
ported recently (1, 2). There is a qualitative difference between
complete bacterial genomes and any sequences, including viral
and organellar genomes, that have been available before. How-
ever small, a cellular gene set has to be self-sufficient in the sense
that cells generally import metabolites but not functional pro-
teins; therefore, they have to rely on their own gene products to
provide housekeeping functions. Analysis of protein sequences
encoded in the first two complete genomes based on this simple
notion resulted in the theoretical reconstruction of unknown
bacterial functional systems (3, 4). Here we systematically com-
pare the M. genitalium and H. influenzae protein sequences in an

attempt to define the minimal gene set that is necessary and
sufficient for supporting cellular life.
M. genitalium that has a 0.58 megabase genome, with only

468 protein-coding genes, has been proclaimed the minimal
gene complement (2). However, while this is the cellular life
form with the smallest known number of genes, there is no
evidence that it is indeed minimal. Clearly, the M. genitalium
genes are sufficient to support a functioning cell but there is
no indication as to what fraction of them is necessary.
M. genitalium and H. influenzae belong to Gram-positive and

Gram-negative bacteria, respectively (5), and are likely to be
separated from their last common ancestor by at least 1.5
billion years of evolution (6). H. influenzae is also a parasitic
bacterium with a relatively small genome that is 1.83 mega-
bases long and contains about 1700 protein-coding genes; its
evolution apparently included a number of gene elimination
events (1, 3). Therefore, the genes that are conserved in these
two bacteria are almost certainly essential for cellular function
and are likely to approximate the minimal gene set.
The original analysis of the H. influenzae and M. genitalium

proteins included only the most obvious sequence similarities
and the respective functional assignments (1, 2). We per-
formed an in-depth reanalysis of the H. influenzae and M.
genitalium protein sequences (3, 4) using the strategy devel-
oped in the recent studies on the Escherichia coli genome (7,
8). Here we use the results of a detailed comparison of M.
genitalium and H. influenzae proteins to derive and character-
ize the minimal gene set compatible with modem-type cellular
life. We then discuss possible directions of a further reduction
that may be undertaken to model a primordial cell.

MATERIALS AND METHODS
Sequences and Data Bases. The nucleotide sequences of the

H. influenzae and M. genitalium genomes were from refs. 1 and
2, respectively. The gene complement of each of the bacteria
was reevaluated. It has been reported that H. influenzae
possesses 1727 protein-coding genes (1). By merging overlap-
ping open reading frames that apparently belong to the same
gene and that have been separated because of frameshifts, and
by eliminating short genes whose existence could not be
corroborated, we have arrived at a set of 1703 predicted genes
(3). The M. genitalium genome has been reported to contain
470 protein-coding genes (2). Our analysis detected 468 genes,
two of which have been missed in ref. 2, while four of the open
reading frames reported in ref. 2 could not be confirmed in our
study. In addition, coding regions for two genes were extended.

All data base screening was against the protein and nucle-
otide versions of the daily updated nonredundant sequence
data base maintained at the National Center for Biotechnology
Information.
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Toward Automatic Reconstruction
of a Highly Resolved Tree of Life
Francesca D. Ciccarelli,1,2,3* Tobias Doerks,1* Christian von Mering,1 Christopher J. Creevey,1

Berend Snel,4 Peer Bork1,5†

We have developed an automatable procedure for reconstructing the tree of life with branch
lengths comparable across all three domains. The tree has its basis in a concatenation of 31
orthologs occurring in 191 species with sequenced genomes. It revealed interdomain discrepancies
in taxonomic classification. Systematic detection and subsequent exclusion of products of
horizontal gene transfer increased phylogenetic resolution, allowing us to confirm accepted
relationships and resolve disputed and preliminary classifications. For example, we place the
phylum Acidobacteria as a sister group of d-Proteobacteria, support a Gram-positive origin of
Bacteria, and suggest a thermophilic last universal common ancestor.

R
econstructing the phylogenetic relation-
ships among all living organisms is one
of the fundamental challenges in biolo-

gy. Numerous attempts to derive a tree of life
using various methods have been published Efor
a review, see (1)^, and its principal existence has

been questioned recently (2, 3). Moreover, even
under the assumption of a tree of life, numerous
groupings and taxonomic entities still remain
heavily debated, and the advent of molecular and
genomic data has increased the variety of clas-
sifications rather than reducing the problem (1).

Theoretical and practical limits to reconstructing a
tree of life have been put forward, such as the
insufficient amount of discriminating characters
available, even in information-rich genomic data
sets (4), and the computing resources required to
cope with large numbers of species (1). Further-
more, there are factors that hamper accurate
reconstruction of phylogenetic trees regardless
of the methods used, such as sampling biases of
species included (5) and dilution of phylogenetic
signal by horizontal gene transfer (HGT) (6), the

Fig. 1. Overview of the procedure. The white boxes represent the major steps
for building the pan-domain phylogeny presented here. Steps in gray represent
automatable parts of the procedure that need to be carried out for including
further species. For the 31 clusters of orthologous groups (COGs) used in the
analysis, we manually derived 1:1 orthologs by removing mitochondrial and

chloroplast paralogs from corresponding multiple alignments. We built domain-
specific alignments by using corresponding proteins encoded by the 31
orthologs and aligned the resulting profiles. With this procedure, we maximized
the number of positions of the global alignment and reduced the number of
misaligned residues. For a detailed description of the methods, see (8).
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Genome Update
Genome update: the 1000th genome – a cautionary tale

There are now more than 1000 sequenced prokaryotic genomes deposited in public
databases and available for analysis. Currently, although the sequence databases
GenBank, DNA Database of Japan and EMBL are synchronized continually, there are
slight differences in content at the genomes level for a variety of logistical reasons,
including differences in format and loading errors, such as those caused by file transfer
protocol interruptions. This means that the 1000th genome will be different in the
various databases. Some of the data on the highly accessed web pages are inaccurate,
leading to false conclusions for example about the largest bacterial genome
sequenced. Biological diversity is far greater than many have thought. For example,
analysis of multiple Escherichia coli genomes has led to an estimate of around 45000
gene families – more genes than are recognized in the human genome. Moreover, of
the 1000 genomes available, not a single protein is conserved across all genomes.
Excluding the members of the Archaea, only a total of four genes are conserved in all
bacteria: two protein genes and two RNA genes.

Introduction
Sometime in October or November
2009, depending on which database is
consulted, the 1000th prokaryotic
genome sequence was completed.
This landmark followed within 15
years of the sequencing of the first
bacterial genomes, Haemophilus influ-
enzae and Mycoplasma genitalium
(Fleischmann et al., 1995; Fraser et
al., 1995). The generation of these and
other early genome sequences were
costly in terms of both time and
money, and the efforts were justly
rewarded by patents and publications
in the journals Science and Nature.
Much has changed since then, not
least by breathtaking technical innova-
tions in sequencing procedures (the
end of which is not yet in sight)
supported by steadily increasing com-
puter power and constantly improving
software (Ansorge, 2009; Kyrpides,
2009). A bacterial genome can now
be completely sequenced, assembled
and annotated in less than 24 h (Flicek
& Birney, 2009; Reeves et al., 2009).
The necessary final steps required for
full closure of all the gaps and quality
assessment of the annotation are,
however, still time consuming,
although it is possible, even with the

current technology, to completely
assemble a bacterial genome based on
a single run from a ‘next generation’
machine (Tauch et al., 2008). The
imminent ‘third generation’ sequen-
cing machines are promising vast
improvements and one can envision
a time in the not-too-distant future
when it will be routine to sequence
and annotate several bacterial gen-
omes before the morning tea break.

As every microbiologist knows, there
has been a dramatic increase in the
number of sequenced microbial gen-
omes over the past decade; this is
illustrated for prokaryotic genomes in
Fig. 1. The exponential growth in the
number of finished genomes per year
seemed to reach a peak of approxi-
mately 180 per year by 2007, and then
declined slightly for 2008 and 2009.
Have we reached a ‘stationary phase’
of bacterial genome sequencing? There
are possible explanations for this
decline, and one key observation is
that the number of unfinished gen-
omes deposited in GenBank now is
larger than the number of complete
genomes, as the production of a
‘rough draft’ has become relatively
inexpensive. As of early January
2010, there are 1024 complete gen-

omes listed at NCBI and more than
twice as many genomes (2307) listed
as ‘in progress’; the Genomes Online
Database (GOLD) web pages (see
below and link in Table 1) boast more
than 6400 microbial genome sequen-
cing projects.

The 1000th genome(s)
In principle, there should be a list
where one could go to find the 1000th
genome; however, as several genomes
are processed and submitted on an
almost daily basis to databases, deter-
mining the 1000th genome is not as
easy as might appear at first. Table 1
lists the set of genomes for the various
databases. According to GOLD (which
is perhaps one of the best centralized
locations for keeping track of this), the
1000th genome is an archaeon:
Methanocaldococcus vulcanius strain
M7 (accession CP001787), sequenced
by the Joint Genomes Institute (JGI).
The honour of being number 1000 is
not as clear for the other databases.
For the DNA Database of Japan
(DDBJ), there are three candidate
genomes which were all added on the
same day; these have also been
sequenced by the JGI. One of these is
another Methanocaldococcus (this time
M. fervens), which has not yet been
published (CP001696). The other two
genomes are part of the Genomic
Encyclopedia of Bacteria and Archaea
(GEBA) project (Wu et al., 2009).
Kangiella koreensis is a member of the
phylum Gammaproteobacteria, belong-
ing to the order Oceanospirillales; this
genome is from the type strain (DSM
16069), isolated from a beach in South
Korea (Han et al., 2009). Slackia
heliotrinireducens DSM 20476 is a
member of the phylum Actinobacteria,
belonging to the uncharacterized
family Coriobacteriaceae (Pukall et al.,
2009).

The ‘1000th genome’ from EMBL is a
set of Acetobacter pasteurianus gen-
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 The Vanishing Set of Conserved “Core” Genes

1996 - 256 conserved proteins, based on 2 genomes
2006 -  31 conserved proteins, 191 genomes
2010 -    0 conserved proteins, 1000 genomes
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23,621 genes 19,829 genes 18,529 genes 19,404 genes 5,885 genes
19,568 orthologs

99%

14,080 orthologs

76%

human chimp chicken worm yeast
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55%

 1,647 orthologs

28%

3606 genes 3553 genes 3874 genes 2801 genes 3760 genes
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C. botulanium

1126 orthologs

40%

 1092 orthologs

29%

type A, strain ATCC 3502
C. botulanium

type A, strain ATCC 19397
C. botulanium C. botulanium C. botulanium

type A, strain Kyoto type C, strain Ecklund type E1, strain BoNT E Beluga
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63.1 %
3,519 / 5,581

63.7 %
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66.3 %
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63.0 %
3,086 / 4,900

66.0 %
3,098 / 4,691

62.1 %
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55.9 %
2,923 / 5,231

53.8 %
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66.5 %
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3,584 / 4,867
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62.7 %
3,489 / 5,564

63.1 %
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62.6 %
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53.7 %
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67.2 %
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3,612 / 5,623
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3,532 / 5,720

61.5 %
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60.7 %
3,062 / 5,047

58.2 %
3,107 / 5,342

62.3 %
3,126 / 5,020

58.1 %
3,069 / 5,283

53.4 %
2,983 / 5,588

48.7 %
2,825 / 5,795

63.2 %
3,285 / 5,198

3.3 %
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64.0 %
3,378 / 5,275

64.4 %
3,399 / 5,281

70.4 %
3,581 / 5,087

64.9 %
3,462 / 5,334
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70.8 %
3,682 / 5,201
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2,987 / 4,891

58.3 %
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61.2 %
3,044 / 4,977
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49.8 %
2,766 / 5,554
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67.3 %
3,633 / 5,396
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62.4 %
3,518 / 5,638
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57.7 %
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56.2 %
3,002 / 5,345
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68.9 %
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2,650 / 5,781

53.0 %
3,008 / 5,672

5.1 %
232 / 4,551

62.0 %
3,540 / 5,714

64.3 %
3,654 / 5,679

64.6 %
3,694 / 5,717

67.6 %
3,794 / 5,609

63.9 %
3,729 / 5,835

61.0 %
3,660 / 6,000

63.9 %
3,558 / 5,564

61.0 %
3,635 / 5,960

62.0 %
3,686 / 5,943

61.0 %
3,657 / 5,998

63.0 %
3,722 / 5,905

55.4 %
3,163 / 5,710

58.5 %
3,049 / 5,208

57.2 %
3,111 / 5,435

59.0 %
3,122 / 5,291

57.2 %
3,081 / 5,389

53.8 %
3,025 / 5,623

49.3 %
2,870 / 5,818

59.3 %
3,234 / 5,452

6.0 %
268 / 4,451

58.1 %
3,429 / 5,898

59.7 %
3,493 / 5,854

63.4 %
3,600 / 5,678

65.2 %
3,741 / 5,742

64.0 %
3,732 / 5,835

65.0 %
3,548 / 5,458

60.0 %
3,496 / 5,822

59.7 %
3,496 / 5,853

59.2 %
3,507 / 5,924

57.0 %
3,439 / 6,035

54.7 %
3,124 / 5,707

56.6 %
2,973 / 5,254

54.6 %
3,015 / 5,518

55.3 %
2,991 / 5,407

55.4 %
3,019 / 5,449

52.3 %
2,936 / 5,609

50.1 %
2,789 / 5,563

57.2 %
3,140 / 5,493

5.0 %
232 / 4,605

71.1 %
3,902 / 5,490

62.6 %
3,630 / 5,803

59.5 %
3,585 / 6,024

56.7 %
3,535 / 6,231

59.4 %
3,425 / 5,763

59.0 %
3,579 / 6,067

60.0 %
3,624 / 6,039

58.9 %
3,605 / 6,124

58.3 %
3,599 / 6,176

53.7 %
3,131 / 5,827

57.8 %
3,038 / 5,257

56.7 %
3,106 / 5,474

58.0 %
3,109 / 5,356

55.3 %
3,044 / 5,509

53.0 %
3,019 / 5,698

51.0 %
2,836 / 5,566

60.7 %
3,275 / 5,392

5.2 %
241 / 4,663

64.9 %
3,714 / 5,725

61.3 %
3,665 / 5,975

56.8 %
3,549 / 6,249

62.0 %
3,511 / 5,662

63.6 %
3,729 / 5,861

63.0 %
3,715 / 5,900

62.6 %
3,733 / 5,959

60.4 %
3,657 / 6,058

55.7 %
3,201 / 5,745

59.5 %
3,115 / 5,238

58.5 %
3,190 / 5,455

59.8 %
3,180 / 5,315

58.1 %
3,140 / 5,407

54.1 %
3,070 / 5,678

50.8 %
2,865 / 5,642

61.1 %
3,332 / 5,451

5.0 %
236 / 4,676

63.8 %
3,746 / 5,875

59.1 %
3,608 / 6,107

62.4 %
3,521 / 5,647

62.9 %
3,706 / 5,889

62.8 %
3,708 / 5,902

62.8 %
3,739 / 5,958

60.2 %
3,651 / 6,061

58.0 %
3,281 / 5,653

59.2 %
3,081 / 5,205

58.4 %
3,158 / 5,408

59.5 %
3,144 / 5,286

56.0 %
3,073 / 5,486

53.1 %
3,014 / 5,679

49.6 %
2,886 / 5,817

62.2 %
3,308 / 5,316

4.8 %
232 / 4,866

73.7 %
4,167 / 5,651

65.7 %
3,686 / 5,607

57.6 %
3,574 / 6,200

57.5 %
3,579 / 6,224

57.1 %
3,588 / 6,283

55.5 %
3,534 / 6,367

55.2 %
3,237 / 5,869

54.0 %
3,014 / 5,577

52.6 %
3,068 / 5,835

53.7 %
3,055 / 5,686

53.6 %
3,066 / 5,716

50.8 %
3,008 / 5,922

48.3 %
2,844 / 5,894

55.3 %
3,202 / 5,789

5.3 %
261 / 4,913

61.1 %
3,578 / 5,853

53.8 %
3,468 / 6,443

54.1 %
3,491 / 6,452

53.7 %
3,488 / 6,497

53.0 %
3,481 / 6,567

51.1 %
3,145 / 6,154

52.2 %
2,982 / 5,710

51.4 %
3,042 / 5,915

52.4 %
3,012 / 5,749

52.2 %
3,027 / 5,800

49.0 %
2,970 / 6,061

45.2 %
2,793 / 6,182

53.6 %
3,134 / 5,850

5.0 %
218 / 4,327

62.5 %
3,541 / 5,668

62.6 %
3,542 / 5,659

61.9 %
3,550 / 5,736

59.4 %
3,476 / 5,850

57.0 %
3,124 / 5,485

55.8 %
2,980 / 5,336

54.1 %
3,022 / 5,583

56.0 %
3,001 / 5,357

55.6 %
3,036 / 5,464

51.2 %
2,933 / 5,728

49.0 %
2,804 / 5,723

55.5 %
3,127 / 5,639

6.5 %
307 / 4,692

85.4 %
4,339 / 5,078

87.3 %
4,416 / 5,061

78.2 %
4,178 / 5,341

51.8 %
3,134 / 6,054

56.6 %
3,075 / 5,430

55.7 %
3,147 / 5,652

56.5 %
3,128 / 5,535

55.1 %
3,089 / 5,606

51.0 %
2,977 / 5,839

51.1 %
2,938 / 5,747

58.3 %
3,258 / 5,585

6.8 %
320 / 4,711

86.6 %
4,398 / 5,077

84.5 %
4,359 / 5,158

51.6 %
3,139 / 6,084

55.2 %
3,038 / 5,508

54.6 %
3,121 / 5,713

55.5 %
3,107 / 5,595

54.5 %
3,081 / 5,650

51.1 %
2,993 / 5,860

50.5 %
2,917 / 5,779

57.7 %
3,247 / 5,632

7.8 %
371 / 4,729

77.1 %
4,173 / 5,409

51.2 %
3,146 / 6,142

55.3 %
3,098 / 5,599

54.6 %
3,168 / 5,797

56.0 %
3,142 / 5,614

54.7 %
3,103 / 5,671

50.3 %
2,985 / 5,934

49.5 %
2,951 / 5,956

58.1 %
3,286 / 5,652

7.4 %
348 / 4,686

50.0 %
3,105 / 6,216

51.9 %
2,991 / 5,767

51.5 %
3,068 / 5,962

53.7 %
3,076 / 5,729

52.2 %
3,036 / 5,812

51.1 %
3,027 / 5,918

44.8 %
2,865 / 6,398

55.0 %
3,192 / 5,801

3.7 %
151 / 4,136

53.8 %
2,755 / 5,124

51.7 %
2,797 / 5,408

54.4 %
2,822 / 5,187

51.6 %
2,768 / 5,364

47.5 %
2,702 / 5,686

46.2 %
2,618 / 5,672

54.3 %
2,915 / 5,371

4.0 %
138 / 3,449

84.5 %
3,283 / 3,886

81.1 %
3,153 / 3,890

63.8 %
2,813 / 4,411

58.4 %
2,733 / 4,677

59.9 %
2,635 / 4,396

66.0 %
2,921 / 4,428

5.1 %
187 / 3,663

80.1 %
3,211 / 4,009

65.0 %
2,884 / 4,434

60.8 %
2,856 / 4,696

61.1 %
2,758 / 4,512

67.7 %
3,051 / 4,508

4.6 %
160 / 3,501

67.0 %
2,837 / 4,237

60.4 %
2,778 / 4,597

59.0 %
2,667 / 4,524

66.8 %
2,993 / 4,481

3.6 %
126 / 3,472

68.5 %
2,981 / 4,350

57.9 %
2,698 / 4,656

68.0 %
3,011 / 4,427

4.5 %
168 / 3,700

53.8 %
2,692 / 5,007

61.6 %
2,951 / 4,791

3.4 %
115 / 3,371

61.9 %
2,837 / 4,581

4.6 %
171 / 3,727

Escherichia coli

strain BW
2952

4,084 proteins, 3,817 fam
ilies

Escherichia coli
strain BL21

4,087 proteins, 3,833 fam
ilies

Escherichia coli

strain BL21(D
E3) - Korea Res IBB

4,153 proteins, 3,900 fam
ilies

Escherichia coli

strain BL21(D
E3) - JG

I

4,228 proteins, 3,946 fam
ilies

Escherichia coli

B strain REL606

4,205 proteins, 3,936 fam
ilies

Escherichia coli

strain A
TCC 8739

4,200 proteins, 3,977 fam
ilies

Escherichia coli

strain K-12, substrain D
H

10B

4,126 proteins, 3,797 fam
ilies

Escherichia coli

strain K-12, substrain W
3110

4,226 proteins, 3,965 fam
ilies

Escherichia coli

strain K-12, substrain M
G

1655

4,150 proteins, 3,912 fam
ilies

Escherichia coli
strain IA

I1

4,353 proteins, 4,142 fam
ilies

Escherichia coli
strain H

S

4,378 proteins, 4,121 fam
ilies

Escherichia coli
strain 536

4,620 proteins, 4,327 fam
ilies

Escherichia coli
strain IA

I39

4,732 proteins, 4,244 fam
ilies

Escherichia coli
strain 55989

4,763 proteins, 4,376 fam
ilies

Escherichia coli
strain S88

4,832 proteins, 4,485 fam
ilies

Escherichia coli

strain A
PEC O

1

4,851 proteins, 4,526 fam
ilies

Escherichia coli

strain SM
S-3-5

4,913 proteins, 4,551 fam
ilies

Escherichia coli
strain ED

1a

4,915 proteins, 4,451 fam
ilies

Escherichia coli

strain E24377A

4,991 proteins, 4,605 fam
ilies

Escherichia coli
strain SE11

5,002 proteins, 4,663 fam
ilies

Escherichia coli

strain U
M

N
026

5,017 proteins, 4,676 fam
ilies

Escherichia coli

strain U
TI89

5,166 proteins, 4,866 fam
ilies

Escherichia coli

strain CFT073

5,339 proteins, 4,913 fam
ilies

Escherichia coli

serotype O
127:H

6 strain E2348/69

4,653 proteins, 4,327 fam
ilies

Escherichia coli

serotype O
157:H

7 strain Sakai

5,318 proteins, 4,692 fam
ilies

Escherichia coli

serotype O
157:H

7 strain TW
14359

5,372 proteins, 4,711 fam
ilies

Escherichia coli

serotype O
157:H

7 strain ED
L933

5,411 proteins, 4,729 fam
ilies

Escherichia coli

serotype O
157:H

7 strain EC4115

5,477 proteins, 4,686 fam
ilies

Escherichia fergusonii

strain A
TCC 35469

4,321 proteins, 4,136 fam
ilies

Shigella flexneri

2a strain 2457T

4,061 proteins, 3,449 fam
ilies

Shigella flexneri

2a strain 301

4,440 proteins, 3,663 fam
ilies

Shigella flexneri

5 strain 8401

4,115 proteins, 3,501 fam
ilies

Shigella boydii
strain Sb227

4,282 proteins, 3,472 fam
ilies

Shigella boydii

strain CD
C 3083-94

4,557 proteins, 3,700 fam
ilies

Shigella dysenteriae
strain Sd197

4,502 proteins, 3,371 fam
ilies

Shigella sonnei
strain Ss046

4,471 proteins, 3,727 fam
ilies
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4.7 %
180 / 3,817

80.8 %
3,461 / 4,283

83.3 %
3,537 / 4,247

83.7 %
3,555 / 4,249

82.3 %
3,534 / 4,293

82.8 %
3,562 / 4,301

90.6 %
3,635 / 4,010

92.2 %
3,748 / 4,064

95.2 %
3,784 / 3,974

78.3 %
3,541 / 4,521

74.8 %
3,458 / 4,620

67.6 %
3,360 / 4,967

68.6 %
3,392 / 4,947

73.5 %
3,540 / 4,817

68.3 %
3,428 / 5,021

60.8 %
3,213 / 5,287

68.3 %
3,440 / 5,039

64.3 %
3,340 / 5,191

67.7 %
3,481 / 5,144

72.0 %
3,597 / 4,999

69.1 %
3,517 / 5,088

63.1 %
3,412 / 5,407

60.3 %
3,374 / 5,595

66.9 %
3,347 / 5,002

64.0 %
3,461 / 5,408

63.2 %
3,452 / 5,458

63.5 %
3,484 / 5,487

61.5 %
3,387 / 5,503

62.6 %
3,109 / 4,963

67.1 %
3,027 / 4,511

63.7 %
3,065 / 4,814

67.0 %
3,079 / 4,595

62.6 %
3,015 / 4,818

56.8 %
2,912 / 5,130

54.3 %
2,797 / 5,155

67.2 %
3,191 / 4,749

4.0 %
154 / 3,833

93.6 %
3,742 / 4,000

89.1 %
3,686 / 4,138

90.2 %
3,691 / 4,093

79.5 %
3,491 / 4,393

79.3 %
3,403 / 4,294

82.3 %
3,550 / 4,313

81.0 %
3,493 / 4,310

75.4 %
3,472 / 4,606

73.8 %
3,403 / 4,614

66.2 %
3,326 / 5,023

68.3 %
3,372 / 4,934

71.0 %
3,461 / 4,878

66.9 %
3,387 / 5,066

59.7 %
3,174 / 5,314

66.2 %
3,409 / 5,153

63.6 %
3,305 / 5,196

65.8 %
3,429 / 5,209

69.6 %
3,529 / 5,070

66.7 %
3,439 / 5,159

61.8 %
3,366 / 5,446

58.8 %
3,332 / 5,667

65.2 %
3,293 / 5,054

62.2 %
3,388 / 5,445

61.6 %
3,380 / 5,491

61.5 %
3,412 / 5,551

58.2 %
3,311 / 5,689

59.6 %
3,003 / 5,040

64.8 %
2,939 / 4,537

61.6 %
2,973 / 4,830

64.4 %
2,984 / 4,633

61.4 %
2,966 / 4,834

55.3 %
2,843 / 5,138

53.4 %
2,727 / 5,105

66.0 %
3,115 / 4,723

3.9 %
154 / 3,900

91.9 %
3,774 / 4,108

95.6 %
3,832 / 4,007

81.5 %
3,566 / 4,373

81.2 %
3,470 / 4,271

84.3 %
3,616 / 4,287

83.6 %
3,573 / 4,274

77.3 %
3,543 / 4,584

75.4 %
3,470 / 4,603

67.6 %
3,387 / 5,009

69.9 %
3,440 / 4,919

73.0 %
3,536 / 4,847

68.6 %
3,461 / 5,045

61.2 %
3,243 / 5,296

67.9 %
3,481 / 5,124

65.2 %
3,372 / 5,174

67.3 %
3,493 / 5,188

71.4 %
3,602 / 5,048

68.5 %
3,517 / 5,137

63.2 %
3,432 / 5,431

60.2 %
3,398 / 5,641

66.8 %
3,364 / 5,033

64.1 %
3,465 / 5,409

63.1 %
3,446 / 5,464

63.1 %
3,486 / 5,522

59.8 %
3,381 / 5,658

60.9 %
3,067 / 5,033

66.6 %
2,998 / 4,504

63.1 %
3,025 / 4,797

66.1 %
3,040 / 4,598

62.9 %
3,020 / 4,804

56.5 %
2,887 / 5,113

54.5 %
2,771 / 5,087

67.7 %
3,173 / 4,684

4.3 %
168 / 3,946

88.4 %
3,717 / 4,203

81.4 %
3,598 / 4,422

80.4 %
3,484 / 4,334

83.3 %
3,628 / 4,353

83.7 %
3,610 / 4,312

77.5 %
3,584 / 4,623

76.1 %
3,520 / 4,628

67.5 %
3,416 / 5,062

69.6 %
3,467 / 4,979

73.0 %
3,570 / 4,890

68.2 %
3,485 / 5,108

60.8 %
3,261 / 5,363

69.3 %
3,530 / 5,091

65.0 %
3,398 / 5,231

68.1 %
3,552 / 5,217

71.6 %
3,645 / 5,091

68.5 %
3,549 / 5,179

63.6 %
3,478 / 5,467

60.7 %
3,447 / 5,680

66.6 %
3,388 / 5,087

63.6 %
3,489 / 5,484

63.4 %
3,494 / 5,514

62.8 %
3,509 / 5,591

61.9 %
3,454 / 5,578

61.1 %
3,101 / 5,078

65.0 %
3,004 / 4,620

62.5 %
3,052 / 4,884

65.7 %
3,077 / 4,682

61.4 %
3,037 / 4,943

56.7 %
2,939 / 5,186

53.4 %
2,782 / 5,211

66.9 %
3,201 / 4,782

4.2 %
165 / 3,936

81.5 %
3,580 / 4,393

81.3 %
3,490 / 4,291

84.7 %
3,644 / 4,304

84.0 %
3,602 / 4,288

76.5 %
3,548 / 4,639

75.7 %
3,495 / 4,617

67.4 %
3,394 / 5,033

69.2 %
3,442 / 4,976

72.1 %
3,538 / 4,909

68.2 %
3,472 / 5,093

61.1 %
3,258 / 5,334

68.7 %
3,516 / 5,115

65.2 %
3,389 / 5,201

67.9 %
3,522 / 5,190

70.4 %
3,605 / 5,124

67.7 %
3,529 / 5,209

62.6 %
3,433 / 5,488

60.2 %
3,412 / 5,668

66.5 %
3,375 / 5,076

62.6 %
3,462 / 5,530

62.1 %
3,456 / 5,567

62.0 %
3,485 / 5,619

58.8 %
3,392 / 5,773

60.6 %
3,074 / 5,073

66.4 %
3,014 / 4,536

62.9 %
3,041 / 4,834

65.5 %
3,045 / 4,647

62.7 %
3,034 / 4,836

55.8 %
2,891 / 5,178

54.5 %
2,786 / 5,114

67.1 %
3,175 / 4,731

3.9 %
156 / 3,977

80.9 %
3,497 / 4,322

83.3 %
3,629 / 4,359

83.5 %
3,606 / 4,320

79.4 %
3,618 / 4,559

77.6 %
3,572 / 4,606

67.5 %
3,404 / 5,043

68.9 %
3,469 / 5,034

74.7 %
3,622 / 4,851

68.0 %
3,477 / 5,116

60.4 %
3,261 / 5,400

69.9 %
3,575 / 5,111

64.7 %
3,398 / 5,252

68.6 %
3,564 / 5,197

72.2 %
3,662 / 5,073

69.2 %
3,582 / 5,177

62.5 %
3,444 / 5,512

60.8 %
3,446 / 5,665

67.4 %
3,408 / 5,054

64.8 %
3,534 / 5,451

64.3 %
3,531 / 5,492

64.3 %
3,556 / 5,534

61.5 %
3,474 / 5,651

62.0 %
3,126 / 5,045

63.8 %
3,038 / 4,761

61.3 %
3,088 / 5,034

65.1 %
3,088 / 4,740

62.5 %
3,070 / 4,910

55.9 %
2,946 / 5,267

51.8 %
2,803 / 5,413

66.4 %
3,228 / 4,862

6.4 %
242 / 3,797

93.1 %
3,742 / 4,020

91.5 %
3,685 / 4,027

76.0 %
3,467 / 4,564

72.7 %
3,385 / 4,653

65.5 %
3,277 / 5,004

66.3 %
3,317 / 5,006

71.7 %
3,479 / 4,855

65.2 %
3,337 / 5,116

58.2 %
3,126 / 5,375

66.0 %
3,383 / 5,128

61.9 %
3,257 / 5,258

66.5 %
3,428 / 5,157

70.0 %
3,535 / 5,050

66.6 %
3,435 / 5,157

60.4 %
3,318 / 5,496

57.9 %
3,288 / 5,681

64.2 %
3,254 / 5,069

61.8 %
3,390 / 5,488

60.8 %
3,378 / 5,552

61.5 %
3,416 / 5,557

57.7 %
3,306 / 5,733

60.4 %
3,026 / 5,007

65.0 %
2,945 / 4,532

61.6 %
2,984 / 4,841

64.4 %
2,991 / 4,645

60.5 %
2,934 / 4,847

54.6 %
2,827 / 5,176

53.0 %
2,740 / 5,167

65.1 %
3,116 / 4,787

4.3 %
170 / 3,965

95.3 %
3,843 / 4,034

78.3 %
3,604 / 4,605

75.7 %
3,531 / 4,664

67.3 %
3,401 / 5,050

68.9 %
3,455 / 5,017

74.0 %
3,618 / 4,889

67.7 %
3,476 / 5,131

60.6 %
3,262 / 5,380

68.7 %
3,526 / 5,136

63.8 %
3,375 / 5,293

68.9 %
3,566 / 5,174

72.6 %
3,680 / 5,068

69.3 %
3,588 / 5,176

62.7 %
3,455 / 5,514

59.6 %
3,408 / 5,716

66.1 %
3,376 / 5,111

64.1 %
3,537 / 5,521

63.1 %
3,519 / 5,581

63.7 %
3,559 / 5,587

59.6 %
3,440 / 5,774

62.0 %
3,139 / 5,062

66.3 %
3,046 / 4,593

63.0 %
3,086 / 4,900

66.0 %
3,098 / 4,691

62.1 %
3,047 / 4,909

55.9 %
2,923 / 5,231

53.8 %
2,818 / 5,234

66.5 %
3,224 / 4,849

4.3 %
167 / 3,912

78.5 %
3,580 / 4,560

75.8 %
3,508 / 4,628

67.8 %
3,389 / 5,000

68.7 %
3,435 / 4,997

73.6 %
3,584 / 4,867

67.9 %
3,460 / 5,093

60.7 %
3,245 / 5,348

68.9 %
3,513 / 5,099

64.0 %
3,361 / 5,254

68.8 %
3,542 / 5,149

72.0 %
3,643 / 5,057

68.9 %
3,556 / 5,162

63.0 %
3,443 / 5,463

60.0 %
3,399 / 5,669

66.9 %
3,375 / 5,046

63.4 %
3,494 / 5,512

62.7 %
3,489 / 5,564

63.1 %
3,519 / 5,577

59.7 %
3,427 / 5,736

62.6 %
3,129 / 5,000

66.1 %
3,025 / 4,576

62.7 %
3,065 / 4,885

66.0 %
3,078 / 4,664

62.0 %
3,026 / 4,880

55.8 %
2,912 / 5,221

53.7 %
2,801 / 5,213

66.6 %
3,204 / 4,812

4.0 %
165 / 4,142

74.6 %
3,578 / 4,799

67.2 %
3,460 / 5,151

68.2 %
3,515 / 5,157

79.5 %
3,828 / 4,816

67.1 %
3,521 / 5,250

59.0 %
3,273 / 5,544

67.4 %
3,583 / 5,313

64.0 %
3,453 / 5,398

71.2 %
3,718 / 5,225

75.8 %
3,821 / 5,040

70.6 %
3,690 / 5,227

62.4 %
3,500 / 5,610

58.8 %
3,437 / 5,842

66.4 %
3,437 / 5,175

64.5 %
3,578 / 5,546

64.4 %
3,590 / 5,577

64.2 %
3,612 / 5,623

61.7 %
3,532 / 5,720

61.5 %
3,179 / 5,170

60.7 %
3,062 / 5,047

58.2 %
3,107 / 5,342

62.3 %
3,126 / 5,020

58.1 %
3,069 / 5,283

53.4 %
2,983 / 5,588

48.7 %
2,825 / 5,795

63.2 %
3,285 / 5,198

3.3 %
138 / 4,121

64.0 %
3,378 / 5,275

64.4 %
3,399 / 5,281

70.4 %
3,581 / 5,087

64.9 %
3,462 / 5,334

57.7 %
3,232 / 5,601

65.8 %
3,527 / 5,361

60.9 %
3,347 / 5,499

70.8 %
3,682 / 5,201

69.9 %
3,671 / 5,250

63.1 %
3,475 / 5,504

61.5 %
3,484 / 5,661

58.5 %
3,439 / 5,876

62.4 %
3,336 / 5,344

59.1 %
3,425 / 5,796

60.0 %
3,475 / 5,788

58.9 %
3,458 / 5,867

57.2 %
3,417 / 5,977

58.5 %
3,086 / 5,276

61.1 %
2,987 / 4,891

58.3 %
3,030 / 5,200

61.2 %
3,044 / 4,977

58.4 %
3,014 / 5,163

54.3 %
2,928 / 5,389

49.8 %
2,766 / 5,554

61.4 %
3,169 / 5,164

4.4 %
191 / 4,327

68.1 %
3,518 / 5,165

65.7 %
3,518 / 5,356

73.3 %
3,776 / 5,148

66.4 %
3,592 / 5,406

65.4 %
3,568 / 5,458

67.3 %
3,633 / 5,396

61.3 %
3,468 / 5,656

62.4 %
3,518 / 5,638

63.5 %
3,532 / 5,563

74.1 %
3,939 / 5,313

71.0 %
3,869 / 5,448

67.1 %
3,527 / 5,259

57.7 %
3,416 / 5,921

57.6 %
3,426 / 5,951

57.5 %
3,440 / 5,982

55.1 %
3,372 / 6,121

56.9 %
3,124 / 5,488

55.9 %
2,964 / 5,299

54.3 %
3,009 / 5,538

56.2 %
3,002 / 5,345

54.6 %
2,969 / 5,433

50.7 %
2,898 / 5,716

47.2 %
2,796 / 5,919

56.1 %
3,126 / 5,572

5.6 %
236 / 4,244

67.7 %
3,578 / 5,285

68.9 %
3,617 / 5,251

62.7 %
3,428 / 5,471

69.8 %
3,695 / 5,291

65.0 %
3,515 / 5,409

61.0 %
3,470 / 5,685

63.2 %
3,547 / 5,611

68.3 %
3,677 / 5,385

64.4 %
3,613 / 5,608

61.9 %
3,558 / 5,749

64.3 %
3,449 / 5,364

60.6 %
3,518 / 5,809

60.2 %
3,515 / 5,838

60.2 %
3,542 / 5,887

57.8 %
3,462 / 5,991

57.0 %
3,136 / 5,500

61.1 %
2,994 / 4,898

59.5 %
3,045 / 5,121

61.5 %
3,060 / 4,973

59.0 %
3,020 / 5,122

52.9 %
2,911 / 5,500

50.4 %
2,803 / 5,556

62.0 %
3,160 / 5,098

5.3 %
230 / 4,376

67.9 %
3,635 / 5,352

59.5 %
3,386 / 5,687

65.2 %
3,605 / 5,527

65.7 %
3,574 / 5,444

69.5 %
3,741 / 5,385

72.2 %
3,839 / 5,319

69.2 %
3,734 / 5,393

63.2 %
3,618 / 5,728

59.3 %
3,530 / 5,951

64.2 %
3,476 / 5,418

64.9 %
3,656 / 5,635

64.9 %
3,659 / 5,640

64.4 %
3,682 / 5,720

61.8 %
3,593 / 5,814

58.0 %
3,184 / 5,488

61.0 %
3,077 / 5,044

59.6 %
3,137 / 5,266

61.1 %
3,143 / 5,140

58.0 %
3,092 / 5,333

54.7 %
3,001 / 5,491

52.1 %
2,838 / 5,444

62.4 %
3,284 / 5,263

5.2 %
233 / 4,485

76.6 %
3,926 / 5,127

67.0 %
3,695 / 5,511

72.4 %
3,812 / 5,265

61.3 %
3,532 / 5,764

62.4 %
3,573 / 5,724

68.6 %
3,759 / 5,480

77.2 %
4,088 / 5,295

69.7 %
3,888 / 5,582

68.9 %
3,650 / 5,299

59.5 %
3,512 / 5,901

60.3 %
3,545 / 5,880

58.9 %
3,527 / 5,990

57.7 %
3,487 / 6,041

58.7 %
3,238 / 5,518

57.8 %
2,997 / 5,183

56.1 %
3,043 / 5,426

57.7 %
3,053 / 5,293

57.3 %
3,051 / 5,329

53.2 %
2,966 / 5,571

51.3 %
2,826 / 5,513

58.6 %
3,193 / 5,446

5.3 %
238 / 4,526

61.5 %
3,510 / 5,706

62.8 %
3,537 / 5,629

55.3 %
3,328 / 6,013

57.0 %
3,396 / 5,954

59.7 %
3,483 / 5,830

70.8 %
3,920 / 5,540

62.9 %
3,685 / 5,862

62.5 %
3,468 / 5,552

54.4 %
3,337 / 6,130

54.7 %
3,351 / 6,123

54.2 %
3,358 / 6,194

52.3 %
3,291 / 6,294

52.9 %
3,045 / 5,752

52.8 %
2,843 / 5,382

51.3 %
2,891 / 5,633

53.1 %
2,901 / 5,459

51.6 %
2,868 / 5,562

48.2 %
2,785 / 5,784

45.8 %
2,650 / 5,781

53.0 %
3,008 / 5,672

5.1 %
232 / 4,551

62.0 %
3,540 / 5,714

64.3 %
3,654 / 5,679

64.6 %
3,694 / 5,717

67.6 %
3,794 / 5,609

63.9 %
3,729 / 5,835

61.0 %
3,660 / 6,000

63.9 %
3,558 / 5,564

61.0 %
3,635 / 5,960

62.0 %
3,686 / 5,943

61.0 %
3,657 / 5,998

63.0 %
3,722 / 5,905

55.4 %
3,163 / 5,710

58.5 %
3,049 / 5,208

57.2 %
3,111 / 5,435

59.0 %
3,122 / 5,291

57.2 %
3,081 / 5,389

53.8 %
3,025 / 5,623

49.3 %
2,870 / 5,818

59.3 %
3,234 / 5,452

6.0 %
268 / 4,451

58.1 %
3,429 / 5,898

59.7 %
3,493 / 5,854

63.4 %
3,600 / 5,678

65.2 %
3,741 / 5,742

64.0 %
3,732 / 5,835

65.0 %
3,548 / 5,458

60.0 %
3,496 / 5,822

59.7 %
3,496 / 5,853

59.2 %
3,507 / 5,924

57.0 %
3,439 / 6,035

54.7 %
3,124 / 5,707

56.6 %
2,973 / 5,254

54.6 %
3,015 / 5,518

55.3 %
2,991 / 5,407

55.4 %
3,019 / 5,449

52.3 %
2,936 / 5,609

50.1 %
2,789 / 5,563

57.2 %
3,140 / 5,493

5.0 %
232 / 4,605

71.1 %
3,902 / 5,490

62.6 %
3,630 / 5,803

59.5 %
3,585 / 6,024

56.7 %
3,535 / 6,231

59.4 %
3,425 / 5,763

59.0 %
3,579 / 6,067

60.0 %
3,624 / 6,039

58.9 %
3,605 / 6,124

58.3 %
3,599 / 6,176

53.7 %
3,131 / 5,827

57.8 %
3,038 / 5,257

56.7 %
3,106 / 5,474

58.0 %
3,109 / 5,356

55.3 %
3,044 / 5,509

53.0 %
3,019 / 5,698

51.0 %
2,836 / 5,566

60.7 %
3,275 / 5,392

5.2 %
241 / 4,663

64.9 %
3,714 / 5,725

61.3 %
3,665 / 5,975

56.8 %
3,549 / 6,249

62.0 %
3,511 / 5,662

63.6 %
3,729 / 5,861

63.0 %
3,715 / 5,900

62.6 %
3,733 / 5,959

60.4 %
3,657 / 6,058

55.7 %
3,201 / 5,745

59.5 %
3,115 / 5,238

58.5 %
3,190 / 5,455

59.8 %
3,180 / 5,315

58.1 %
3,140 / 5,407

54.1 %
3,070 / 5,678

50.8 %
2,865 / 5,642

61.1 %
3,332 / 5,451

5.0 %
236 / 4,676

63.8 %
3,746 / 5,875

59.1 %
3,608 / 6,107

62.4 %
3,521 / 5,647

62.9 %
3,706 / 5,889

62.8 %
3,708 / 5,902

62.8 %
3,739 / 5,958

60.2 %
3,651 / 6,061

58.0 %
3,281 / 5,653

59.2 %
3,081 / 5,205

58.4 %
3,158 / 5,408

59.5 %
3,144 / 5,286

56.0 %
3,073 / 5,486

53.1 %
3,014 / 5,679

49.6 %
2,886 / 5,817

62.2 %
3,308 / 5,316

4.8 %
232 / 4,866

73.7 %
4,167 / 5,651

65.7 %
3,686 / 5,607

57.6 %
3,574 / 6,200

57.5 %
3,579 / 6,224

57.1 %
3,588 / 6,283

55.5 %
3,534 / 6,367

55.2 %
3,237 / 5,869

54.0 %
3,014 / 5,577

52.6 %
3,068 / 5,835

53.7 %
3,055 / 5,686

53.6 %
3,066 / 5,716

50.8 %
3,008 / 5,922

48.3 %
2,844 / 5,894

55.3 %
3,202 / 5,789

5.3 %
261 / 4,913

61.1 %
3,578 / 5,853

53.8 %
3,468 / 6,443

54.1 %
3,491 / 6,452

53.7 %
3,488 / 6,497

53.0 %
3,481 / 6,567

51.1 %
3,145 / 6,154

52.2 %
2,982 / 5,710

51.4 %
3,042 / 5,915

52.4 %
3,012 / 5,749

52.2 %
3,027 / 5,800

49.0 %
2,970 / 6,061

45.2 %
2,793 / 6,182

53.6 %
3,134 / 5,850

5.0 %
218 / 4,327

62.5 %
3,541 / 5,668

62.6 %
3,542 / 5,659

61.9 %
3,550 / 5,736

59.4 %
3,476 / 5,850

57.0 %
3,124 / 5,485

55.8 %
2,980 / 5,336

54.1 %
3,022 / 5,583

56.0 %
3,001 / 5,357

55.6 %
3,036 / 5,464

51.2 %
2,933 / 5,728

49.0 %
2,804 / 5,723

55.5 %
3,127 / 5,639

6.5 %
307 / 4,692

85.4 %
4,339 / 5,078

87.3 %
4,416 / 5,061

78.2 %
4,178 / 5,341

51.8 %
3,134 / 6,054

56.6 %
3,075 / 5,430

55.7 %
3,147 / 5,652

56.5 %
3,128 / 5,535

55.1 %
3,089 / 5,606

51.0 %
2,977 / 5,839

51.1 %
2,938 / 5,747

58.3 %
3,258 / 5,585

6.8 %
320 / 4,711

86.6 %
4,398 / 5,077

84.5 %
4,359 / 5,158

51.6 %
3,139 / 6,084

55.2 %
3,038 / 5,508

54.6 %
3,121 / 5,713

55.5 %
3,107 / 5,595

54.5 %
3,081 / 5,650

51.1 %
2,993 / 5,860

50.5 %
2,917 / 5,779

57.7 %
3,247 / 5,632

7.8 %
371 / 4,729

77.1 %
4,173 / 5,409

51.2 %
3,146 / 6,142

55.3 %
3,098 / 5,599

54.6 %
3,168 / 5,797

56.0 %
3,142 / 5,614

54.7 %
3,103 / 5,671

50.3 %
2,985 / 5,934

49.5 %
2,951 / 5,956

58.1 %
3,286 / 5,652

7.4 %
348 / 4,686

50.0 %
3,105 / 6,216

51.9 %
2,991 / 5,767

51.5 %
3,068 / 5,962

53.7 %
3,076 / 5,729

52.2 %
3,036 / 5,812

51.1 %
3,027 / 5,918

44.8 %
2,865 / 6,398

55.0 %
3,192 / 5,801

3.7 %
151 / 4,136

53.8 %
2,755 / 5,124

51.7 %
2,797 / 5,408

54.4 %
2,822 / 5,187

51.6 %
2,768 / 5,364

47.5 %
2,702 / 5,686

46.2 %
2,618 / 5,672

54.3 %
2,915 / 5,371

4.0 %
138 / 3,449

84.5 %
3,283 / 3,886

81.1 %
3,153 / 3,890

63.8 %
2,813 / 4,411

58.4 %
2,733 / 4,677

59.9 %
2,635 / 4,396

66.0 %
2,921 / 4,428

5.1 %
187 / 3,663

80.1 %
3,211 / 4,009

65.0 %
2,884 / 4,434

60.8 %
2,856 / 4,696

61.1 %
2,758 / 4,512

67.7 %
3,051 / 4,508

4.6 %
160 / 3,501

67.0 %
2,837 / 4,237

60.4 %
2,778 / 4,597

59.0 %
2,667 / 4,524

66.8 %
2,993 / 4,481

3.6 %
126 / 3,472

68.5 %
2,981 / 4,350

57.9 %
2,698 / 4,656

68.0 %
3,011 / 4,427

4.5 %
168 / 3,700

53.8 %
2,692 / 5,007

61.6 %
2,951 / 4,791

3.4 %
115 / 3,371

61.9 %
2,837 / 4,581

4.6 %
171 / 3,727

Escherichia coli

strain BW
2952

4,084 proteins, 3,817 fam
ilies

Escherichia coli
strain BL21

4,087 proteins, 3,833 fam
ilies

Escherichia coli

strain BL21(D
E3) - Korea Res IBB

4,153 proteins, 3,900 fam
ilies

Escherichia coli

strain BL21(D
E3) - JG

I

4,228 proteins, 3,946 fam
ilies

Escherichia coli

B strain REL606

4,205 proteins, 3,936 fam
ilies

Escherichia coli

strain A
TCC 8739

4,200 proteins, 3,977 fam
ilies

Escherichia coli

strain K-12, substrain D
H

10B

4,126 proteins, 3,797 fam
ilies

Escherichia coli

strain K-12, substrain W
3110

4,226 proteins, 3,965 fam
ilies

Escherichia coli

strain K-12, substrain M
G

1655

4,150 proteins, 3,912 fam
ilies

Escherichia coli
strain IA

I1

4,353 proteins, 4,142 fam
ilies

Escherichia coli
strain H

S

4,378 proteins, 4,121 fam
ilies

Escherichia coli
strain 536

4,620 proteins, 4,327 fam
ilies

Escherichia coli
strain IA

I39

4,732 proteins, 4,244 fam
ilies

Escherichia coli
strain 55989

4,763 proteins, 4,376 fam
ilies

Escherichia coli
strain S88

4,832 proteins, 4,485 fam
ilies

Escherichia coli

strain A
PEC O

1

4,851 proteins, 4,526 fam
ilies

Escherichia coli

strain SM
S-3-5

4,913 proteins, 4,551 fam
ilies

Escherichia coli
strain ED

1a

4,915 proteins, 4,451 fam
ilies

Escherichia coli

strain E24377A

4,991 proteins, 4,605 fam
ilies

Escherichia coli
strain SE11

5,002 proteins, 4,663 fam
ilies

Escherichia coli

strain U
M

N
026

5,017 proteins, 4,676 fam
ilies

Escherichia coli

strain U
TI89

5,166 proteins, 4,866 fam
ilies

Escherichia coli

strain CFT073

5,339 proteins, 4,913 fam
ilies

Escherichia coli

serotype O
127:H

6 strain E2348/69

4,653 proteins, 4,327 fam
ilies

Escherichia coli

serotype O
157:H

7 strain Sakai

5,318 proteins, 4,692 fam
ilies

Escherichia coli

serotype O
157:H

7 strain TW
14359

5,372 proteins, 4,711 fam
ilies

Escherichia coli

serotype O
157:H

7 strain ED
L933

5,411 proteins, 4,729 fam
ilies

Escherichia coli

serotype O
157:H

7 strain EC4115

5,477 proteins, 4,686 fam
ilies

Escherichia fergusonii

strain A
TCC 35469

4,321 proteins, 4,136 fam
ilies

Shigella flexneri

2a strain 2457T

4,061 proteins, 3,449 fam
ilies

Shigella flexneri

2a strain 301

4,440 proteins, 3,663 fam
ilies

Shigella flexneri

5 strain 8401

4,115 proteins, 3,501 fam
ilies

Shigella boydii
strain Sb227

4,282 proteins, 3,472 fam
ilies

Shigella boydii

strain CD
C 3083-94

4,557 proteins, 3,700 fam
ilies

Shigella dysenteriae
strain Sd197

4,502 proteins, 3,371 fam
ilies

Shigella sonnei
strain Ss046

4,471 proteins, 3,727 fam
ilies
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Homology within proteomes

20.0 %0.0 %

Homology between proteomes

100.0 %40.0 %

4.7 %
180 / 3,817

80.8 %
3,461 / 4,283

83.3 %
3,537 / 4,247

83.7 %
3,555 / 4,249

82.3 %
3,534 / 4,293

82.8 %
3,562 / 4,301

90.6 %
3,635 / 4,010

92.2 %
3,748 / 4,064

95.2 %
3,784 / 3,974

78.3 %
3,541 / 4,521

74.8 %
3,458 / 4,620

67.6 %
3,360 / 4,967

68.6 %
3,392 / 4,947

73.5 %
3,540 / 4,817

68.3 %
3,428 / 5,021

60.8 %
3,213 / 5,287

68.3 %
3,440 / 5,039

64.3 %
3,340 / 5,191

67.7 %
3,481 / 5,144

72.0 %
3,597 / 4,999

69.1 %
3,517 / 5,088

63.1 %
3,412 / 5,407

60.3 %
3,374 / 5,595

66.9 %
3,347 / 5,002

64.0 %
3,461 / 5,408

63.2 %
3,452 / 5,458

63.5 %
3,484 / 5,487

61.5 %
3,387 / 5,503

62.6 %
3,109 / 4,963

67.1 %
3,027 / 4,511

63.7 %
3,065 / 4,814

67.0 %
3,079 / 4,595

62.6 %
3,015 / 4,818

56.8 %
2,912 / 5,130

54.3 %
2,797 / 5,155

67.2 %
3,191 / 4,749

4.0 %
154 / 3,833

93.6 %
3,742 / 4,000

89.1 %
3,686 / 4,138

90.2 %
3,691 / 4,093

79.5 %
3,491 / 4,393

79.3 %
3,403 / 4,294

82.3 %
3,550 / 4,313

81.0 %
3,493 / 4,310

75.4 %
3,472 / 4,606

73.8 %
3,403 / 4,614

66.2 %
3,326 / 5,023

68.3 %
3,372 / 4,934

71.0 %
3,461 / 4,878

66.9 %
3,387 / 5,066

59.7 %
3,174 / 5,314

66.2 %
3,409 / 5,153

63.6 %
3,305 / 5,196

65.8 %
3,429 / 5,209

69.6 %
3,529 / 5,070

66.7 %
3,439 / 5,159

61.8 %
3,366 / 5,446

58.8 %
3,332 / 5,667

65.2 %
3,293 / 5,054

62.2 %
3,388 / 5,445

61.6 %
3,380 / 5,491

61.5 %
3,412 / 5,551

58.2 %
3,311 / 5,689

59.6 %
3,003 / 5,040

64.8 %
2,939 / 4,537

61.6 %
2,973 / 4,830

64.4 %
2,984 / 4,633

61.4 %
2,966 / 4,834

55.3 %
2,843 / 5,138

53.4 %
2,727 / 5,105

66.0 %
3,115 / 4,723

3.9 %
154 / 3,900

91.9 %
3,774 / 4,108

95.6 %
3,832 / 4,007

81.5 %
3,566 / 4,373

81.2 %
3,470 / 4,271

84.3 %
3,616 / 4,287

83.6 %
3,573 / 4,274

77.3 %
3,543 / 4,584

75.4 %
3,470 / 4,603

67.6 %
3,387 / 5,009

69.9 %
3,440 / 4,919

73.0 %
3,536 / 4,847

68.6 %
3,461 / 5,045

61.2 %
3,243 / 5,296

67.9 %
3,481 / 5,124

65.2 %
3,372 / 5,174

67.3 %
3,493 / 5,188

71.4 %
3,602 / 5,048

68.5 %
3,517 / 5,137

63.2 %
3,432 / 5,431

60.2 %
3,398 / 5,641

66.8 %
3,364 / 5,033

64.1 %
3,465 / 5,409

63.1 %
3,446 / 5,464

63.1 %
3,486 / 5,522

59.8 %
3,381 / 5,658

60.9 %
3,067 / 5,033

66.6 %
2,998 / 4,504

63.1 %
3,025 / 4,797

66.1 %
3,040 / 4,598

62.9 %
3,020 / 4,804

56.5 %
2,887 / 5,113

54.5 %
2,771 / 5,087

67.7 %
3,173 / 4,684

4.3 %
168 / 3,946

88.4 %
3,717 / 4,203

81.4 %
3,598 / 4,422

80.4 %
3,484 / 4,334

83.3 %
3,628 / 4,353

83.7 %
3,610 / 4,312

77.5 %
3,584 / 4,623

76.1 %
3,520 / 4,628

67.5 %
3,416 / 5,062

69.6 %
3,467 / 4,979

73.0 %
3,570 / 4,890

68.2 %
3,485 / 5,108

60.8 %
3,261 / 5,363

69.3 %
3,530 / 5,091

65.0 %
3,398 / 5,231

68.1 %
3,552 / 5,217

71.6 %
3,645 / 5,091

68.5 %
3,549 / 5,179

63.6 %
3,478 / 5,467

60.7 %
3,447 / 5,680

66.6 %
3,388 / 5,087

63.6 %
3,489 / 5,484

63.4 %
3,494 / 5,514

62.8 %
3,509 / 5,591

61.9 %
3,454 / 5,578

61.1 %
3,101 / 5,078

65.0 %
3,004 / 4,620

62.5 %
3,052 / 4,884

65.7 %
3,077 / 4,682

61.4 %
3,037 / 4,943

56.7 %
2,939 / 5,186

53.4 %
2,782 / 5,211

66.9 %
3,201 / 4,782

4.2 %
165 / 3,936

81.5 %
3,580 / 4,393

81.3 %
3,490 / 4,291

84.7 %
3,644 / 4,304

84.0 %
3,602 / 4,288

76.5 %
3,548 / 4,639

75.7 %
3,495 / 4,617

67.4 %
3,394 / 5,033

69.2 %
3,442 / 4,976

72.1 %
3,538 / 4,909

68.2 %
3,472 / 5,093

61.1 %
3,258 / 5,334

68.7 %
3,516 / 5,115

65.2 %
3,389 / 5,201

67.9 %
3,522 / 5,190

70.4 %
3,605 / 5,124

67.7 %
3,529 / 5,209

62.6 %
3,433 / 5,488

60.2 %
3,412 / 5,668

66.5 %
3,375 / 5,076

62.6 %
3,462 / 5,530

62.1 %
3,456 / 5,567

62.0 %
3,485 / 5,619

58.8 %
3,392 / 5,773

60.6 %
3,074 / 5,073

66.4 %
3,014 / 4,536

62.9 %
3,041 / 4,834

65.5 %
3,045 / 4,647

62.7 %
3,034 / 4,836

55.8 %
2,891 / 5,178

54.5 %
2,786 / 5,114

67.1 %
3,175 / 4,731

3.9 %
156 / 3,977

80.9 %
3,497 / 4,322

83.3 %
3,629 / 4,359

83.5 %
3,606 / 4,320

79.4 %
3,618 / 4,559

77.6 %
3,572 / 4,606

67.5 %
3,404 / 5,043

68.9 %
3,469 / 5,034

74.7 %
3,622 / 4,851

68.0 %
3,477 / 5,116

60.4 %
3,261 / 5,400

69.9 %
3,575 / 5,111

64.7 %
3,398 / 5,252

68.6 %
3,564 / 5,197

72.2 %
3,662 / 5,073

69.2 %
3,582 / 5,177

62.5 %
3,444 / 5,512

60.8 %
3,446 / 5,665

67.4 %
3,408 / 5,054

64.8 %
3,534 / 5,451

64.3 %
3,531 / 5,492

64.3 %
3,556 / 5,534

61.5 %
3,474 / 5,651

62.0 %
3,126 / 5,045

63.8 %
3,038 / 4,761

61.3 %
3,088 / 5,034

65.1 %
3,088 / 4,740

62.5 %
3,070 / 4,910

55.9 %
2,946 / 5,267

51.8 %
2,803 / 5,413

66.4 %
3,228 / 4,862

6.4 %
242 / 3,797

93.1 %
3,742 / 4,020

91.5 %
3,685 / 4,027

76.0 %
3,467 / 4,564

72.7 %
3,385 / 4,653

65.5 %
3,277 / 5,004

66.3 %
3,317 / 5,006

71.7 %
3,479 / 4,855

65.2 %
3,337 / 5,116

58.2 %
3,126 / 5,375

66.0 %
3,383 / 5,128

61.9 %
3,257 / 5,258

66.5 %
3,428 / 5,157

70.0 %
3,535 / 5,050

66.6 %
3,435 / 5,157

60.4 %
3,318 / 5,496

57.9 %
3,288 / 5,681

64.2 %
3,254 / 5,069

61.8 %
3,390 / 5,488

60.8 %
3,378 / 5,552

61.5 %
3,416 / 5,557

57.7 %
3,306 / 5,733

60.4 %
3,026 / 5,007

65.0 %
2,945 / 4,532

61.6 %
2,984 / 4,841

64.4 %
2,991 / 4,645

60.5 %
2,934 / 4,847

54.6 %
2,827 / 5,176

53.0 %
2,740 / 5,167

65.1 %
3,116 / 4,787

4.3 %
170 / 3,965

95.3 %
3,843 / 4,034

78.3 %
3,604 / 4,605

75.7 %
3,531 / 4,664

67.3 %
3,401 / 5,050

68.9 %
3,455 / 5,017

74.0 %
3,618 / 4,889

67.7 %
3,476 / 5,131

60.6 %
3,262 / 5,380

68.7 %
3,526 / 5,136

63.8 %
3,375 / 5,293

68.9 %
3,566 / 5,174

72.6 %
3,680 / 5,068

69.3 %
3,588 / 5,176

62.7 %
3,455 / 5,514

59.6 %
3,408 / 5,716

66.1 %
3,376 / 5,111

64.1 %
3,537 / 5,521

63.1 %
3,519 / 5,581

63.7 %
3,559 / 5,587

59.6 %
3,440 / 5,774

62.0 %
3,139 / 5,062

66.3 %
3,046 / 4,593

63.0 %
3,086 / 4,900

66.0 %
3,098 / 4,691

62.1 %
3,047 / 4,909

55.9 %
2,923 / 5,231

53.8 %
2,818 / 5,234

66.5 %
3,224 / 4,849

4.3 %
167 / 3,912

78.5 %
3,580 / 4,560

75.8 %
3,508 / 4,628

67.8 %
3,389 / 5,000

68.7 %
3,435 / 4,997

73.6 %
3,584 / 4,867

67.9 %
3,460 / 5,093

60.7 %
3,245 / 5,348

68.9 %
3,513 / 5,099

64.0 %
3,361 / 5,254

68.8 %
3,542 / 5,149

72.0 %
3,643 / 5,057

68.9 %
3,556 / 5,162

63.0 %
3,443 / 5,463

60.0 %
3,399 / 5,669

66.9 %
3,375 / 5,046

63.4 %
3,494 / 5,512

62.7 %
3,489 / 5,564

63.1 %
3,519 / 5,577

59.7 %
3,427 / 5,736

62.6 %
3,129 / 5,000

66.1 %
3,025 / 4,576

62.7 %
3,065 / 4,885

66.0 %
3,078 / 4,664

62.0 %
3,026 / 4,880

55.8 %
2,912 / 5,221

53.7 %
2,801 / 5,213

66.6 %
3,204 / 4,812

4.0 %
165 / 4,142

74.6 %
3,578 / 4,799

67.2 %
3,460 / 5,151

68.2 %
3,515 / 5,157

79.5 %
3,828 / 4,816

67.1 %
3,521 / 5,250

59.0 %
3,273 / 5,544

67.4 %
3,583 / 5,313

64.0 %
3,453 / 5,398

71.2 %
3,718 / 5,225

75.8 %
3,821 / 5,040

70.6 %
3,690 / 5,227

62.4 %
3,500 / 5,610

58.8 %
3,437 / 5,842

66.4 %
3,437 / 5,175

64.5 %
3,578 / 5,546

64.4 %
3,590 / 5,577

64.2 %
3,612 / 5,623

61.7 %
3,532 / 5,720

61.5 %
3,179 / 5,170

60.7 %
3,062 / 5,047

58.2 %
3,107 / 5,342

62.3 %
3,126 / 5,020

58.1 %
3,069 / 5,283

53.4 %
2,983 / 5,588

48.7 %
2,825 / 5,795

63.2 %
3,285 / 5,198

3.3 %
138 / 4,121

64.0 %
3,378 / 5,275

64.4 %
3,399 / 5,281

70.4 %
3,581 / 5,087

64.9 %
3,462 / 5,334

57.7 %
3,232 / 5,601

65.8 %
3,527 / 5,361

60.9 %
3,347 / 5,499

70.8 %
3,682 / 5,201

69.9 %
3,671 / 5,250

63.1 %
3,475 / 5,504

61.5 %
3,484 / 5,661

58.5 %
3,439 / 5,876

62.4 %
3,336 / 5,344

59.1 %
3,425 / 5,796

60.0 %
3,475 / 5,788

58.9 %
3,458 / 5,867

57.2 %
3,417 / 5,977

58.5 %
3,086 / 5,276

61.1 %
2,987 / 4,891

58.3 %
3,030 / 5,200

61.2 %
3,044 / 4,977

58.4 %
3,014 / 5,163

54.3 %
2,928 / 5,389

49.8 %
2,766 / 5,554

61.4 %
3,169 / 5,164

4.4 %
191 / 4,327

68.1 %
3,518 / 5,165

65.7 %
3,518 / 5,356

73.3 %
3,776 / 5,148

66.4 %
3,592 / 5,406

65.4 %
3,568 / 5,458

67.3 %
3,633 / 5,396

61.3 %
3,468 / 5,656

62.4 %
3,518 / 5,638

63.5 %
3,532 / 5,563

74.1 %
3,939 / 5,313

71.0 %
3,869 / 5,448

67.1 %
3,527 / 5,259

57.7 %
3,416 / 5,921

57.6 %
3,426 / 5,951

57.5 %
3,440 / 5,982

55.1 %
3,372 / 6,121

56.9 %
3,124 / 5,488

55.9 %
2,964 / 5,299

54.3 %
3,009 / 5,538

56.2 %
3,002 / 5,345

54.6 %
2,969 / 5,433

50.7 %
2,898 / 5,716

47.2 %
2,796 / 5,919

56.1 %
3,126 / 5,572

5.6 %
236 / 4,244

67.7 %
3,578 / 5,285

68.9 %
3,617 / 5,251

62.7 %
3,428 / 5,471

69.8 %
3,695 / 5,291

65.0 %
3,515 / 5,409

61.0 %
3,470 / 5,685

63.2 %
3,547 / 5,611

68.3 %
3,677 / 5,385

64.4 %
3,613 / 5,608

61.9 %
3,558 / 5,749

64.3 %
3,449 / 5,364

60.6 %
3,518 / 5,809

60.2 %
3,515 / 5,838

60.2 %
3,542 / 5,887

57.8 %
3,462 / 5,991

57.0 %
3,136 / 5,500

61.1 %
2,994 / 4,898

59.5 %
3,045 / 5,121

61.5 %
3,060 / 4,973

59.0 %
3,020 / 5,122

52.9 %
2,911 / 5,500

50.4 %
2,803 / 5,556

62.0 %
3,160 / 5,098

5.3 %
230 / 4,376

67.9 %
3,635 / 5,352

59.5 %
3,386 / 5,687

65.2 %
3,605 / 5,527

65.7 %
3,574 / 5,444

69.5 %
3,741 / 5,385

72.2 %
3,839 / 5,319

69.2 %
3,734 / 5,393

63.2 %
3,618 / 5,728

59.3 %
3,530 / 5,951

64.2 %
3,476 / 5,418

64.9 %
3,656 / 5,635

64.9 %
3,659 / 5,640

64.4 %
3,682 / 5,720

61.8 %
3,593 / 5,814

58.0 %
3,184 / 5,488

61.0 %
3,077 / 5,044

59.6 %
3,137 / 5,266

61.1 %
3,143 / 5,140

58.0 %
3,092 / 5,333

54.7 %
3,001 / 5,491

52.1 %
2,838 / 5,444

62.4 %
3,284 / 5,263

5.2 %
233 / 4,485

76.6 %
3,926 / 5,127

67.0 %
3,695 / 5,511

72.4 %
3,812 / 5,265

61.3 %
3,532 / 5,764

62.4 %
3,573 / 5,724

68.6 %
3,759 / 5,480

77.2 %
4,088 / 5,295

69.7 %
3,888 / 5,582

68.9 %
3,650 / 5,299

59.5 %
3,512 / 5,901

60.3 %
3,545 / 5,880

58.9 %
3,527 / 5,990

57.7 %
3,487 / 6,041

58.7 %
3,238 / 5,518

57.8 %
2,997 / 5,183

56.1 %
3,043 / 5,426

57.7 %
3,053 / 5,293

57.3 %
3,051 / 5,329

53.2 %
2,966 / 5,571

51.3 %
2,826 / 5,513

58.6 %
3,193 / 5,446

5.3 %
238 / 4,526

61.5 %
3,510 / 5,706

62.8 %
3,537 / 5,629

55.3 %
3,328 / 6,013

57.0 %
3,396 / 5,954

59.7 %
3,483 / 5,830

70.8 %
3,920 / 5,540

62.9 %
3,685 / 5,862

62.5 %
3,468 / 5,552

54.4 %
3,337 / 6,130

54.7 %
3,351 / 6,123

54.2 %
3,358 / 6,194

52.3 %
3,291 / 6,294

52.9 %
3,045 / 5,752

52.8 %
2,843 / 5,382

51.3 %
2,891 / 5,633

53.1 %
2,901 / 5,459

51.6 %
2,868 / 5,562

48.2 %
2,785 / 5,784

45.8 %
2,650 / 5,781

53.0 %
3,008 / 5,672

5.1 %
232 / 4,551

62.0 %
3,540 / 5,714

64.3 %
3,654 / 5,679

64.6 %
3,694 / 5,717

67.6 %
3,794 / 5,609

63.9 %
3,729 / 5,835

61.0 %
3,660 / 6,000

63.9 %
3,558 / 5,564

61.0 %
3,635 / 5,960

62.0 %
3,686 / 5,943

61.0 %
3,657 / 5,998

63.0 %
3,722 / 5,905

55.4 %
3,163 / 5,710

58.5 %
3,049 / 5,208

57.2 %
3,111 / 5,435

59.0 %
3,122 / 5,291

57.2 %
3,081 / 5,389

53.8 %
3,025 / 5,623

49.3 %
2,870 / 5,818

59.3 %
3,234 / 5,452

6.0 %
268 / 4,451

58.1 %
3,429 / 5,898

59.7 %
3,493 / 5,854

63.4 %
3,600 / 5,678

65.2 %
3,741 / 5,742

64.0 %
3,732 / 5,835

65.0 %
3,548 / 5,458

60.0 %
3,496 / 5,822

59.7 %
3,496 / 5,853

59.2 %
3,507 / 5,924

57.0 %
3,439 / 6,035

54.7 %
3,124 / 5,707

56.6 %
2,973 / 5,254

54.6 %
3,015 / 5,518

55.3 %
2,991 / 5,407

55.4 %
3,019 / 5,449

52.3 %
2,936 / 5,609

50.1 %
2,789 / 5,563

57.2 %
3,140 / 5,493

5.0 %
232 / 4,605

71.1 %
3,902 / 5,490

62.6 %
3,630 / 5,803

59.5 %
3,585 / 6,024

56.7 %
3,535 / 6,231

59.4 %
3,425 / 5,763

59.0 %
3,579 / 6,067

60.0 %
3,624 / 6,039

58.9 %
3,605 / 6,124

58.3 %
3,599 / 6,176

53.7 %
3,131 / 5,827

57.8 %
3,038 / 5,257

56.7 %
3,106 / 5,474

58.0 %
3,109 / 5,356

55.3 %
3,044 / 5,509

53.0 %
3,019 / 5,698

51.0 %
2,836 / 5,566

60.7 %
3,275 / 5,392

5.2 %
241 / 4,663

64.9 %
3,714 / 5,725

61.3 %
3,665 / 5,975

56.8 %
3,549 / 6,249

62.0 %
3,511 / 5,662

63.6 %
3,729 / 5,861

63.0 %
3,715 / 5,900

62.6 %
3,733 / 5,959

60.4 %
3,657 / 6,058

55.7 %
3,201 / 5,745

59.5 %
3,115 / 5,238

58.5 %
3,190 / 5,455

59.8 %
3,180 / 5,315

58.1 %
3,140 / 5,407

54.1 %
3,070 / 5,678

50.8 %
2,865 / 5,642

61.1 %
3,332 / 5,451

5.0 %
236 / 4,676

63.8 %
3,746 / 5,875

59.1 %
3,608 / 6,107

62.4 %
3,521 / 5,647

62.9 %
3,706 / 5,889

62.8 %
3,708 / 5,902

62.8 %
3,739 / 5,958

60.2 %
3,651 / 6,061

58.0 %
3,281 / 5,653

59.2 %
3,081 / 5,205

58.4 %
3,158 / 5,408

59.5 %
3,144 / 5,286

56.0 %
3,073 / 5,486

53.1 %
3,014 / 5,679

49.6 %
2,886 / 5,817

62.2 %
3,308 / 5,316

4.8 %
232 / 4,866

73.7 %
4,167 / 5,651

65.7 %
3,686 / 5,607

57.6 %
3,574 / 6,200

57.5 %
3,579 / 6,224

57.1 %
3,588 / 6,283

55.5 %
3,534 / 6,367

55.2 %
3,237 / 5,869

54.0 %
3,014 / 5,577

52.6 %
3,068 / 5,835

53.7 %
3,055 / 5,686

53.6 %
3,066 / 5,716

50.8 %
3,008 / 5,922

48.3 %
2,844 / 5,894

55.3 %
3,202 / 5,789

5.3 %
261 / 4,913

61.1 %
3,578 / 5,853

53.8 %
3,468 / 6,443

54.1 %
3,491 / 6,452

53.7 %
3,488 / 6,497

53.0 %
3,481 / 6,567

51.1 %
3,145 / 6,154

52.2 %
2,982 / 5,710

51.4 %
3,042 / 5,915

52.4 %
3,012 / 5,749

52.2 %
3,027 / 5,800

49.0 %
2,970 / 6,061

45.2 %
2,793 / 6,182

53.6 %
3,134 / 5,850

5.0 %
218 / 4,327

62.5 %
3,541 / 5,668

62.6 %
3,542 / 5,659

61.9 %
3,550 / 5,736

59.4 %
3,476 / 5,850

57.0 %
3,124 / 5,485

55.8 %
2,980 / 5,336

54.1 %
3,022 / 5,583

56.0 %
3,001 / 5,357

55.6 %
3,036 / 5,464

51.2 %
2,933 / 5,728

49.0 %
2,804 / 5,723

55.5 %
3,127 / 5,639

6.5 %
307 / 4,692

85.4 %
4,339 / 5,078

87.3 %
4,416 / 5,061

78.2 %
4,178 / 5,341

51.8 %
3,134 / 6,054

56.6 %
3,075 / 5,430

55.7 %
3,147 / 5,652

56.5 %
3,128 / 5,535

55.1 %
3,089 / 5,606

51.0 %
2,977 / 5,839

51.1 %
2,938 / 5,747

58.3 %
3,258 / 5,585

6.8 %
320 / 4,711

86.6 %
4,398 / 5,077

84.5 %
4,359 / 5,158

51.6 %
3,139 / 6,084

55.2 %
3,038 / 5,508

54.6 %
3,121 / 5,713

55.5 %
3,107 / 5,595

54.5 %
3,081 / 5,650

51.1 %
2,993 / 5,860

50.5 %
2,917 / 5,779

57.7 %
3,247 / 5,632

7.8 %
371 / 4,729

77.1 %
4,173 / 5,409

51.2 %
3,146 / 6,142

55.3 %
3,098 / 5,599

54.6 %
3,168 / 5,797

56.0 %
3,142 / 5,614

54.7 %
3,103 / 5,671

50.3 %
2,985 / 5,934

49.5 %
2,951 / 5,956

58.1 %
3,286 / 5,652

7.4 %
348 / 4,686

50.0 %
3,105 / 6,216

51.9 %
2,991 / 5,767

51.5 %
3,068 / 5,962

53.7 %
3,076 / 5,729

52.2 %
3,036 / 5,812

51.1 %
3,027 / 5,918

44.8 %
2,865 / 6,398

55.0 %
3,192 / 5,801

3.7 %
151 / 4,136

53.8 %
2,755 / 5,124

51.7 %
2,797 / 5,408

54.4 %
2,822 / 5,187

51.6 %
2,768 / 5,364

47.5 %
2,702 / 5,686

46.2 %
2,618 / 5,672

54.3 %
2,915 / 5,371

4.0 %
138 / 3,449

84.5 %
3,283 / 3,886

81.1 %
3,153 / 3,890

63.8 %
2,813 / 4,411

58.4 %
2,733 / 4,677

59.9 %
2,635 / 4,396

66.0 %
2,921 / 4,428

5.1 %
187 / 3,663

80.1 %
3,211 / 4,009

65.0 %
2,884 / 4,434

60.8 %
2,856 / 4,696

61.1 %
2,758 / 4,512

67.7 %
3,051 / 4,508

4.6 %
160 / 3,501

67.0 %
2,837 / 4,237

60.4 %
2,778 / 4,597

59.0 %
2,667 / 4,524

66.8 %
2,993 / 4,481

3.6 %
126 / 3,472

68.5 %
2,981 / 4,350

57.9 %
2,698 / 4,656

68.0 %
3,011 / 4,427

4.5 %
168 / 3,700

53.8 %
2,692 / 5,007

61.6 %
2,951 / 4,791

3.4 %
115 / 3,371

61.9 %
2,837 / 4,581

4.6 %
171 / 3,727

Escherichia coli

strain BW
2952

4,084 proteins, 3,817 fam
ilies

Escherichia coli
strain BL21

4,087 proteins, 3,833 fam
ilies

Escherichia coli

strain BL21(D
E3) - Korea Res IBB

4,153 proteins, 3,900 fam
ilies

Escherichia coli

strain BL21(D
E3) - JG

I

4,228 proteins, 3,946 fam
ilies

Escherichia coli

B strain REL606

4,205 proteins, 3,936 fam
ilies

Escherichia coli

strain A
TCC 8739

4,200 proteins, 3,977 fam
ilies

Escherichia coli

strain K-12, substrain D
H

10B

4,126 proteins, 3,797 fam
ilies

Escherichia coli

strain K-12, substrain W
3110

4,226 proteins, 3,965 fam
ilies

Escherichia coli

strain K-12, substrain M
G

1655

4,150 proteins, 3,912 fam
ilies

Escherichia coli
strain IA

I1

4,353 proteins, 4,142 fam
ilies

Escherichia coli
strain H

S

4,378 proteins, 4,121 fam
ilies

Escherichia coli
strain 536

4,620 proteins, 4,327 fam
ilies

Escherichia coli
strain IA

I39

4,732 proteins, 4,244 fam
ilies

Escherichia coli
strain 55989

4,763 proteins, 4,376 fam
ilies

Escherichia coli
strain S88

4,832 proteins, 4,485 fam
ilies

Escherichia coli

strain A
PEC O

1

4,851 proteins, 4,526 fam
ilies

Escherichia coli

strain SM
S-3-5

4,913 proteins, 4,551 fam
ilies

Escherichia coli
strain ED

1a

4,915 proteins, 4,451 fam
ilies

Escherichia coli

strain E24377A

4,991 proteins, 4,605 fam
ilies

Escherichia coli
strain SE11

5,002 proteins, 4,663 fam
ilies

Escherichia coli

strain U
M

N
026

5,017 proteins, 4,676 fam
ilies

Escherichia coli

strain U
TI89

5,166 proteins, 4,866 fam
ilies

Escherichia coli

strain CFT073

5,339 proteins, 4,913 fam
ilies

Escherichia coli

serotype O
127:H

6 strain E2348/69

4,653 proteins, 4,327 fam
ilies

Escherichia coli

serotype O
157:H

7 strain Sakai

5,318 proteins, 4,692 fam
ilies

Escherichia coli

serotype O
157:H

7 strain TW
14359

5,372 proteins, 4,711 fam
ilies

Escherichia coli

serotype O
157:H

7 strain ED
L933

5,411 proteins, 4,729 fam
ilies

Escherichia coli

serotype O
157:H

7 strain EC4115

5,477 proteins, 4,686 fam
ilies

Escherichia fergusonii

strain A
TCC 35469

4,321 proteins, 4,136 fam
ilies

Shigella flexneri

2a strain 2457T

4,061 proteins, 3,449 fam
ilies

Shigella flexneri

2a strain 301

4,440 proteins, 3,663 fam
ilies

Shigella flexneri

5 strain 8401

4,115 proteins, 3,501 fam
ilies

Shigella boydii
strain Sb227

4,282 proteins, 3,472 fam
ilies

Shigella boydii

strain CD
C 3083-94

4,557 proteins, 3,700 fam
ilies

Shigella dysenteriae
strain Sd197

4,502 proteins, 3,371 fam
ilies

Shigella sonnei
strain Ss046

4,471 proteins, 3,727 fam
ilies
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59.6 %
3,411 / 5,720

63.3 %
3,523 / 5,564

59.4 %
3,396 / 5,717

58.5 %
3,387 / 5,790

65.6 %
3,637 / 5,547

61.9 %
3,574 / 5,777

61.3 %
3,467 / 5,653

60.3 %
3,502 / 5,803

55.7 %
3,441 / 6,183

6.9 %
303 / 4,419

67.4 %
3,656 / 5,423

53.9 %
2,969 / 5,507

61.4 %
3,553 / 5,787

66.1 %
3,544 / 5,363

55.7 %
3,127 / 5,611

57.8 %
3,297 / 5,703

57.5 %
3,472 / 6,039

63.1 %
3,362 / 5,328

56.0 %
2,985 / 5,328

54.0 %
3,227 / 5,977

66.0 %
3,676 / 5,567

64.7 %
3,397 / 5,249

63.1 %
3,563 / 5,644

61.4 %
3,243 / 5,283

63.2 %
3,340 / 5,282

61.3 %
3,555 / 5,798

62.5 %
3,583 / 5,736

60.6 %
3,315 / 5,474

65.4 %
3,602 / 5,508

65.5 %
3,621 / 5,528

65.3 %
3,685 / 5,639

65.6 %
3,570 / 5,443

64.9 %
3,528 / 5,438

65.7 %
3,624 / 5,517

63.4 %
3,557 / 5,610

62.9 %
3,615 / 5,750

63.4 %
3,518 / 5,547

63.9 %
3,505 / 5,487

65.4 %
3,626 / 5,542

63.4 %
3,753 / 5,924

53.3 %
2,974 / 5,580

54.2 %
3,376 / 6,224

60.6 %
3,369 / 5,560

66.0 %
3,496 / 5,295

60.1 %
3,376 / 5,615

58.4 %
3,331 / 5,707

59.2 %
3,342 / 5,649

66.6 %
3,599 / 5,402

60.6 %
3,489 / 5,759

54.6 %
2,918 / 5,344

62.4 %
3,291 / 5,271

60.2 %
3,341 / 5,546

62.6 %
3,424 / 5,468

62.0 %
3,374 / 5,440

61.5 %
3,380 / 5,497

67.3 %
3,606 / 5,356

63.3 %
3,515 / 5,556

61.4 %
3,406 / 5,547

60.2 %
3,415 / 5,672

56.8 %
3,396 / 5,976

6.8 %
305 / 4,482

50.8 %
2,909 / 5,729

60.1 %
3,541 / 5,896

64.7 %
3,525 / 5,448

52.7 %
3,047 / 5,787

55.5 %
3,250 / 5,858

55.9 %
3,428 / 6,130

62.1 %
3,361 / 5,408

53.5 %
2,946 / 5,502

51.6 %
3,164 / 6,136

65.0 %
3,679 / 5,656

62.5 %
3,363 / 5,380

59.0 %
3,474 / 5,887

60.0 %
3,228 / 5,378

62.4 %
3,341 / 5,356

57.4 %
3,493 / 6,089

57.8 %
3,514 / 6,084

55.9 %
3,231 / 5,779

60.0 %
3,497 / 5,824

60.4 %
3,528 / 5,837

60.3 %
3,592 / 5,958

60.2 %
3,469 / 5,762

59.5 %
3,427 / 5,761

60.0 %
3,524 / 5,872

58.6 %
3,475 / 5,928

57.9 %
3,513 / 6,072

58.3 %
3,425 / 5,870

59.1 %
3,413 / 5,777

60.8 %
3,549 / 5,838

58.6 %
3,664 / 6,252

51.8 %
2,954 / 5,701

52.1 %
3,332 / 6,394

59.5 %
3,370 / 5,665

65.1 %
3,506 / 5,383

58.2 %
3,337 / 5,735

54.2 %
3,255 / 6,011

57.3 %
3,328 / 5,807

64.3 %
3,545 / 5,514

58.0 %
3,427 / 5,905

52.2 %
2,881 / 5,516

60.8 %
3,266 / 5,376

59.1 %
3,334 / 5,643

62.8 %
3,444 / 5,481

58.2 %
3,315 / 5,699

57.3 %
3,300 / 5,762

63.2 %
3,503 / 5,541

59.6 %
3,443 / 5,776

58.8 %
3,345 / 5,693

58.5 %
3,396 / 5,804

54.3 %
3,334 / 6,141

4.5 %
168 / 3,700

56.0 %
3,109 / 5,555

53.7 %
2,939 / 5,474

54.5 %
2,777 / 5,100

50.6 %
2,899 / 5,724

50.4 %
3,009 / 5,966

55.9 %
2,923 / 5,231

60.4 %
2,778 / 4,598

47.8 %
2,785 / 5,823

54.1 %
3,070 / 5,678

55.9 %
2,946 / 5,267

53.8 %
3,025 / 5,623

54.6 %
2,827 / 5,176

55.9 %
2,910 / 5,205

49.7 %
2,968 / 5,971

50.0 %
2,984 / 5,973

48.1 %
2,717 / 5,651

50.0 %
2,904 / 5,812

50.8 %
2,946 / 5,800

51.1 %
3,027 / 5,918

49.1 %
2,833 / 5,775

48.2 %
2,787 / 5,777

51.0 %
2,954 / 5,793

47.3 %
2,878 / 6,081

48.9 %
2,951 / 6,039

47.3 %
2,781 / 5,878

47.7 %
2,784 / 5,831

51.1 %
2,968 / 5,806

49.3 %
3,066 / 6,218

60.7 %
2,855 / 4,700

48.7 %
2,972 / 6,098

51.2 %
2,933 / 5,728

53.4 %
2,983 / 5,589

53.5 %
2,950 / 5,509

52.3 %
2,936 / 5,609

52.9 %
2,911 / 5,500

54.7 %
3,001 / 5,491

52.9 %
2,992 / 5,656

58.3 %
2,733 / 4,684

56.3 %
2,877 / 5,112

51.2 %
2,911 / 5,691

54.3 %
2,950 / 5,429

51.1 %
2,826 / 5,527

51.3 %
2,848 / 5,553

53.0 %
2,967 / 5,596

54.9 %
3,014 / 5,486

50.8 %
2,917 / 5,747

52.4 %
2,989 / 5,701

51.5 %
2,972 / 5,770

6.6 %
302 / 4,610

64.7 %
3,584 / 5,536

57.4 %
3,175 / 5,530

57.1 %
3,391 / 5,934

56.4 %
3,528 / 6,258

64.9 %
3,504 / 5,401

58.1 %
3,101 / 5,336

53.5 %
3,293 / 6,154

64.0 %
3,716 / 5,810

67.3 %
3,587 / 5,330

63.5 %
3,679 / 5,791

63.1 %
3,381 / 5,355

65.1 %
3,483 / 5,347

54.4 %
3,480 / 6,393

54.5 %
3,486 / 6,394

51.9 %
3,176 / 6,118

55.2 %
3,428 / 6,210

55.8 %
3,466 / 6,207

56.0 %
3,545 / 6,328

54.3 %
3,351 / 6,170

53.6 %
3,307 / 6,172

56.3 %
3,485 / 6,195

53.8 %
3,390 / 6,304

54.1 %
3,460 / 6,390

52.2 %
3,288 / 6,297

52.9 %
3,291 / 6,219

55.9 %
3,471 / 6,207

54.9 %
3,621 / 6,590

58.5 %
3,149 / 5,379

53.2 %
3,445 / 6,481

57.0 %
3,387 / 5,945

63.7 %
3,557 / 5,582

58.7 %
3,450 / 5,875

56.0 %
3,396 / 6,062

59.6 %
3,443 / 5,774

61.7 %
3,564 / 5,778

60.0 %
3,565 / 5,941

58.0 %
3,053 / 5,267

64.4 %
3,437 / 5,333

57.1 %
3,364 / 5,890

64.0 %
3,567 / 5,571

55.1 %
3,288 / 5,968

55.0 %
3,297 / 5,999

61.5 %
3,528 / 5,739

63.5 %
3,633 / 5,719

62.3 %
3,534 / 5,672

61.3 %
3,567 / 5,820

55.5 %
3,451 / 6,219

5.2 %
224 / 4,299

55.6 %
3,053 / 5,491

60.7 %
3,332 / 5,487

60.8 %
3,522 / 5,793

70.0 %
3,451 / 4,932

57.5 %
2,967 / 5,161

57.2 %
3,282 / 5,738

66.1 %
3,610 / 5,462

69.7 %
3,440 / 4,935

65.7 %
3,580 / 5,450

67.7 %
3,321 / 4,904

70.2 %
3,425 / 4,882

57.2 %
3,413 / 5,962

57.8 %
3,438 / 5,943

54.8 %
3,111 / 5,682

59.2 %
3,395 / 5,733

59.6 %
3,422 / 5,742

59.3 %
3,487 / 5,880

60.0 %
3,380 / 5,634

59.3 %
3,336 / 5,628

59.5 %
3,426 / 5,760

57.6 %
3,365 / 5,843

57.5 %
3,421 / 5,953

57.8 %
3,326 / 5,752

58.7 %
3,321 / 5,659

60.9 %
3,469 / 5,700

58.0 %
3,566 / 6,149

54.7 %
2,959 / 5,414

56.8 %
3,435 / 6,044

61.1 %
3,345 / 5,478

67.0 %
3,446 / 5,141

63.5 %
3,423 / 5,390

59.2 %
3,348 / 5,659

62.0 %
3,354 / 5,407

65.4 %
3,492 / 5,339

63.4 %
3,514 / 5,542

55.7 %
2,896 / 5,199

71.8 %
3,444 / 4,796

61.0 %
3,320 / 5,447

67.5 %
3,491 / 5,170

58.6 %
3,243 / 5,535

58.1 %
3,243 / 5,584

64.3 %
3,441 / 5,348

65.6 %
3,523 / 5,371

65.4 %
3,436 / 5,256

63.2 %
3,449 / 5,458

59.2 %
3,422 / 5,777

4.1 %
159 / 3,895

51.0 %
2,905 / 5,697

49.1 %
3,015 / 6,146

57.2 %
2,983 / 5,216

55.6 %
2,767 / 4,979

46.4 %
2,802 / 6,033

53.3 %
3,114 / 5,840

57.0 %
2,999 / 5,261

55.5 %
3,114 / 5,615

56.4 %
2,900 / 5,146

57.8 %
2,976 / 5,146

49.2 %
3,029 / 6,154

49.7 %
3,043 / 6,119

46.8 %
2,766 / 5,910

49.9 %
3,011 / 6,037

50.0 %
3,024 / 6,054

49.9 %
3,090 / 6,195

50.3 %
2,988 / 5,946

49.6 %
2,941 / 5,924

49.9 %
3,024 / 6,055

48.5 %
2,962 / 6,110

48.5 %
3,024 / 6,237

48.8 %
2,939 / 6,027

49.5 %
2,948 / 5,951

50.7 %
3,047 / 6,011

49.2 %
3,140 / 6,376

57.9 %
2,844 / 4,909

47.8 %
2,960 / 6,193

50.6 %
2,929 / 5,785

54.9 %
3,009 / 5,476

51.1 %
2,932 / 5,734

49.4 %
2,931 / 5,930

52.2 %
2,942 / 5,631

54.7 %
3,084 / 5,635

52.2 %
3,039 / 5,824

54.9 %
2,728 / 4,972

56.6 %
2,914 / 5,146

52.0 %
2,922 / 5,621

54.3 %
3,005 / 5,531

51.0 %
2,884 / 5,653

51.2 %
2,901 / 5,667

54.9 %
3,013 / 5,486

55.8 %
3,076 / 5,516

53.6 %
2,977 / 5,551

54.4 %
3,046 / 5,604

50.7 %
2,979 / 5,873

4.4 %
192 / 4,335

73.5 %
3,943 / 5,363

67.2 %
3,401 / 5,059

56.1 %
3,002 / 5,355

65.9 %
3,594 / 5,452

62.4 %
3,520 / 5,645

67.4 %
3,404 / 5,052

65.3 %
3,568 / 5,466

65.4 %
3,277 / 5,013

67.9 %
3,389 / 4,991

56.3 %
3,413 / 6,059

57.1 %
3,440 / 6,028

51.6 %
3,026 / 5,863

54.2 %
3,250 / 5,994

54.9 %
3,290 / 5,990

55.0 %
3,372 / 6,130

53.7 %
3,183 / 5,924

52.7 %
3,133 / 5,942

55.5 %
3,312 / 5,971

53.6 %
3,230 / 6,028

53.4 %
3,296 / 6,176

51.7 %
3,130 / 6,058

52.7 %
3,130 / 5,939

54.7 %
3,286 / 6,002

54.0 %
3,449 / 6,387

54.2 %
3,009 / 5,551

70.6 %
3,875 / 5,491

67.0 %
3,527 / 5,268

67.1 %
3,461 / 5,160

74.8 %
3,771 / 5,039

67.2 %
3,634 / 5,404

68.0 %
3,518 / 5,175

65.6 %
3,519 / 5,363

64.0 %
3,533 / 5,523

55.8 %
2,964 / 5,315

68.5 %
3,375 / 4,930

67.7 %
3,521 / 5,200

64.8 %
3,438 / 5,302

58.2 %
3,254 / 5,593

58.1 %
3,272 / 5,631

62.9 %
3,397 / 5,404

67.2 %
3,567 / 5,309

64.8 %
3,418 / 5,276

60.7 %
3,370 / 5,552

74.3 %
3,886 / 5,228

4.8 %
236 / 4,894

62.2 %
3,456 / 5,558

53.3 %
3,056 / 5,731

70.5 %
3,940 / 5,592

60.9 %
3,665 / 6,020

62.0 %
3,444 / 5,557

63.4 %
3,730 / 5,880

59.9 %
3,319 / 5,540

62.7 %
3,442 / 5,491

56.0 %
3,569 / 6,377

56.4 %
3,591 / 6,362

50.8 %
3,159 / 6,220

54.2 %
3,416 / 6,300

54.7 %
3,448 / 6,304

55.1 %
3,534 / 6,412

53.2 %
3,336 / 6,265

52.3 %
3,284 / 6,281

54.8 %
3,451 / 6,302

52.9 %
3,373 / 6,380

53.0 %
3,445 / 6,502

51.2 %
3,279 / 6,401

52.4 %
3,289 / 6,280

55.4 %
3,484 / 6,289

53.9 %
3,612 / 6,698

52.2 %
3,070 / 5,882

73.2 %
4,184 / 5,719

65.2 %
3,686 / 5,652

61.9 %
3,502 / 5,654

76.4 %
4,034 / 5,278

64.7 %
3,742 / 5,786

63.9 %
3,613 / 5,653

62.7 %
3,619 / 5,771

63.8 %
3,747 / 5,872

53.6 %
3,017 / 5,626

61.8 %
3,392 / 5,485

64.3 %
3,635 / 5,654

61.8 %
3,531 / 5,717

55.6 %
3,347 / 6,016

55.2 %
3,353 / 6,069

60.1 %
3,509 / 5,834

63.4 %
3,674 / 5,796

61.4 %
3,520 / 5,737

57.3 %
3,457 / 6,034

73.2 %
4,101 / 5,603

4.3 %
170 / 3,965

66.0 %
3,098 / 4,692

60.2 %
3,262 / 5,419

72.6 %
3,680 / 5,068

83.3 %
3,629 / 4,359

68.7 %
3,526 / 5,136

93.1 %
3,742 / 4,020

95.9 %
3,848 / 4,011

63.0 %
3,544 / 5,628

63.3 %
3,559 / 5,622

55.9 %
3,079 / 5,512

58.6 %
3,314 / 5,660

59.4 %
3,355 / 5,648

59.6 %
3,440 / 5,774

58.0 %
3,250 / 5,604

57.1 %
3,196 / 5,593

59.9 %
3,378 / 5,636

57.7 %
3,288 / 5,695

57.5 %
3,358 / 5,841

56.1 %
3,199 / 5,706

56.6 %
3,188 / 5,635

59.5 %
3,359 / 5,644

58.8 %
3,531 / 6,005

62.9 %
3,086 / 4,905

59.2 %
3,409 / 5,755

66.1 %
3,376 / 5,111

78.2 %
3,604 / 4,606

69.1 %
3,474 / 5,030

63.8 %
3,375 / 5,293

68.9 %
3,455 / 5,017

74.0 %
3,618 / 4,889

70.0 %
3,588 / 5,128

66.3 %
3,048 / 4,598

82.5 %
3,562 / 4,316

65.3 %
3,333 / 5,105

76.7 %
3,631 / 4,733

63.9 %
3,330 / 5,208

63.8 %
3,344 / 5,241

71.6 %
3,512 / 4,905

70.8 %
3,524 / 4,979

77.1 %
3,623 / 4,702

71.3 %
3,541 / 4,966

64.4 %
3,459 / 5,373

4.6 %
160 / 3,502

52.8 %
2,902 / 5,498

59.8 %
3,180 / 5,316

65.1 %
3,088 / 4,741

59.0 %
3,122 / 5,292

64.4 %
2,991 / 4,646

66.3 %
3,079 / 4,646

55.5 %
3,132 / 5,647

55.6 %
3,143 / 5,652

51.3 %
2,775 / 5,411

52.8 %
2,958 / 5,597

53.7 %
2,999 / 5,589

53.7 %
3,076 / 5,730

52.3 %
2,896 / 5,535

51.3 %
2,846 / 5,544

54.1 %
3,016 / 5,575

51.0 %
2,931 / 5,746

51.8 %
2,999 / 5,793

50.2 %
2,839 / 5,651

50.9 %
2,843 / 5,585

53.8 %
3,008 / 5,590

52.8 %
3,151 / 5,969

80.1 %
3,212 / 4,012

52.0 %
3,013 / 5,789

56.0 %
3,001 / 5,358

62.2 %
3,126 / 5,022

58.0 %
3,044 / 5,244

55.3 %
2,991 / 5,408

61.5 %
3,060 / 4,974

61.1 %
3,143 / 5,141

60.0 %
3,144 / 5,238

81.0 %
3,155 / 3,897

66.3 %
3,033 / 4,576

56.6 %
2,999 / 5,300

62.0 %
3,097 / 4,993

58.0 %
2,987 / 5,153

57.9 %
2,994 / 5,174

60.7 %
3,095 / 5,103

60.8 %
3,122 / 5,138

59.8 %
3,068 / 5,129

59.6 %
3,129 / 5,250

55.0 %
3,021 / 5,496

5.3 %
240 / 4,559

56.7 %
3,396 / 5,993

60.0 %
3,261 / 5,439

61.1 %
3,511 / 5,746

57.7 %
3,126 / 5,414

60.4 %
3,245 / 5,369

53.5 %
3,353 / 6,271

53.6 %
3,358 / 6,270

49.0 %
2,973 / 6,072

51.1 %
3,178 / 6,217

51.5 %
3,205 / 6,219

52.0 %
3,291 / 6,333

50.3 %
3,111 / 6,180

49.6 %
3,064 / 6,177

52.0 %
3,225 / 6,203

50.1 %
3,149 / 6,290

50.0 %
3,213 / 6,432

48.2 %
3,046 / 6,320

49.5 %
3,065 / 6,190

51.8 %
3,229 / 6,231

50.4 %
3,346 / 6,637

51.0 %
2,892 / 5,674

62.5 %
3,703 / 5,923

62.0 %
3,468 / 5,591

58.6 %
3,274 / 5,583

74.6 %
3,841 / 5,146

62.4 %
3,537 / 5,668

62.2 %
3,428 / 5,510

59.1 %
3,386 / 5,726

59.8 %
3,483 / 5,820

52.4 %
2,844 / 5,427

62.0 %
3,268 / 5,273

63.6 %
3,498 / 5,497

61.4 %
3,402 / 5,537

54.9 %
3,195 / 5,815

54.5 %
3,199 / 5,871

60.2 %
3,390 / 5,631

60.6 %
3,442 / 5,677

60.4 %
3,368 / 5,579

54.9 %
3,254 / 5,925

62.7 %
3,630 / 5,794

5.2 %
241 / 4,663

72.2 %
3,662 / 5,073

64.6 %
3,694 / 5,717

70.0 %
3,535 / 5,050

72.3 %
3,642 / 5,038

61.9 %
3,714 / 6,001

62.2 %
3,731 / 5,997

55.8 %
3,276 / 5,870

59.3 %
3,531 / 5,954

59.9 %
3,568 / 5,956

60.4 %
3,657 / 6,058

58.6 %
3,462 / 5,904

57.5 %
3,407 / 5,921

60.3 %
3,583 / 5,945

59.6 %
3,552 / 5,958

60.0 %
3,628 / 6,044

57.1 %
3,431 / 6,008

57.3 %
3,401 / 5,935

60.2 %
3,587 / 5,955

60.2 %
3,781 / 6,283

58.4 %
3,190 / 5,460

56.5 %
3,553 / 6,284

62.0 %
3,511 / 5,662

75.8 %
3,821 / 5,041

62.9 %
3,545 / 5,639

59.7 %
3,493 / 5,854

63.2 %
3,547 / 5,611

72.2 %
3,839 / 5,319

65.4 %
3,714 / 5,677

59.4 %
3,115 / 5,245

69.8 %
3,555 / 5,091

61.4 %
3,471 / 5,651

68.8 %
3,692 / 5,367

62.2 %
3,495 / 5,622

61.4 %
3,489 / 5,680

69.3 %
3,731 / 5,387

65.0 %
3,656 / 5,622

68.2 %
3,659 / 5,364

66.2 %
3,673 / 5,549

60.0 %
3,582 / 5,973

3.9 %
156 / 3,977

69.9 %
3,575 / 5,111

80.9 %
3,497 / 4,322

83.9 %
3,608 / 4,300

63.4 %
3,534 / 5,572

63.8 %
3,555 / 5,571

57.7 %
3,114 / 5,400

60.4 %
3,345 / 5,539

61.1 %
3,382 / 5,536

61.5 %
3,474 / 5,651

60.1 %
3,282 / 5,463

58.8 %
3,227 / 5,486

61.9 %
3,406 / 5,505

59.5 %
3,324 / 5,589

59.1 %
3,386 / 5,731

57.0 %
3,203 / 5,623

58.7 %
3,222 / 5,490

61.4 %
3,385 / 5,513

59.7 %
3,541 / 5,933

61.3 %
3,088 / 5,037

60.4 %
3,447 / 5,704

67.4 %
3,408 / 5,054

79.3 %
3,618 / 4,560

69.7 %
3,476 / 4,988

64.7 %
3,398 / 5,252

68.9 %
3,469 / 5,034

74.7 %
3,622 / 4,851

69.8 %
3,582 / 5,129

63.7 %
3,038 / 4,768

81.7 %
3,538 / 4,330

66.8 %
3,370 / 5,043

76.4 %
3,622 / 4,739

64.6 %
3,337 / 5,169

64.4 %
3,356 / 5,212

73.7 %
3,568 / 4,838

72.2 %
3,574 / 4,950

74.8 %
3,556 / 4,752

73.1 %
3,598 / 4,919

63.4 %
3,434 / 5,415

4.5 %
207 / 4,602

66.0 %
3,383 / 5,128

69.0 %
3,510 / 5,084

59.6 %
3,628 / 6,091

60.5 %
3,654 / 6,037

57.4 %
3,337 / 5,815

60.7 %
3,596 / 5,920

61.8 %
3,642 / 5,897

62.0 %
3,724 / 6,008

59.9 %
3,528 / 5,885

58.8 %
3,461 / 5,885

62.0 %
3,654 / 5,896

59.9 %
3,574 / 5,962

59.7 %
3,642 / 6,096

57.2 %
3,436 / 6,012

58.7 %
3,466 / 5,906

62.1 %
3,652 / 5,877

60.9 %
3,802 / 6,248

57.2 %
3,110 / 5,439

60.6 %
3,662 / 6,039

63.9 %
3,558 / 5,564

67.4 %
3,583 / 5,314

66.3 %
3,627 / 5,473

62.0 %
3,540 / 5,714

69.8 %
3,695 / 5,291

65.2 %
3,605 / 5,527

68.2 %
3,794 / 5,562

58.4 %
3,048 / 5,216

69.3 %
3,496 / 5,045

64.0 %
3,537 / 5,525

64.2 %
3,521 / 5,482

61.1 %
3,443 / 5,636

61.1 %
3,466 / 5,669

65.3 %
3,582 / 5,487

96.9 %
4,465 / 4,610

65.4 %
3,548 / 5,425

63.2 %
3,548 / 5,612

63.2 %
3,650 / 5,771

6.4 %
242 / 3,797

92.2 %
3,690 / 4,004

60.7 %
3,396 / 5,599

61.1 %
3,415 / 5,593

54.1 %
2,956 / 5,463

56.7 %
3,184 / 5,613

57.5 %
3,222 / 5,606

57.7 %
3,306 / 5,733

56.3 %
3,123 / 5,544

55.2 %
3,068 / 5,558

58.1 %
3,245 / 5,587

56.0 %
3,158 / 5,644

55.7 %
3,229 / 5,795

54.3 %
3,074 / 5,661

55.0 %
3,065 / 5,572

57.6 %
3,227 / 5,600

56.9 %
3,394 / 5,965

61.6 %
2,984 / 4,846

57.5 %
3,289 / 5,720

64.2 %
3,254 / 5,069

75.9 %
3,467 / 4,565

66.6 %
3,335 / 5,006

61.9 %
3,257 / 5,258

66.3 %
3,317 / 5,006

71.7 %
3,479 / 4,855

67.2 %
3,435 / 5,109

65.0 %
2,947 / 4,536

79.5 %
3,415 / 4,295

63.4 %
3,210 / 5,062

73.6 %
3,479 / 4,730

61.4 %
3,194 / 5,200

61.4 %
3,211 / 5,228

69.3 %
3,381 / 4,879

68.0 %
3,381 / 4,973

74.1 %
3,469 / 4,681

69.3 %
3,418 / 4,934

62.1 %
3,325 / 5,353

4.3 %
166 / 3,894

62.4 %
3,499 / 5,604

62.9 %
3,520 / 5,594

56.1 %
3,063 / 5,458

58.8 %
3,297 / 5,608

59.6 %
3,338 / 5,596

59.8 %
3,422 / 5,726

58.2 %
3,232 / 5,554

57.4 %
3,179 / 5,540

60.2 %
3,360 / 5,585

58.0 %
3,271 / 5,639

57.8 %
3,342 / 5,786

56.2 %
3,179 / 5,656

56.9 %
3,173 / 5,572

59.8 %
3,342 / 5,587

58.8 %
3,504 / 5,963

62.9 %
3,065 / 4,872

59.7 %
3,398 / 5,692

67.1 %
3,374 / 5,029

78.9 %
3,582 / 4,541

69.6 %
3,457 / 4,965

64.2 %
3,362 / 5,235

69.0 %
3,434 / 4,980

74.0 %
3,586 / 4,845

69.9 %
3,559 / 5,092

66.3 %
3,027 / 4,563

82.9 %
3,536 / 4,266

65.9 %
3,320 / 5,038

76.7 %
3,598 / 4,693

63.9 %
3,302 / 5,167

63.8 %
3,317 / 5,200

71.7 %
3,485 / 4,860

71.2 %
3,508 / 4,926

77.0 %
3,586 / 4,655

71.6 %
3,521 / 4,916

64.7 %
3,443 / 5,321

6.5 %
314 / 4,795

87.0 %
4,480 / 5,147

70.6 %
3,774 / 5,345

74.6 %
4,032 / 5,406

75.3 %
4,067 / 5,401

76.1 %
4,163 / 5,474

73.3 %
3,954 / 5,396

72.2 %
3,895 / 5,398

75.2 %
4,069 / 5,408

72.1 %
3,981 / 5,524

72.1 %
4,059 / 5,632

74.1 %
4,000 / 5,396

71.1 %
3,878 / 5,458

72.9 %
4,020 / 5,512

81.0 %
4,466 / 5,512

54.7 %
3,154 / 5,763

52.4 %
3,465 / 6,612

61.6 %
3,541 / 5,753

63.2 %
3,583 / 5,665

58.9 %
3,491 / 5,926

58.7 %
3,491 / 5,949

59.2 %
3,513 / 5,933

63.6 %
3,659 / 5,750

62.3 %
3,710 / 5,954

55.8 %
3,092 / 5,539

60.5 %
3,409 / 5,639

60.0 %
3,481 / 5,798

60.9 %
3,545 / 5,821

84.2 %
4,183 / 4,965

80.0 %
4,093 / 5,119

65.3 %
3,708 / 5,677

60.5 %
3,605 / 5,956

59.2 %
3,492 / 5,894

57.3 %
3,471 / 6,059

54.2 %
3,465 / 6,390

7.8 %
372 / 4,765

71.4 %
3,788 / 5,302

75.0 %
4,037 / 5,383

76.1 %
4,083 / 5,363

76.7 %
4,173 / 5,444

74.0 %
3,966 / 5,358

73.1 %
3,912 / 5,353

76.1 %
4,083 / 5,364

72.9 %
3,996 / 5,484

72.6 %
4,067 / 5,600

73.1 %
3,955 / 5,410

71.7 %
3,888 / 5,422

73.9 %
4,039 / 5,462

80.4 %
4,429 / 5,511

54.3 %
3,169 / 5,836

53.1 %
3,489 / 6,573

61.4 %
3,548 / 5,775

63.8 %
3,610 / 5,662

59.2 %
3,508 / 5,924

58.8 %
3,507 / 5,960

59.7 %
3,540 / 5,925

64.0 %
3,681 / 5,756

62.9 %
3,740 / 5,945

55.0 %
3,102 / 5,640

61.2 %
3,432 / 5,609

60.5 %
3,501 / 5,789

61.5 %
3,564 / 5,795

83.7 %
4,146 / 4,953

81.0 %
4,106 / 5,071

66.3 %
3,729 / 5,627

61.6 %
3,635 / 5,900

59.7 %
3,512 / 5,882

57.8 %
3,498 / 6,053

54.9 %
3,490 / 6,358

6.5 %
275 / 4,255

85.8 %
4,083 / 4,758

87.9 %
4,148 / 4,719

87.3 %
4,210 / 4,821

84.3 %
4,000 / 4,745

83.2 %
3,951 / 4,746

87.2 %
4,129 / 4,735

83.0 %
4,039 / 4,866

82.1 %
4,091 / 4,983

76.5 %
3,812 / 4,986

80.1 %
3,883 / 4,849

80.9 %
3,994 / 4,935

76.9 %
4,082 / 5,311

48.8 %
2,769 / 5,670

48.9 %
3,123 / 6,387

55.2 %
3,117 / 5,651

57.8 %
3,168 / 5,483

54.4 %
3,115 / 5,722

53.0 %
3,084 / 5,821

54.1 %
3,109 / 5,744

57.2 %
3,219 / 5,627

56.4 %
3,282 / 5,818

49.4 %
2,697 / 5,463

56.7 %
3,055 / 5,387

54.9 %
3,093 / 5,638

54.9 %
3,108 / 5,657

69.8 %
3,524 / 5,052

70.1 %
3,564 / 5,086

60.2 %
3,304 / 5,491

58.3 %
3,313 / 5,682

54.1 %
3,087 / 5,708

52.8 %
3,098 / 5,864

50.5 %
3,112 / 6,159

6.5 %
297 / 4,585

92.4 %
4,420 / 4,782

93.1 %
4,510 / 4,846

90.9 %
4,321 / 4,752

89.3 %
4,258 / 4,766

91.4 %
4,391 / 4,802

86.7 %
4,286 / 4,946

86.2 %
4,354 / 5,052

82.5 %
4,123 / 4,999

87.2 %
4,217 / 4,835

86.4 %
4,284 / 4,956

82.3 %
4,384 / 5,324

50.5 %
2,949 / 5,843

52.0 %
3,369 / 6,481

58.1 %
3,351 / 5,768

60.8 %
3,408 / 5,604

57.4 %
3,344 / 5,830

55.9 %
3,316 / 5,935

57.0 %
3,342 / 5,868

60.7 %
3,469 / 5,718

59.2 %
3,512 / 5,930

50.9 %
2,875 / 5,643

58.0 %
3,242 / 5,586

57.5 %
3,317 / 5,768

58.0 %
3,347 / 5,771

73.7 %
3,780 / 5,130

73.6 %
3,809 / 5,175

62.8 %
3,533 / 5,624

61.7 %
3,572 / 5,787

56.6 %
3,311 / 5,848

55.9 %
3,339 / 5,968

53.2 %
3,345 / 6,285

6.5 %
299 / 4,615

93.8 %
4,543 / 4,844

90.6 %
4,329 / 4,776

89.6 %
4,280 / 4,777

92.6 %
4,436 / 4,791

87.8 %
4,330 / 4,934

87.4 %
4,401 / 5,037

82.8 %
4,146 / 5,009

86.4 %
4,213 / 4,877

87.4 %
4,324 / 4,949

83.2 %
4,427 / 5,320

51.2 %
2,989 / 5,836

52.5 %
3,402 / 6,480

59.1 %
3,394 / 5,744

61.6 %
3,449 / 5,602

58.0 %
3,382 / 5,829

56.6 %
3,354 / 5,923

57.6 %
3,378 / 5,868

61.4 %
3,510 / 5,718

60.0 %
3,556 / 5,925

51.8 %
2,916 / 5,632

58.8 %
3,280 / 5,578

58.4 %
3,356 / 5,750

58.7 %
3,387 / 5,767

74.4 %
3,815 / 5,127

74.7 %
3,853 / 5,159

63.6 %
3,573 / 5,615

62.8 %
3,618 / 5,764

57.2 %
3,345 / 5,850

56.7 %
3,382 / 5,960

53.9 %
3,383 / 6,279

6.9 %
329 / 4,769

90.2 %
4,398 / 4,874

89.1 %
4,343 / 4,876

93.4 %
4,532 / 4,853

88.5 %
4,432 / 5,009

88.3 %
4,506 / 5,102

82.4 %
4,209 / 5,105

86.2 %
4,286 / 4,972

87.8 %
4,414 / 5,029

84.4 %
4,532 / 5,370

51.4 %
3,067 / 5,966

52.8 %
3,484 / 6,602

59.4 %
3,476 / 5,850

61.7 %
3,532 / 5,721

58.4 %
3,467 / 5,936

57.0 %
3,439 / 6,035

57.8 %
3,462 / 5,991

61.8 %
3,593 / 5,814

60.5 %
3,642 / 6,024

51.8 %
2,991 / 5,774

59.0 %
3,365 / 5,707

58.6 %
3,439 / 5,864

58.9 %
3,470 / 5,892

74.7 %
3,901 / 5,221

75.7 %
3,963 / 5,232

64.0 %
3,661 / 5,718

62.9 %
3,699 / 5,877

57.4 %
3,428 / 5,971

56.9 %
3,464 / 6,093

54.1 %
3,467 / 6,408

6.6 %
296 / 4,483

92.3 %
4,283 / 4,642

91.7 %
4,353 / 4,745

87.1 %
4,254 / 4,883

86.4 %
4,318 / 5,000

84.2 %
4,126 / 4,901

88.9 %
4,216 / 4,742

86.6 %
4,246 / 4,901

80.3 %
4,290 / 5,341

49.8 %
2,883 / 5,784

51.3 %
3,294 / 6,424

57.4 %
3,282 / 5,722

60.2 %
3,340 / 5,544

56.7 %
3,276 / 5,782

54.9 %
3,242 / 5,901

56.4 %
3,275 / 5,807

59.9 %
3,400 / 5,674

58.5 %
3,444 / 5,890

50.3 %
2,810 / 5,581

57.6 %
3,184 / 5,523

56.8 %
3,247 / 5,715

57.5 %
3,283 / 5,714

73.3 %
3,727 / 5,084

73.3 %
3,757 / 5,127

62.2 %
3,468 / 5,578

61.1 %
3,509 / 5,747

56.1 %
3,247 / 5,789

55.4 %
3,272 / 5,910

52.7 %
3,279 / 6,221

6.5 %
289 / 4,438

90.3 %
4,293 / 4,754

86.1 %
4,206 / 4,883

85.0 %
4,257 / 5,007

83.4 %
4,084 / 4,894

87.5 %
4,158 / 4,753

84.8 %
4,176 / 4,925

79.1 %
4,230 / 5,350

48.9 %
2,833 / 5,788

50.2 %
3,240 / 6,455

56.4 %
3,232 / 5,730

59.0 %
3,286 / 5,566

55.5 %
3,220 / 5,801

53.9 %
3,187 / 5,912

55.3 %
3,224 / 5,825

58.8 %
3,346 / 5,686

57.3 %
3,383 / 5,907

49.6 %
2,766 / 5,578

56.6 %
3,129 / 5,524

55.9 %
3,199 / 5,721

56.4 %
3,231 / 5,727

72.3 %
3,674 / 5,081

72.2 %
3,702 / 5,124

61.4 %
3,420 / 5,569

59.9 %
3,441 / 5,748

55.0 %
3,191 / 5,798

54.3 %
3,218 / 5,922

51.7 %
3,226 / 6,237

6.5 %
300 / 4,609

88.9 %
4,360 / 4,903

88.8 %
4,441 / 5,001

82.8 %
4,146 / 5,007

86.8 %
4,221 / 4,862

87.6 %
4,336 / 4,951

82.7 %
4,413 / 5,333

51.6 %
3,004 / 5,824

52.9 %
3,420 / 6,467

59.4 %
3,403 / 5,731

62.3 %
3,472 / 5,575

58.5 %
3,402 / 5,811

56.9 %
3,367 / 5,918

58.1 %
3,402 / 5,852

61.4 %
3,511 / 5,718

60.5 %
3,573 / 5,910

52.2 %
2,931 / 5,618

59.4 %
3,305 / 5,564

58.8 %
3,370 / 5,732

58.8 %
3,393 / 5,769

74.7 %
3,824 / 5,118

75.1 %
3,864 / 5,147

64.2 %
3,586 / 5,587

63.1 %
3,635 / 5,758

57.7 %
3,367 / 5,834

57.1 %
3,396 / 5,948

54.4 %
3,403 / 6,261

6.6 %
304 / 4,640

90.6 %
4,482 / 4,947

80.7 %
4,103 / 5,084

84.7 %
4,182 / 4,938

83.4 %
4,237 / 5,083

79.0 %
4,320 / 5,466

48.8 %
2,927 / 5,994

51.1 %
3,340 / 6,537

56.9 %
3,320 / 5,838

59.8 %
3,382 / 5,656

56.1 %
3,315 / 5,904

54.4 %
3,282 / 6,038

56.0 %
3,322 / 5,937

58.7 %
3,423 / 5,834

58.2 %
3,492 / 5,998

49.5 %
2,860 / 5,774

57.3 %
3,219 / 5,621

56.3 %
3,286 / 5,832

56.6 %
3,310 / 5,844

71.4 %
3,736 / 5,233

72.6 %
3,800 / 5,231

61.4 %
3,497 / 5,698

60.9 %
3,552 / 5,828

55.8 %
3,286 / 5,893

55.1 %
3,315 / 6,017

52.7 %
3,329 / 6,321

8.1 %
389 / 4,774

79.3 %
4,143 / 5,222

82.6 %
4,205 / 5,092

83.3 %
4,315 / 5,181

78.8 %
4,386 / 5,567

49.7 %
2,992 / 6,023

51.2 %
3,415 / 6,674

56.4 %
3,385 / 6,004

59.4 %
3,450 / 5,808

55.7 %
3,379 / 6,061

54.7 %
3,364 / 6,152

55.8 %
3,390 / 6,077

58.6 %
3,493 / 5,958

58.4 %
3,570 / 6,108

50.1 %
2,922 / 5,832

57.1 %
3,288 / 5,763

55.9 %
3,350 / 5,994

56.2 %
3,371 / 5,996

71.0 %
3,804 / 5,355

72.5 %
3,876 / 5,343

61.0 %
3,561 / 5,842

60.5 %
3,616 / 5,981

55.5 %
3,351 / 6,036

54.8 %
3,380 / 6,171

52.7 %
3,402 / 6,461

7.1 %
319 / 4,516

84.8 %
4,128 / 4,867

80.4 %
4,112 / 5,115

84.0 %
4,405 / 5,246

48.3 %
2,838 / 5,881

49.2 %
3,232 / 6,565

54.8 %
3,216 / 5,873

57.5 %
3,272 / 5,695

53.5 %
3,188 / 5,963

53.2 %
3,188 / 5,988

54.4 %
3,225 / 5,932

57.2 %
3,333 / 5,824

56.1 %
3,383 / 6,028

48.6 %
2,762 / 5,683

55.0 %
3,114 / 5,660

54.3 %
3,187 / 5,864

55.1 %
3,226 / 5,850

73.5 %
3,759 / 5,115

70.4 %
3,694 / 5,244

59.2 %
3,379 / 5,708

58.1 %
3,416 / 5,875

53.8 %
3,188 / 5,921

53.1 %
3,211 / 6,045

50.9 %
3,230 / 6,348

6.4 %
286 / 4,461

83.6 %
4,156 / 4,971

79.4 %
4,249 / 5,349

48.5 %
2,829 / 5,829

50.3 %
3,247 / 6,451

55.9 %
3,221 / 5,759

58.8 %
3,276 / 5,569

55.2 %
3,213 / 5,816

53.7 %
3,188 / 5,932

55.3 %
3,223 / 5,828

58.4 %
3,335 / 5,707

57.2 %
3,383 / 5,918

49.0 %
2,758 / 5,625

56.2 %
3,121 / 5,550

55.5 %
3,190 / 5,746

56.2 %
3,225 / 5,743

71.5 %
3,664 / 5,124

72.5 %
3,717 / 5,126

60.8 %
3,403 / 5,599

59.7 %
3,446 / 5,768

54.6 %
3,182 / 5,824

54.3 %
3,216 / 5,926

51.9 %
3,231 / 6,231

6.8 %
317 / 4,648

79.7 %
4,358 / 5,467

51.5 %
2,993 / 5,815

52.5 %
3,408 / 6,495

59.3 %
3,413 / 5,760

61.2 %
3,443 / 5,628

58.1 %
3,398 / 5,844

56.0 %
3,340 / 5,963

57.9 %
3,394 / 5,866

61.5 %
3,523 / 5,724

60.1 %
3,574 / 5,944

51.8 %
2,917 / 5,634

58.9 %
3,284 / 5,574

58.6 %
3,376 / 5,758

60.1 %
3,431 / 5,707

72.3 %
3,777 / 5,221

72.2 %
3,799 / 5,260

63.6 %
3,573 / 5,615

63.2 %
3,629 / 5,743

57.3 %
3,352 / 5,850

57.2 %
3,399 / 5,942

53.8 %
3,387 / 6,290

7.1 %
360 / 5,105

51.6 %
3,150 / 6,107

51.7 %
3,553 / 6,874

56.9 %
3,518 / 6,184

60.1 %
3,607 / 6,001

56.0 %
3,510 / 6,268

56.2 %
3,511 / 6,247

57.0 %
3,552 / 6,236

60.2 %
3,670 / 6,100

59.2 %
3,730 / 6,299

51.6 %
3,058 / 5,925

57.5 %
3,429 / 5,968

56.5 %
3,490 / 6,176

57.9 %
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62.5 %
3,363 / 5,380

59.0 %
3,474 / 5,887

60.0 %
3,228 / 5,378

62.4 %
3,341 / 5,356

57.4 %
3,493 / 6,089

57.8 %
3,514 / 6,084

55.9 %
3,231 / 5,779

60.0 %
3,497 / 5,824

60.4 %
3,528 / 5,837

60.3 %
3,592 / 5,958

60.2 %
3,469 / 5,762

59.5 %
3,427 / 5,761

60.0 %
3,524 / 5,872

58.6 %
3,475 / 5,928

57.9 %
3,513 / 6,072

58.3 %
3,425 / 5,870

59.1 %
3,413 / 5,777

60.8 %
3,549 / 5,838

58.6 %
3,664 / 6,252

51.8 %
2,954 / 5,701

52.1 %
3,332 / 6,394

59.5 %
3,370 / 5,665

65.1 %
3,506 / 5,383

58.2 %
3,337 / 5,735

54.2 %
3,255 / 6,011

57.3 %
3,328 / 5,807

64.3 %
3,545 / 5,514

58.0 %
3,427 / 5,905

52.2 %
2,881 / 5,516

60.8 %
3,266 / 5,376

59.1 %
3,334 / 5,643

62.8 %
3,444 / 5,481

58.2 %
3,315 / 5,699

57.3 %
3,300 / 5,762

63.2 %
3,503 / 5,541

59.6 %
3,443 / 5,776

58.8 %
3,345 / 5,693

58.5 %
3,396 / 5,804

54.3 %
3,334 / 6,141

4.5 %
168 / 3,700

56.0 %
3,109 / 5,555

53.7 %
2,939 / 5,474

54.5 %
2,777 / 5,100

50.6 %
2,899 / 5,724

50.4 %
3,009 / 5,966

55.9 %
2,923 / 5,231

60.4 %
2,778 / 4,598

47.8 %
2,785 / 5,823

54.1 %
3,070 / 5,678

55.9 %
2,946 / 5,267

53.8 %
3,025 / 5,623

54.6 %
2,827 / 5,176

55.9 %
2,910 / 5,205

49.7 %
2,968 / 5,971

50.0 %
2,984 / 5,973

48.1 %
2,717 / 5,651

50.0 %
2,904 / 5,812

50.8 %
2,946 / 5,800

51.1 %
3,027 / 5,918

49.1 %
2,833 / 5,775

48.2 %
2,787 / 5,777

51.0 %
2,954 / 5,793

47.3 %
2,878 / 6,081

48.9 %
2,951 / 6,039

47.3 %
2,781 / 5,878

47.7 %
2,784 / 5,831

51.1 %
2,968 / 5,806

49.3 %
3,066 / 6,218

60.7 %
2,855 / 4,700

48.7 %
2,972 / 6,098

51.2 %
2,933 / 5,728

53.4 %
2,983 / 5,589

53.5 %
2,950 / 5,509

52.3 %
2,936 / 5,609

52.9 %
2,911 / 5,500

54.7 %
3,001 / 5,491

52.9 %
2,992 / 5,656

58.3 %
2,733 / 4,684

56.3 %
2,877 / 5,112

51.2 %
2,911 / 5,691

54.3 %
2,950 / 5,429

51.1 %
2,826 / 5,527

51.3 %
2,848 / 5,553

53.0 %
2,967 / 5,596

54.9 %
3,014 / 5,486

50.8 %
2,917 / 5,747

52.4 %
2,989 / 5,701

51.5 %
2,972 / 5,770

6.6 %
302 / 4,610

64.7 %
3,584 / 5,536

57.4 %
3,175 / 5,530

57.1 %
3,391 / 5,934

56.4 %
3,528 / 6,258

64.9 %
3,504 / 5,401

58.1 %
3,101 / 5,336

53.5 %
3,293 / 6,154

64.0 %
3,716 / 5,810

67.3 %
3,587 / 5,330

63.5 %
3,679 / 5,791

63.1 %
3,381 / 5,355

65.1 %
3,483 / 5,347

54.4 %
3,480 / 6,393

54.5 %
3,486 / 6,394

51.9 %
3,176 / 6,118

55.2 %
3,428 / 6,210

55.8 %
3,466 / 6,207

56.0 %
3,545 / 6,328

54.3 %
3,351 / 6,170

53.6 %
3,307 / 6,172

56.3 %
3,485 / 6,195

53.8 %
3,390 / 6,304

54.1 %
3,460 / 6,390

52.2 %
3,288 / 6,297

52.9 %
3,291 / 6,219

55.9 %
3,471 / 6,207

54.9 %
3,621 / 6,590

58.5 %
3,149 / 5,379

53.2 %
3,445 / 6,481

57.0 %
3,387 / 5,945

63.7 %
3,557 / 5,582

58.7 %
3,450 / 5,875

56.0 %
3,396 / 6,062

59.6 %
3,443 / 5,774

61.7 %
3,564 / 5,778

60.0 %
3,565 / 5,941

58.0 %
3,053 / 5,267

64.4 %
3,437 / 5,333

57.1 %
3,364 / 5,890

64.0 %
3,567 / 5,571

55.1 %
3,288 / 5,968

55.0 %
3,297 / 5,999

61.5 %
3,528 / 5,739

63.5 %
3,633 / 5,719

62.3 %
3,534 / 5,672

61.3 %
3,567 / 5,820

55.5 %
3,451 / 6,219

5.2 %
224 / 4,299

55.6 %
3,053 / 5,491

60.7 %
3,332 / 5,487

60.8 %
3,522 / 5,793

70.0 %
3,451 / 4,932

57.5 %
2,967 / 5,161

57.2 %
3,282 / 5,738

66.1 %
3,610 / 5,462

69.7 %
3,440 / 4,935

65.7 %
3,580 / 5,450

67.7 %
3,321 / 4,904

70.2 %
3,425 / 4,882

57.2 %
3,413 / 5,962

57.8 %
3,438 / 5,943

54.8 %
3,111 / 5,682

59.2 %
3,395 / 5,733

59.6 %
3,422 / 5,742

59.3 %
3,487 / 5,880

60.0 %
3,380 / 5,634

59.3 %
3,336 / 5,628

59.5 %
3,426 / 5,760

57.6 %
3,365 / 5,843

57.5 %
3,421 / 5,953

57.8 %
3,326 / 5,752

58.7 %
3,321 / 5,659

60.9 %
3,469 / 5,700

58.0 %
3,566 / 6,149

54.7 %
2,959 / 5,414

56.8 %
3,435 / 6,044

61.1 %
3,345 / 5,478

67.0 %
3,446 / 5,141

63.5 %
3,423 / 5,390

59.2 %
3,348 / 5,659

62.0 %
3,354 / 5,407

65.4 %
3,492 / 5,339

63.4 %
3,514 / 5,542

55.7 %
2,896 / 5,199

71.8 %
3,444 / 4,796

61.0 %
3,320 / 5,447

67.5 %
3,491 / 5,170

58.6 %
3,243 / 5,535

58.1 %
3,243 / 5,584

64.3 %
3,441 / 5,348

65.6 %
3,523 / 5,371

65.4 %
3,436 / 5,256

63.2 %
3,449 / 5,458

59.2 %
3,422 / 5,777

4.1 %
159 / 3,895

51.0 %
2,905 / 5,697

49.1 %
3,015 / 6,146

57.2 %
2,983 / 5,216

55.6 %
2,767 / 4,979

46.4 %
2,802 / 6,033

53.3 %
3,114 / 5,840

57.0 %
2,999 / 5,261

55.5 %
3,114 / 5,615

56.4 %
2,900 / 5,146

57.8 %
2,976 / 5,146

49.2 %
3,029 / 6,154

49.7 %
3,043 / 6,119

46.8 %
2,766 / 5,910

49.9 %
3,011 / 6,037

50.0 %
3,024 / 6,054

49.9 %
3,090 / 6,195

50.3 %
2,988 / 5,946

49.6 %
2,941 / 5,924

49.9 %
3,024 / 6,055

48.5 %
2,962 / 6,110

48.5 %
3,024 / 6,237

48.8 %
2,939 / 6,027

49.5 %
2,948 / 5,951

50.7 %
3,047 / 6,011

49.2 %
3,140 / 6,376

57.9 %
2,844 / 4,909

47.8 %
2,960 / 6,193

50.6 %
2,929 / 5,785

54.9 %
3,009 / 5,476

51.1 %
2,932 / 5,734

49.4 %
2,931 / 5,930

52.2 %
2,942 / 5,631

54.7 %
3,084 / 5,635

52.2 %
3,039 / 5,824

54.9 %
2,728 / 4,972

56.6 %
2,914 / 5,146

52.0 %
2,922 / 5,621

54.3 %
3,005 / 5,531

51.0 %
2,884 / 5,653

51.2 %
2,901 / 5,667

54.9 %
3,013 / 5,486

55.8 %
3,076 / 5,516

53.6 %
2,977 / 5,551

54.4 %
3,046 / 5,604

50.7 %
2,979 / 5,873

4.4 %
192 / 4,335

73.5 %
3,943 / 5,363

67.2 %
3,401 / 5,059

56.1 %
3,002 / 5,355

65.9 %
3,594 / 5,452

62.4 %
3,520 / 5,645

67.4 %
3,404 / 5,052

65.3 %
3,568 / 5,466

65.4 %
3,277 / 5,013

67.9 %
3,389 / 4,991

56.3 %
3,413 / 6,059

57.1 %
3,440 / 6,028

51.6 %
3,026 / 5,863

54.2 %
3,250 / 5,994

54.9 %
3,290 / 5,990

55.0 %
3,372 / 6,130

53.7 %
3,183 / 5,924

52.7 %
3,133 / 5,942

55.5 %
3,312 / 5,971

53.6 %
3,230 / 6,028

53.4 %
3,296 / 6,176

51.7 %
3,130 / 6,058

52.7 %
3,130 / 5,939

54.7 %
3,286 / 6,002

54.0 %
3,449 / 6,387

54.2 %
3,009 / 5,551

70.6 %
3,875 / 5,491

67.0 %
3,527 / 5,268

67.1 %
3,461 / 5,160

74.8 %
3,771 / 5,039

67.2 %
3,634 / 5,404

68.0 %
3,518 / 5,175

65.6 %
3,519 / 5,363

64.0 %
3,533 / 5,523

55.8 %
2,964 / 5,315

68.5 %
3,375 / 4,930

67.7 %
3,521 / 5,200

64.8 %
3,438 / 5,302

58.2 %
3,254 / 5,593

58.1 %
3,272 / 5,631

62.9 %
3,397 / 5,404

67.2 %
3,567 / 5,309

64.8 %
3,418 / 5,276

60.7 %
3,370 / 5,552

74.3 %
3,886 / 5,228

4.8 %
236 / 4,894

62.2 %
3,456 / 5,558

53.3 %
3,056 / 5,731

70.5 %
3,940 / 5,592

60.9 %
3,665 / 6,020

62.0 %
3,444 / 5,557

63.4 %
3,730 / 5,880

59.9 %
3,319 / 5,540

62.7 %
3,442 / 5,491

56.0 %
3,569 / 6,377

56.4 %
3,591 / 6,362

50.8 %
3,159 / 6,220

54.2 %
3,416 / 6,300

54.7 %
3,448 / 6,304

55.1 %
3,534 / 6,412

53.2 %
3,336 / 6,265

52.3 %
3,284 / 6,281

54.8 %
3,451 / 6,302

52.9 %
3,373 / 6,380

53.0 %
3,445 / 6,502

51.2 %
3,279 / 6,401

52.4 %
3,289 / 6,280

55.4 %
3,484 / 6,289

53.9 %
3,612 / 6,698

52.2 %
3,070 / 5,882

73.2 %
4,184 / 5,719

65.2 %
3,686 / 5,652

61.9 %
3,502 / 5,654

76.4 %
4,034 / 5,278

64.7 %
3,742 / 5,786

63.9 %
3,613 / 5,653

62.7 %
3,619 / 5,771

63.8 %
3,747 / 5,872

53.6 %
3,017 / 5,626

61.8 %
3,392 / 5,485

64.3 %
3,635 / 5,654

61.8 %
3,531 / 5,717

55.6 %
3,347 / 6,016

55.2 %
3,353 / 6,069

60.1 %
3,509 / 5,834

63.4 %
3,674 / 5,796

61.4 %
3,520 / 5,737

57.3 %
3,457 / 6,034

73.2 %
4,101 / 5,603

4.3 %
170 / 3,965

66.0 %
3,098 / 4,692

60.2 %
3,262 / 5,419

72.6 %
3,680 / 5,068

83.3 %
3,629 / 4,359

68.7 %
3,526 / 5,136

93.1 %
3,742 / 4,020

95.9 %
3,848 / 4,011

63.0 %
3,544 / 5,628

63.3 %
3,559 / 5,622

55.9 %
3,079 / 5,512

58.6 %
3,314 / 5,660

59.4 %
3,355 / 5,648

59.6 %
3,440 / 5,774

58.0 %
3,250 / 5,604

57.1 %
3,196 / 5,593

59.9 %
3,378 / 5,636

57.7 %
3,288 / 5,695

57.5 %
3,358 / 5,841

56.1 %
3,199 / 5,706

56.6 %
3,188 / 5,635

59.5 %
3,359 / 5,644

58.8 %
3,531 / 6,005

62.9 %
3,086 / 4,905

59.2 %
3,409 / 5,755

66.1 %
3,376 / 5,111

78.2 %
3,604 / 4,606

69.1 %
3,474 / 5,030

63.8 %
3,375 / 5,293

68.9 %
3,455 / 5,017

74.0 %
3,618 / 4,889

70.0 %
3,588 / 5,128

66.3 %
3,048 / 4,598

82.5 %
3,562 / 4,316

65.3 %
3,333 / 5,105

76.7 %
3,631 / 4,733

63.9 %
3,330 / 5,208

63.8 %
3,344 / 5,241

71.6 %
3,512 / 4,905

70.8 %
3,524 / 4,979

77.1 %
3,623 / 4,702

71.3 %
3,541 / 4,966

64.4 %
3,459 / 5,373

4.6 %
160 / 3,502

52.8 %
2,902 / 5,498

59.8 %
3,180 / 5,316

65.1 %
3,088 / 4,741

59.0 %
3,122 / 5,292

64.4 %
2,991 / 4,646

66.3 %
3,079 / 4,646

55.5 %
3,132 / 5,647

55.6 %
3,143 / 5,652

51.3 %
2,775 / 5,411

52.8 %
2,958 / 5,597

53.7 %
2,999 / 5,589

53.7 %
3,076 / 5,730

52.3 %
2,896 / 5,535

51.3 %
2,846 / 5,544

54.1 %
3,016 / 5,575

51.0 %
2,931 / 5,746

51.8 %
2,999 / 5,793

50.2 %
2,839 / 5,651

50.9 %
2,843 / 5,585

53.8 %
3,008 / 5,590

52.8 %
3,151 / 5,969

80.1 %
3,212 / 4,012

52.0 %
3,013 / 5,789

56.0 %
3,001 / 5,358

62.2 %
3,126 / 5,022

58.0 %
3,044 / 5,244

55.3 %
2,991 / 5,408

61.5 %
3,060 / 4,974

61.1 %
3,143 / 5,141

60.0 %
3,144 / 5,238

81.0 %
3,155 / 3,897

66.3 %
3,033 / 4,576

56.6 %
2,999 / 5,300

62.0 %
3,097 / 4,993

58.0 %
2,987 / 5,153

57.9 %
2,994 / 5,174

60.7 %
3,095 / 5,103

60.8 %
3,122 / 5,138

59.8 %
3,068 / 5,129

59.6 %
3,129 / 5,250

55.0 %
3,021 / 5,496

5.3 %
240 / 4,559

56.7 %
3,396 / 5,993

60.0 %
3,261 / 5,439

61.1 %
3,511 / 5,746

57.7 %
3,126 / 5,414

60.4 %
3,245 / 5,369

53.5 %
3,353 / 6,271

53.6 %
3,358 / 6,270

49.0 %
2,973 / 6,072

51.1 %
3,178 / 6,217

51.5 %
3,205 / 6,219

52.0 %
3,291 / 6,333

50.3 %
3,111 / 6,180

49.6 %
3,064 / 6,177

52.0 %
3,225 / 6,203

50.1 %
3,149 / 6,290

50.0 %
3,213 / 6,432

48.2 %
3,046 / 6,320

49.5 %
3,065 / 6,190

51.8 %
3,229 / 6,231

50.4 %
3,346 / 6,637

51.0 %
2,892 / 5,674

62.5 %
3,703 / 5,923

62.0 %
3,468 / 5,591

58.6 %
3,274 / 5,583

74.6 %
3,841 / 5,146

62.4 %
3,537 / 5,668

62.2 %
3,428 / 5,510

59.1 %
3,386 / 5,726

59.8 %
3,483 / 5,820

52.4 %
2,844 / 5,427

62.0 %
3,268 / 5,273

63.6 %
3,498 / 5,497

61.4 %
3,402 / 5,537

54.9 %
3,195 / 5,815

54.5 %
3,199 / 5,871

60.2 %
3,390 / 5,631

60.6 %
3,442 / 5,677

60.4 %
3,368 / 5,579

54.9 %
3,254 / 5,925

62.7 %
3,630 / 5,794

5.2 %
241 / 4,663

72.2 %
3,662 / 5,073

64.6 %
3,694 / 5,717

70.0 %
3,535 / 5,050

72.3 %
3,642 / 5,038

61.9 %
3,714 / 6,001

62.2 %
3,731 / 5,997

55.8 %
3,276 / 5,870

59.3 %
3,531 / 5,954

59.9 %
3,568 / 5,956

60.4 %
3,657 / 6,058

58.6 %
3,462 / 5,904

57.5 %
3,407 / 5,921

60.3 %
3,583 / 5,945

59.6 %
3,552 / 5,958

60.0 %
3,628 / 6,044

57.1 %
3,431 / 6,008

57.3 %
3,401 / 5,935

60.2 %
3,587 / 5,955

60.2 %
3,781 / 6,283

58.4 %
3,190 / 5,460

56.5 %
3,553 / 6,284

62.0 %
3,511 / 5,662

75.8 %
3,821 / 5,041

62.9 %
3,545 / 5,639

59.7 %
3,493 / 5,854

63.2 %
3,547 / 5,611

72.2 %
3,839 / 5,319

65.4 %
3,714 / 5,677

59.4 %
3,115 / 5,245

69.8 %
3,555 / 5,091

61.4 %
3,471 / 5,651

68.8 %
3,692 / 5,367

62.2 %
3,495 / 5,622

61.4 %
3,489 / 5,680

69.3 %
3,731 / 5,387

65.0 %
3,656 / 5,622

68.2 %
3,659 / 5,364

66.2 %
3,673 / 5,549

60.0 %
3,582 / 5,973

3.9 %
156 / 3,977

69.9 %
3,575 / 5,111

80.9 %
3,497 / 4,322

83.9 %
3,608 / 4,300

63.4 %
3,534 / 5,572

63.8 %
3,555 / 5,571

57.7 %
3,114 / 5,400

60.4 %
3,345 / 5,539

61.1 %
3,382 / 5,536

61.5 %
3,474 / 5,651

60.1 %
3,282 / 5,463

58.8 %
3,227 / 5,486

61.9 %
3,406 / 5,505

59.5 %
3,324 / 5,589

59.1 %
3,386 / 5,731

57.0 %
3,203 / 5,623

58.7 %
3,222 / 5,490

61.4 %
3,385 / 5,513

59.7 %
3,541 / 5,933

61.3 %
3,088 / 5,037

60.4 %
3,447 / 5,704

67.4 %
3,408 / 5,054

79.3 %
3,618 / 4,560

69.7 %
3,476 / 4,988

64.7 %
3,398 / 5,252

68.9 %
3,469 / 5,034

74.7 %
3,622 / 4,851

69.8 %
3,582 / 5,129

63.7 %
3,038 / 4,768

81.7 %
3,538 / 4,330

66.8 %
3,370 / 5,043

76.4 %
3,622 / 4,739

64.6 %
3,337 / 5,169

64.4 %
3,356 / 5,212

73.7 %
3,568 / 4,838

72.2 %
3,574 / 4,950

74.8 %
3,556 / 4,752

73.1 %
3,598 / 4,919

63.4 %
3,434 / 5,415

4.5 %
207 / 4,602

66.0 %
3,383 / 5,128

69.0 %
3,510 / 5,084

59.6 %
3,628 / 6,091

60.5 %
3,654 / 6,037

57.4 %
3,337 / 5,815

60.7 %
3,596 / 5,920

61.8 %
3,642 / 5,897

62.0 %
3,724 / 6,008

59.9 %
3,528 / 5,885

58.8 %
3,461 / 5,885

62.0 %
3,654 / 5,896

59.9 %
3,574 / 5,962

59.7 %
3,642 / 6,096

57.2 %
3,436 / 6,012

58.7 %
3,466 / 5,906

62.1 %
3,652 / 5,877

60.9 %
3,802 / 6,248

57.2 %
3,110 / 5,439

60.6 %
3,662 / 6,039

63.9 %
3,558 / 5,564

67.4 %
3,583 / 5,314

66.3 %
3,627 / 5,473

62.0 %
3,540 / 5,714

69.8 %
3,695 / 5,291

65.2 %
3,605 / 5,527

68.2 %
3,794 / 5,562

58.4 %
3,048 / 5,216

69.3 %
3,496 / 5,045

64.0 %
3,537 / 5,525

64.2 %
3,521 / 5,482

61.1 %
3,443 / 5,636

61.1 %
3,466 / 5,669

65.3 %
3,582 / 5,487

96.9 %
4,465 / 4,610

65.4 %
3,548 / 5,425

63.2 %
3,548 / 5,612

63.2 %
3,650 / 5,771

6.4 %
242 / 3,797

92.2 %
3,690 / 4,004

60.7 %
3,396 / 5,599

61.1 %
3,415 / 5,593

54.1 %
2,956 / 5,463

56.7 %
3,184 / 5,613

57.5 %
3,222 / 5,606

57.7 %
3,306 / 5,733

56.3 %
3,123 / 5,544

55.2 %
3,068 / 5,558

58.1 %
3,245 / 5,587

56.0 %
3,158 / 5,644

55.7 %
3,229 / 5,795

54.3 %
3,074 / 5,661

55.0 %
3,065 / 5,572

57.6 %
3,227 / 5,600

56.9 %
3,394 / 5,965

61.6 %
2,984 / 4,846

57.5 %
3,289 / 5,720

64.2 %
3,254 / 5,069

75.9 %
3,467 / 4,565

66.6 %
3,335 / 5,006

61.9 %
3,257 / 5,258

66.3 %
3,317 / 5,006

71.7 %
3,479 / 4,855

67.2 %
3,435 / 5,109

65.0 %
2,947 / 4,536

79.5 %
3,415 / 4,295

63.4 %
3,210 / 5,062

73.6 %
3,479 / 4,730

61.4 %
3,194 / 5,200

61.4 %
3,211 / 5,228

69.3 %
3,381 / 4,879

68.0 %
3,381 / 4,973

74.1 %
3,469 / 4,681

69.3 %
3,418 / 4,934

62.1 %
3,325 / 5,353

4.3 %
166 / 3,894

62.4 %
3,499 / 5,604

62.9 %
3,520 / 5,594

56.1 %
3,063 / 5,458

58.8 %
3,297 / 5,608

59.6 %
3,338 / 5,596

59.8 %
3,422 / 5,726

58.2 %
3,232 / 5,554

57.4 %
3,179 / 5,540

60.2 %
3,360 / 5,585

58.0 %
3,271 / 5,639

57.8 %
3,342 / 5,786

56.2 %
3,179 / 5,656

56.9 %
3,173 / 5,572

59.8 %
3,342 / 5,587

58.8 %
3,504 / 5,963

62.9 %
3,065 / 4,872

59.7 %
3,398 / 5,692

67.1 %
3,374 / 5,029

78.9 %
3,582 / 4,541

69.6 %
3,457 / 4,965

64.2 %
3,362 / 5,235

69.0 %
3,434 / 4,980

74.0 %
3,586 / 4,845

69.9 %
3,559 / 5,092

66.3 %
3,027 / 4,563

82.9 %
3,536 / 4,266

65.9 %
3,320 / 5,038

76.7 %
3,598 / 4,693

63.9 %
3,302 / 5,167

63.8 %
3,317 / 5,200

71.7 %
3,485 / 4,860

71.2 %
3,508 / 4,926

77.0 %
3,586 / 4,655

71.6 %
3,521 / 4,916

64.7 %
3,443 / 5,321

6.5 %
314 / 4,795

87.0 %
4,480 / 5,147

70.6 %
3,774 / 5,345

74.6 %
4,032 / 5,406

75.3 %
4,067 / 5,401

76.1 %
4,163 / 5,474

73.3 %
3,954 / 5,396

72.2 %
3,895 / 5,398

75.2 %
4,069 / 5,408

72.1 %
3,981 / 5,524

72.1 %
4,059 / 5,632

74.1 %
4,000 / 5,396

71.1 %
3,878 / 5,458

72.9 %
4,020 / 5,512

81.0 %
4,466 / 5,512

54.7 %
3,154 / 5,763

52.4 %
3,465 / 6,612

61.6 %
3,541 / 5,753

63.2 %
3,583 / 5,665

58.9 %
3,491 / 5,926

58.7 %
3,491 / 5,949

59.2 %
3,513 / 5,933

63.6 %
3,659 / 5,750

62.3 %
3,710 / 5,954

55.8 %
3,092 / 5,539

60.5 %
3,409 / 5,639

60.0 %
3,481 / 5,798

60.9 %
3,545 / 5,821

84.2 %
4,183 / 4,965

80.0 %
4,093 / 5,119

65.3 %
3,708 / 5,677

60.5 %
3,605 / 5,956

59.2 %
3,492 / 5,894

57.3 %
3,471 / 6,059

54.2 %
3,465 / 6,390

7.8 %
372 / 4,765

71.4 %
3,788 / 5,302

75.0 %
4,037 / 5,383

76.1 %
4,083 / 5,363

76.7 %
4,173 / 5,444

74.0 %
3,966 / 5,358

73.1 %
3,912 / 5,353

76.1 %
4,083 / 5,364

72.9 %
3,996 / 5,484

72.6 %
4,067 / 5,600

73.1 %
3,955 / 5,410

71.7 %
3,888 / 5,422

73.9 %
4,039 / 5,462

80.4 %
4,429 / 5,511

54.3 %
3,169 / 5,836

53.1 %
3,489 / 6,573

61.4 %
3,548 / 5,775

63.8 %
3,610 / 5,662

59.2 %
3,508 / 5,924

58.8 %
3,507 / 5,960

59.7 %
3,540 / 5,925

64.0 %
3,681 / 5,756

62.9 %
3,740 / 5,945

55.0 %
3,102 / 5,640

61.2 %
3,432 / 5,609

60.5 %
3,501 / 5,789

61.5 %
3,564 / 5,795

83.7 %
4,146 / 4,953

81.0 %
4,106 / 5,071

66.3 %
3,729 / 5,627

61.6 %
3,635 / 5,900

59.7 %
3,512 / 5,882

57.8 %
3,498 / 6,053

54.9 %
3,490 / 6,358

6.5 %
275 / 4,255

85.8 %
4,083 / 4,758

87.9 %
4,148 / 4,719

87.3 %
4,210 / 4,821

84.3 %
4,000 / 4,745

83.2 %
3,951 / 4,746

87.2 %
4,129 / 4,735

83.0 %
4,039 / 4,866

82.1 %
4,091 / 4,983

76.5 %
3,812 / 4,986

80.1 %
3,883 / 4,849

80.9 %
3,994 / 4,935

76.9 %
4,082 / 5,311

48.8 %
2,769 / 5,670

48.9 %
3,123 / 6,387

55.2 %
3,117 / 5,651

57.8 %
3,168 / 5,483

54.4 %
3,115 / 5,722

53.0 %
3,084 / 5,821

54.1 %
3,109 / 5,744

57.2 %
3,219 / 5,627

56.4 %
3,282 / 5,818

49.4 %
2,697 / 5,463

56.7 %
3,055 / 5,387

54.9 %
3,093 / 5,638

54.9 %
3,108 / 5,657

69.8 %
3,524 / 5,052

70.1 %
3,564 / 5,086

60.2 %
3,304 / 5,491

58.3 %
3,313 / 5,682

54.1 %
3,087 / 5,708

52.8 %
3,098 / 5,864

50.5 %
3,112 / 6,159

6.5 %
297 / 4,585

92.4 %
4,420 / 4,782

93.1 %
4,510 / 4,846

90.9 %
4,321 / 4,752

89.3 %
4,258 / 4,766

91.4 %
4,391 / 4,802

86.7 %
4,286 / 4,946

86.2 %
4,354 / 5,052

82.5 %
4,123 / 4,999

87.2 %
4,217 / 4,835

86.4 %
4,284 / 4,956

82.3 %
4,384 / 5,324

50.5 %
2,949 / 5,843

52.0 %
3,369 / 6,481

58.1 %
3,351 / 5,768

60.8 %
3,408 / 5,604

57.4 %
3,344 / 5,830

55.9 %
3,316 / 5,935

57.0 %
3,342 / 5,868

60.7 %
3,469 / 5,718

59.2 %
3,512 / 5,930

50.9 %
2,875 / 5,643

58.0 %
3,242 / 5,586

57.5 %
3,317 / 5,768

58.0 %
3,347 / 5,771

73.7 %
3,780 / 5,130

73.6 %
3,809 / 5,175

62.8 %
3,533 / 5,624

61.7 %
3,572 / 5,787

56.6 %
3,311 / 5,848

55.9 %
3,339 / 5,968

53.2 %
3,345 / 6,285

6.5 %
299 / 4,615

93.8 %
4,543 / 4,844

90.6 %
4,329 / 4,776

89.6 %
4,280 / 4,777

92.6 %
4,436 / 4,791

87.8 %
4,330 / 4,934

87.4 %
4,401 / 5,037

82.8 %
4,146 / 5,009

86.4 %
4,213 / 4,877

87.4 %
4,324 / 4,949

83.2 %
4,427 / 5,320

51.2 %
2,989 / 5,836

52.5 %
3,402 / 6,480

59.1 %
3,394 / 5,744

61.6 %
3,449 / 5,602

58.0 %
3,382 / 5,829

56.6 %
3,354 / 5,923

57.6 %
3,378 / 5,868

61.4 %
3,510 / 5,718

60.0 %
3,556 / 5,925

51.8 %
2,916 / 5,632

58.8 %
3,280 / 5,578

58.4 %
3,356 / 5,750

58.7 %
3,387 / 5,767

74.4 %
3,815 / 5,127

74.7 %
3,853 / 5,159

63.6 %
3,573 / 5,615

62.8 %
3,618 / 5,764

57.2 %
3,345 / 5,850

56.7 %
3,382 / 5,960

53.9 %
3,383 / 6,279

6.9 %
329 / 4,769

90.2 %
4,398 / 4,874

89.1 %
4,343 / 4,876

93.4 %
4,532 / 4,853

88.5 %
4,432 / 5,009

88.3 %
4,506 / 5,102

82.4 %
4,209 / 5,105

86.2 %
4,286 / 4,972

87.8 %
4,414 / 5,029

84.4 %
4,532 / 5,370

51.4 %
3,067 / 5,966

52.8 %
3,484 / 6,602

59.4 %
3,476 / 5,850

61.7 %
3,532 / 5,721

58.4 %
3,467 / 5,936

57.0 %
3,439 / 6,035

57.8 %
3,462 / 5,991

61.8 %
3,593 / 5,814

60.5 %
3,642 / 6,024

51.8 %
2,991 / 5,774

59.0 %
3,365 / 5,707

58.6 %
3,439 / 5,864

58.9 %
3,470 / 5,892

74.7 %
3,901 / 5,221

75.7 %
3,963 / 5,232

64.0 %
3,661 / 5,718

62.9 %
3,699 / 5,877

57.4 %
3,428 / 5,971

56.9 %
3,464 / 6,093

54.1 %
3,467 / 6,408

6.6 %
296 / 4,483

92.3 %
4,283 / 4,642

91.7 %
4,353 / 4,745

87.1 %
4,254 / 4,883

86.4 %
4,318 / 5,000

84.2 %
4,126 / 4,901

88.9 %
4,216 / 4,742

86.6 %
4,246 / 4,901

80.3 %
4,290 / 5,341

49.8 %
2,883 / 5,784

51.3 %
3,294 / 6,424

57.4 %
3,282 / 5,722

60.2 %
3,340 / 5,544

56.7 %
3,276 / 5,782

54.9 %
3,242 / 5,901

56.4 %
3,275 / 5,807

59.9 %
3,400 / 5,674

58.5 %
3,444 / 5,890

50.3 %
2,810 / 5,581

57.6 %
3,184 / 5,523

56.8 %
3,247 / 5,715

57.5 %
3,283 / 5,714

73.3 %
3,727 / 5,084

73.3 %
3,757 / 5,127

62.2 %
3,468 / 5,578

61.1 %
3,509 / 5,747

56.1 %
3,247 / 5,789

55.4 %
3,272 / 5,910

52.7 %
3,279 / 6,221

6.5 %
289 / 4,438

90.3 %
4,293 / 4,754

86.1 %
4,206 / 4,883

85.0 %
4,257 / 5,007

83.4 %
4,084 / 4,894

87.5 %
4,158 / 4,753

84.8 %
4,176 / 4,925

79.1 %
4,230 / 5,350

48.9 %
2,833 / 5,788

50.2 %
3,240 / 6,455

56.4 %
3,232 / 5,730

59.0 %
3,286 / 5,566

55.5 %
3,220 / 5,801

53.9 %
3,187 / 5,912

55.3 %
3,224 / 5,825

58.8 %
3,346 / 5,686

57.3 %
3,383 / 5,907

49.6 %
2,766 / 5,578

56.6 %
3,129 / 5,524

55.9 %
3,199 / 5,721

56.4 %
3,231 / 5,727

72.3 %
3,674 / 5,081

72.2 %
3,702 / 5,124

61.4 %
3,420 / 5,569

59.9 %
3,441 / 5,748

55.0 %
3,191 / 5,798

54.3 %
3,218 / 5,922

51.7 %
3,226 / 6,237

6.5 %
300 / 4,609

88.9 %
4,360 / 4,903

88.8 %
4,441 / 5,001

82.8 %
4,146 / 5,007

86.8 %
4,221 / 4,862

87.6 %
4,336 / 4,951

82.7 %
4,413 / 5,333

51.6 %
3,004 / 5,824

52.9 %
3,420 / 6,467

59.4 %
3,403 / 5,731

62.3 %
3,472 / 5,575

58.5 %
3,402 / 5,811

56.9 %
3,367 / 5,918

58.1 %
3,402 / 5,852

61.4 %
3,511 / 5,718

60.5 %
3,573 / 5,910

52.2 %
2,931 / 5,618

59.4 %
3,305 / 5,564

58.8 %
3,370 / 5,732

58.8 %
3,393 / 5,769

74.7 %
3,824 / 5,118

75.1 %
3,864 / 5,147

64.2 %
3,586 / 5,587

63.1 %
3,635 / 5,758

57.7 %
3,367 / 5,834

57.1 %
3,396 / 5,948

54.4 %
3,403 / 6,261

6.6 %
304 / 4,640

90.6 %
4,482 / 4,947

80.7 %
4,103 / 5,084

84.7 %
4,182 / 4,938

83.4 %
4,237 / 5,083

79.0 %
4,320 / 5,466

48.8 %
2,927 / 5,994

51.1 %
3,340 / 6,537

56.9 %
3,320 / 5,838

59.8 %
3,382 / 5,656

56.1 %
3,315 / 5,904

54.4 %
3,282 / 6,038

56.0 %
3,322 / 5,937

58.7 %
3,423 / 5,834

58.2 %
3,492 / 5,998

49.5 %
2,860 / 5,774

57.3 %
3,219 / 5,621

56.3 %
3,286 / 5,832

56.6 %
3,310 / 5,844

71.4 %
3,736 / 5,233

72.6 %
3,800 / 5,231

61.4 %
3,497 / 5,698

60.9 %
3,552 / 5,828

55.8 %
3,286 / 5,893

55.1 %
3,315 / 6,017

52.7 %
3,329 / 6,321

8.1 %
389 / 4,774

79.3 %
4,143 / 5,222

82.6 %
4,205 / 5,092

83.3 %
4,315 / 5,181

78.8 %
4,386 / 5,567

49.7 %
2,992 / 6,023

51.2 %
3,415 / 6,674

56.4 %
3,385 / 6,004

59.4 %
3,450 / 5,808

55.7 %
3,379 / 6,061

54.7 %
3,364 / 6,152

55.8 %
3,390 / 6,077

58.6 %
3,493 / 5,958

58.4 %
3,570 / 6,108

50.1 %
2,922 / 5,832

57.1 %
3,288 / 5,763

55.9 %
3,350 / 5,994

56.2 %
3,371 / 5,996

71.0 %
3,804 / 5,355

72.5 %
3,876 / 5,343

61.0 %
3,561 / 5,842

60.5 %
3,616 / 5,981

55.5 %
3,351 / 6,036

54.8 %
3,380 / 6,171

52.7 %
3,402 / 6,461

7.1 %
319 / 4,516

84.8 %
4,128 / 4,867

80.4 %
4,112 / 5,115

84.0 %
4,405 / 5,246

48.3 %
2,838 / 5,881

49.2 %
3,232 / 6,565

54.8 %
3,216 / 5,873

57.5 %
3,272 / 5,695

53.5 %
3,188 / 5,963

53.2 %
3,188 / 5,988

54.4 %
3,225 / 5,932

57.2 %
3,333 / 5,824

56.1 %
3,383 / 6,028

48.6 %
2,762 / 5,683

55.0 %
3,114 / 5,660

54.3 %
3,187 / 5,864

55.1 %
3,226 / 5,850

73.5 %
3,759 / 5,115

70.4 %
3,694 / 5,244

59.2 %
3,379 / 5,708

58.1 %
3,416 / 5,875

53.8 %
3,188 / 5,921

53.1 %
3,211 / 6,045

50.9 %
3,230 / 6,348

6.4 %
286 / 4,461

83.6 %
4,156 / 4,971

79.4 %
4,249 / 5,349

48.5 %
2,829 / 5,829

50.3 %
3,247 / 6,451

55.9 %
3,221 / 5,759

58.8 %
3,276 / 5,569

55.2 %
3,213 / 5,816

53.7 %
3,188 / 5,932

55.3 %
3,223 / 5,828

58.4 %
3,335 / 5,707

57.2 %
3,383 / 5,918

49.0 %
2,758 / 5,625

56.2 %
3,121 / 5,550

55.5 %
3,190 / 5,746

56.2 %
3,225 / 5,743

71.5 %
3,664 / 5,124

72.5 %
3,717 / 5,126

60.8 %
3,403 / 5,599

59.7 %
3,446 / 5,768

54.6 %
3,182 / 5,824

54.3 %
3,216 / 5,926

51.9 %
3,231 / 6,231

6.8 %
317 / 4,648

79.7 %
4,358 / 5,467

51.5 %
2,993 / 5,815

52.5 %
3,408 / 6,495

59.3 %
3,413 / 5,760

61.2 %
3,443 / 5,628

58.1 %
3,398 / 5,844

56.0 %
3,340 / 5,963

57.9 %
3,394 / 5,866

61.5 %
3,523 / 5,724

60.1 %
3,574 / 5,944

51.8 %
2,917 / 5,634

58.9 %
3,284 / 5,574

58.6 %
3,376 / 5,758

60.1 %
3,431 / 5,707

72.3 %
3,777 / 5,221

72.2 %
3,799 / 5,260

63.6 %
3,573 / 5,615

63.2 %
3,629 / 5,743

57.3 %
3,352 / 5,850

57.2 %
3,399 / 5,942

53.8 %
3,387 / 6,290

7.1 %
360 / 5,105

51.6 %
3,150 / 6,107

51.7 %
3,553 / 6,874

56.9 %
3,518 / 6,184

60.1 %
3,607 / 6,001

56.0 %
3,510 / 6,268

56.2 %
3,511 / 6,247

57.0 %
3,552 / 6,236

60.2 %
3,670 / 6,100

59.2 %
3,730 / 6,299

51.6 %
3,058 / 5,925

57.5 %
3,429 / 5,968

56.5 %
3,490 / 6,176

57.9 %
3,562 / 6,151

78.8 %
4,169 / 5,288

75.9 %
4,112 / 5,417

62.4 %
3,729 / 5,980

61.7 %
3,775 / 6,118

56.6 %
3,520 / 6,218

55.8 %
3,542 / 6,350

53.1 %
3,543 / 6,670

5.1 %
188 / 3,667

51.1 %
3,044 / 5,957

54.1 %
3,022 / 5,587

58.1 %
3,107 / 5,347

56.1 %
3,027 / 5,398

54.6 %
3,014 / 5,522

59.4 %
3,045 / 5,125

59.5 %
3,137 / 5,270

58.9 %
3,158 / 5,363

84.3 %
3,284 / 3,896

62.0 %
3,017 / 4,864

54.5 %
3,006 / 5,516

58.8 %
3,075 / 5,231

54.9 %
2,969 / 5,412

54.9 %
2,979 / 5,422

57.2 %
3,076 / 5,378

58.6 %
3,101 / 5,296

56.2 %
3,061 / 5,445

56.7 %
3,096 / 5,457

54.6 %
3,041 / 5,572

5.3 %
261 / 4,953

60.7 %
3,579 / 5,892

58.6 %
3,444 / 5,876

70.3 %
3,877 / 5,516

63.7 %
3,738 / 5,870

61.6 %
3,562 / 5,785

59.1 %
3,537 / 5,983

59.3 %
3,614 / 6,093

51.9 %
2,984 / 5,755

60.2 %
3,384 / 5,624

60.9 %
3,560 / 5,846

58.9 %
3,472 / 5,897

53.0 %
3,281 / 6,191

53.0 %
3,301 / 6,231

55.9 %
3,399 / 6,081

62.1 %
3,660 / 5,892

57.2 %
3,417 / 5,972

54.8 %
3,399 / 6,199

84.8 %
4,469 / 5,272

5.0 %
218 / 4,327

66.4 %
3,437 / 5,176

69.3 %
3,613 / 5,210

65.0 %
3,548 / 5,458

64.3 %
3,449 / 5,364

64.2 %
3,476 / 5,418

62.9 %
3,521 / 5,599

55.8 %
2,981 / 5,342

66.3 %
3,324 / 5,013

90.5 %
4,101 / 4,529

64.4 %
3,440 / 5,345

61.3 %
3,320 / 5,415

60.9 %
3,330 / 5,467

66.8 %
3,514 / 5,264

64.5 %
3,512 / 5,446

63.7 %
3,397 / 5,331

59.9 %
3,350 / 5,593

63.4 %
3,574 / 5,635

4.0 %
165 / 4,143

68.8 %
3,521 / 5,119

64.0 %
3,453 / 5,399

68.2 %
3,516 / 5,157

79.5 %
3,829 / 4,816

71.2 %
3,690 / 5,180

60.6 %
3,062 / 5,055
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47.9 %
2,844 / 5,942

53.8 %
2,818 / 5,236

58.9 %
2,667 / 4,528

45.5 %
2,650 / 5,823

50.7 %
2,865 / 5,655

51.8 %
2,803 / 5,416

49.3 %
2,869 / 5,821

53.0 %
2,740 / 5,169

53.9 %
2,801 / 5,197

50.5 %
2,947 / 5,837

49.2 %
2,952 / 5,995

42.7 %
2,581 / 6,049

43.9 %
2,748 / 6,260

44.8 %
2,794 / 6,243

44.8 %
2,865 / 6,401

43.1 %
2,682 / 6,216

42.7 %
2,642 / 6,190

45.0 %
2,810 / 6,240

42.7 %
2,740 / 6,411

43.4 %
2,792 / 6,438

41.9 %
2,638 / 6,301

42.0 %
2,629 / 6,257

44.6 %
2,787 / 6,252

47.1 %
2,930 / 6,218

61.1 %
2,759 / 4,518

44.9 %
2,794 / 6,224

49.0 %
2,804 / 5,726

48.7 %
2,825 / 5,799

51.4 %
2,812 / 5,471

50.1 %
2,789 / 5,565

50.4 %
2,803 / 5,558

52.0 %
2,838 / 5,456

50.0 %
2,886 / 5,771

59.8 %
2,636 / 4,405

52.8 %
2,752 / 5,215

48.8 %
2,776 / 5,685

48.8 %
2,791 / 5,714

47.5 %
2,762 / 5,813

47.7 %
2,778 / 5,828

48.0 %
2,791 / 5,816

50.4 %
2,861 / 5,681

47.1 %
2,768 / 5,876

49.8 %
2,800 / 5,622

50.9 %
2,831 / 5,559

3.6 %
126 / 3,474

68.1 %
3,014 / 4,429

58.3 %
3,014 / 5,171

55.2 %
3,044 / 5,517

54.0 %
2,880 / 5,335

51.1 %
2,879 / 5,631

49.7 %
2,975 / 5,991

55.2 %
2,960 / 5,363

51.6 %
2,905 / 5,632

68.5 %
2,981 / 4,352

57.7 %
3,104 / 5,379

56.6 %
2,955 / 5,225

55.7 %
2,736 / 4,913

54.5 %
2,969 / 5,444

53.2 %
3,066 / 5,763

62.1 %
3,047 / 4,910

66.9 %
2,838 / 4,239

51.2 %
2,868 / 5,603

58.1 %
3,140 / 5,409

62.5 %
3,070 / 4,912

57.1 %
3,080 / 5,391

60.5 %
2,934 / 4,848

62.2 %
3,024 / 4,865

54.3 %
3,101 / 5,710

54.3 %
3,103 / 5,710

49.7 %
2,734 / 5,497

51.4 %
2,922 / 5,682

52.3 %
2,964 / 5,664

52.2 %
3,036 / 5,814

50.8 %
2,861 / 5,634

50.1 %
2,816 / 5,617

52.6 %
2,980 / 5,661

49.0 %
2,890 / 5,902

50.4 %
2,963 / 5,878

48.7 %
2,796 / 5,742

49.2 %
2,799 / 5,688

52.9 %
2,984 / 5,644

50.4 %
3,073 / 6,099

65.0 %
2,884 / 4,440

51.8 %
3,027 / 5,842

55.5 %
3,036 / 5,466

58.1 %
3,069 / 5,286

57.4 %
3,035 / 5,290

55.4 %
3,019 / 5,450

58.9 %
3,019 / 5,124

58.0 %
3,092 / 5,334

56.5 %
3,073 / 5,440

63.6 %
2,813 / 4,420

63.0 %
2,998 / 4,757

56.1 %
3,012 / 5,369

59.0 %
3,037 / 5,144

55.3 %
2,910 / 5,262

55.8 %
2,939 / 5,264

57.6 %
3,079 / 5,342

58.6 %
3,072 / 5,246

55.1 %
2,992 / 5,429

56.4 %
3,054 / 5,416

54.7 %
3,020 / 5,520

4.6 %
172 / 3,730

61.3 %
3,171 / 5,172

60.7 %
3,276 / 5,401

56.0 %
3,053 / 5,452

53.2 %
3,040 / 5,711

53.0 %
3,163 / 5,963

57.4 %
3,122 / 5,439

55.1 %
3,091 / 5,614

61.5 %
2,951 / 4,795

62.1 %
3,267 / 5,264

59.2 %
3,119 / 5,270

58.4 %
2,880 / 4,929

56.0 %
3,126 / 5,585

54.9 %
3,204 / 5,836

66.4 %
3,223 / 4,852

66.8 %
2,994 / 4,485

52.7 %
3,009 / 5,714

61.1 %
3,332 / 5,455

66.3 %
3,228 / 4,866

59.2 %
3,232 / 5,456

65.0 %
3,115 / 4,790

66.8 %
3,205 / 4,795

57.6 %
3,277 / 5,690

57.7 %
3,286 / 5,691

52.0 %
2,874 / 5,529

54.1 %
3,073 / 5,678

54.8 %
3,113 / 5,677

55.0 %
3,192 / 5,805

53.3 %
3,003 / 5,629

52.5 %
2,959 / 5,635

55.3 %
3,130 / 5,662

51.7 %
3,057 / 5,908

52.9 %
3,117 / 5,891

51.2 %
2,942 / 5,750

51.7 %
2,943 / 5,691

54.8 %
3,121 / 5,700

53.8 %
3,258 / 6,053

67.6 %
3,052 / 4,514

53.2 %
3,136 / 5,892

55.4 %
3,127 / 5,643

63.1 %
3,285 / 5,203

58.5 %
3,168 / 5,412

57.1 %
3,139 / 5,496

61.9 %
3,159 / 5,101

62.3 %
3,283 / 5,266

62.7 %
3,307 / 5,272

66.0 %
2,925 / 4,435

66.7 %
3,132 / 4,695

55.6 %
3,103 / 5,580

62.1 %
3,204 / 5,158

58.3 %
3,073 / 5,272

58.3 %
3,085 / 5,289

61.3 %
3,228 / 5,266

60.2 %
3,206 / 5,330

60.1 %
3,190 / 5,312

58.8 %
3,230 / 5,496

56.2 %
3,149 / 5,603

3.3 %
137 / 4,125

70.8 %
3,686 / 5,208

63.7 %
3,360 / 5,277

60.3 %
3,283 / 5,443

62.1 %
3,485 / 5,611

62.9 %
3,420 / 5,435

60.2 %
3,366 / 5,596

54.3 %
2,929 / 5,394

63.7 %
3,533 / 5,545

65.6 %
3,395 / 5,173

53.2 %
2,943 / 5,537

63.9 %
3,379 / 5,288

61.1 %
3,488 / 5,708

75.6 %
3,531 / 4,670

61.1 %
3,045 / 4,983

57.3 %
3,234 / 5,644

69.9 %
3,671 / 5,255

77.5 %
3,572 / 4,612

65.7 %
3,528 / 5,366

72.7 %
3,385 / 4,659

75.8 %
3,503 / 4,621

57.7 %
3,421 / 5,929

58.6 %
3,460 / 5,907

53.7 %
3,063 / 5,702

56.3 %
3,297 / 5,853

57.1 %
3,337 / 5,842

57.1 %
3,418 / 5,981

55.7 %
3,231 / 5,798

54.8 %
3,177 / 5,795

57.6 %
3,357 / 5,832

55.6 %
3,278 / 5,891

55.4 %
3,338 / 6,029

53.2 %
3,157 / 5,930

54.6 %
3,176 / 5,820

57.2 %
3,336 / 5,828

56.4 %
3,496 / 6,197

58.2 %
3,031 / 5,209

58.3 %
3,444 / 5,906

62.4 %
3,336 / 5,350

74.5 %
3,579 / 4,805

66.4 %
3,462 / 5,212

60.8 %
3,347 / 5,505

64.3 %
3,399 / 5,287

70.3 %
3,582 / 5,092

63.7 %
3,476 / 5,461

61.0 %
2,989 / 4,902

75.3 %
3,460 / 4,597

61.8 %
3,300 / 5,337

69.6 %
3,517 / 5,054

59.2 %
3,241 / 5,477

59.1 %
3,256 / 5,513

68.2 %
3,498 / 5,131

67.8 %
3,528 / 5,202

69.6 %
3,501 / 5,029

68.7 %
3,555 / 5,173

62.1 %
3,453 / 5,563

5.0 %
232 / 4,611

65.7 %
3,604 / 5,483

59.4 %
3,413 / 5,747

63.1 %
3,686 / 5,846

63.4 %
3,601 / 5,676

62.9 %
3,604 / 5,732

53.0 %
3,020 / 5,703

62.4 %
3,636 / 5,830

65.3 %
3,568 / 5,468

52.9 %
3,070 / 5,807

61.2 %
3,469 / 5,670

59.1 %
3,588 / 6,072

68.8 %
3,566 / 5,180

58.0 %
3,110 / 5,362

55.0 %
3,330 / 6,056

71.0 %
3,903 / 5,495

68.5 %
3,564 / 5,203

64.3 %
3,655 / 5,684

66.4 %
3,428 / 5,163

68.8 %
3,536 / 5,142

57.6 %
3,574 / 6,205

58.5 %
3,607 / 6,164

54.6 %
3,244 / 5,945

57.4 %
3,483 / 6,066

58.1 %
3,522 / 6,060

58.3 %
3,600 / 6,180

56.5 %
3,414 / 6,041

55.7 %
3,358 / 6,034

58.4 %
3,544 / 6,069

56.7 %
3,467 / 6,113

56.9 %
3,541 / 6,221

54.1 %
3,337 / 6,173

55.0 %
3,348 / 6,086

57.7 %
3,518 / 6,096

57.2 %
3,682 / 6,435

56.7 %
3,107 / 5,484

56.5 %
3,541 / 6,264

59.4 %
3,425 / 5,769

71.2 %
3,721 / 5,229

61.7 %
3,511 / 5,690

58.1 %
3,431 / 5,902

61.0 %
3,471 / 5,690

69.5 %
3,744 / 5,388

63.1 %
3,632 / 5,759

57.7 %
3,039 / 5,269

68.0 %
3,501 / 5,146

59.3 %
3,400 / 5,733

65.7 %
3,588 / 5,465

58.7 %
3,391 / 5,772

58.8 %
3,412 / 5,805

65.7 %
3,622 / 5,509

65.2 %
3,629 / 5,570

65.3 %
3,575 / 5,475

65.0 %
3,631 / 5,588

59.3 %
3,543 / 5,977

5.2 %
226 / 4,340

60.1 %
3,329 / 5,541

69.5 %
3,766 / 5,416

67.6 %
3,599 / 5,324

65.7 %
3,564 / 5,427

50.9 %
2,844 / 5,588

61.4 %
3,509 / 5,713

68.2 %
3,538 / 5,185

53.4 %
3,003 / 5,625

57.5 %
3,223 / 5,606

58.2 %
3,441 / 5,908

65.6 %
3,339 / 5,090

55.3 %
2,913 / 5,267

54.1 %
3,177 / 5,873

68.5 %
3,691 / 5,386

65.4 %
3,337 / 5,101

62.7 %
3,488 / 5,563

63.6 %
3,216 / 5,060

65.9 %
3,321 / 5,036

55.4 %
3,362 / 6,067

56.2 %
3,391 / 6,039

54.7 %
3,115 / 5,694

58.6 %
3,381 / 5,769

58.9 %
3,406 / 5,785

58.2 %
3,455 / 5,939

59.4 %
3,366 / 5,671

58.6 %
3,322 / 5,673

59.1 %
3,416 / 5,778

58.2 %
3,384 / 5,811

58.1 %
3,437 / 5,913

56.7 %
3,301 / 5,824

58.5 %
3,324 / 5,682

60.0 %
3,446 / 5,748

56.3 %
3,518 / 6,247

52.3 %
2,894 / 5,536

52.8 %
3,279 / 6,212

58.3 %
3,260 / 5,590

67.9 %
3,477 / 5,120

60.1 %
3,320 / 5,528

55.5 %
3,223 / 5,811

59.9 %
3,302 / 5,517

66.0 %
3,525 / 5,339

61.3 %
3,457 / 5,640

53.5 %
2,837 / 5,304

64.8 %
3,268 / 5,044

58.2 %
3,237 / 5,564

63.8 %
3,394 / 5,321

57.0 %
3,201 / 5,614

56.7 %
3,208 / 5,653

64.2 %
3,437 / 5,356

62.7 %
3,436 / 5,476

63.0 %
3,376 / 5,359

61.4 %
3,391 / 5,525

56.0 %
3,307 / 5,902

5.3 %
232 / 4,393

58.8 %
3,430 / 5,838

59.9 %
3,392 / 5,661

58.0 %
3,351 / 5,776

48.5 %
2,857 / 5,890

58.6 %
3,447 / 5,883

63.0 %
3,426 / 5,438

51.2 %
2,943 / 5,744

77.2 %
3,823 / 4,952

71.9 %
3,919 / 5,447

62.7 %
3,282 / 5,237

52.7 %
2,908 / 5,513

62.4 %
3,499 / 5,606

59.2 %
3,425 / 5,787

63.1 %
3,290 / 5,214

65.2 %
3,597 / 5,519

60.7 %
3,158 / 5,205

63.4 %
3,274 / 5,163

53.7 %
3,329 / 6,202

54.3 %
3,354 / 6,174

51.9 %
3,048 / 5,868

55.2 %
3,298 / 5,980

55.9 %
3,340 / 5,973

55.4 %
3,397 / 6,132

55.5 %
3,264 / 5,884

54.5 %
3,214 / 5,895

56.3 %
3,353 / 5,957

55.1 %
3,298 / 5,989

54.8 %
3,356 / 6,120

53.3 %
3,208 / 6,022

54.7 %
3,219 / 5,885

56.2 %
3,349 / 5,961

54.1 %
3,467 / 6,414

50.9 %
2,922 / 5,736

66.9 %
3,786 / 5,656

64.2 %
3,477 / 5,412

63.5 %
3,365 / 5,296

69.5 %
3,636 / 5,232

62.6 %
3,508 / 5,603

63.9 %
3,419 / 5,354

61.1 %
3,392 / 5,552

62.1 %
3,499 / 5,633

52.1 %
2,866 / 5,505

63.4 %
3,248 / 5,127

64.7 %
3,466 / 5,361

61.9 %
3,360 / 5,426

55.5 %
3,178 / 5,730

55.5 %
3,195 / 5,759

60.2 %
3,327 / 5,526

65.5 %
3,549 / 5,416

61.9 %
3,347 / 5,406

58.2 %
3,305 / 5,682

69.3 %
3,767 / 5,435

5.3 %
246 / 4,684

69.0 %
3,777 / 5,471

70.4 %
3,843 / 5,459

48.8 %
2,978 / 6,105

60.7 %
3,651 / 6,018

65.3 %
3,625 / 5,548

52.4 %
3,100 / 5,912

57.4 %
3,359 / 5,850

57.6 %
3,559 / 6,181

64.0 %
3,461 / 5,407

52.5 %
3,025 / 5,761

54.0 %
3,309 / 6,129

68.3 %
3,848 / 5,632

63.9 %
3,449 / 5,401

61.1 %
3,608 / 5,906

62.1 %
3,334 / 5,369

64.1 %
3,436 / 5,357

58.5 %
3,575 / 6,107

59.2 %
3,606 / 6,091

57.6 %
3,321 / 5,767

61.6 %
3,591 / 5,831

61.8 %
3,613 / 5,845

61.8 %
3,675 / 5,951

61.8 %
3,562 / 5,762

61.0 %
3,520 / 5,766

61.8 %
3,614 / 5,852

60.9 %
3,588 / 5,894

60.7 %
3,646 / 6,010

59.7 %
3,510 / 5,882

60.7 %
3,512 / 5,784

62.9 %
3,663 / 5,822

60.1 %
3,755 / 6,246

49.7 %
3,003 / 6,042

53.2 %
3,427 / 6,438

60.3 %
3,450 / 5,726

67.0 %
3,605 / 5,380

60.0 %
3,452 / 5,749

56.0 %
3,361 / 5,997

58.8 %
3,428 / 5,826

65.2 %
3,647 / 5,592

60.5 %
3,572 / 5,904

50.8 %
2,937 / 5,787

62.7 %
3,372 / 5,382

59.6 %
3,411 / 5,720

63.3 %
3,523 / 5,564

59.4 %
3,396 / 5,717

58.5 %
3,387 / 5,790

65.6 %
3,637 / 5,547

61.9 %
3,574 / 5,777

61.3 %
3,467 / 5,653

60.3 %
3,502 / 5,803

55.7 %
3,441 / 6,183

6.9 %
303 / 4,419

67.4 %
3,656 / 5,423

53.9 %
2,969 / 5,507

61.4 %
3,553 / 5,787

66.1 %
3,544 / 5,363

55.7 %
3,127 / 5,611

57.8 %
3,297 / 5,703

57.5 %
3,472 / 6,039

63.1 %
3,362 / 5,328

56.0 %
2,985 / 5,328

54.0 %
3,227 / 5,977

66.0 %
3,676 / 5,567

64.7 %
3,397 / 5,249

63.1 %
3,563 / 5,644

61.4 %
3,243 / 5,283

63.2 %
3,340 / 5,282

61.3 %
3,555 / 5,798

62.5 %
3,583 / 5,736

60.6 %
3,315 / 5,474

65.4 %
3,602 / 5,508

65.5 %
3,621 / 5,528

65.3 %
3,685 / 5,639

65.6 %
3,570 / 5,443

64.9 %
3,528 / 5,438

65.7 %
3,624 / 5,517

63.4 %
3,557 / 5,610

62.9 %
3,615 / 5,750

63.4 %
3,518 / 5,547

63.9 %
3,505 / 5,487

65.4 %
3,626 / 5,542

63.4 %
3,753 / 5,924

53.3 %
2,974 / 5,580

54.2 %
3,376 / 6,224

60.6 %
3,369 / 5,560

66.0 %
3,496 / 5,295

60.1 %
3,376 / 5,615

58.4 %
3,331 / 5,707

59.2 %
3,342 / 5,649

66.6 %
3,599 / 5,402

60.6 %
3,489 / 5,759

54.6 %
2,918 / 5,344

62.4 %
3,291 / 5,271

60.2 %
3,341 / 5,546

62.6 %
3,424 / 5,468

62.0 %
3,374 / 5,440

61.5 %
3,380 / 5,497

67.3 %
3,606 / 5,356

63.3 %
3,515 / 5,556

61.4 %
3,406 / 5,547

60.2 %
3,415 / 5,672

56.8 %
3,396 / 5,976

6.8 %
305 / 4,482

50.8 %
2,909 / 5,729

60.1 %
3,541 / 5,896

64.7 %
3,525 / 5,448

52.7 %
3,047 / 5,787

55.5 %
3,250 / 5,858

55.9 %
3,428 / 6,130

62.1 %
3,361 / 5,408

53.5 %
2,946 / 5,502

51.6 %
3,164 / 6,136

65.0 %
3,679 / 5,656

62.5 %
3,363 / 5,380

59.0 %
3,474 / 5,887

60.0 %
3,228 / 5,378

62.4 %
3,341 / 5,356

57.4 %
3,493 / 6,089

57.8 %
3,514 / 6,084

55.9 %
3,231 / 5,779

60.0 %
3,497 / 5,824

60.4 %
3,528 / 5,837

60.3 %
3,592 / 5,958

60.2 %
3,469 / 5,762

59.5 %
3,427 / 5,761

60.0 %
3,524 / 5,872

58.6 %
3,475 / 5,928

57.9 %
3,513 / 6,072

58.3 %
3,425 / 5,870

59.1 %
3,413 / 5,777

60.8 %
3,549 / 5,838

58.6 %
3,664 / 6,252

51.8 %
2,954 / 5,701

52.1 %
3,332 / 6,394

59.5 %
3,370 / 5,665

65.1 %
3,506 / 5,383

58.2 %
3,337 / 5,735

54.2 %
3,255 / 6,011

57.3 %
3,328 / 5,807

64.3 %
3,545 / 5,514

58.0 %
3,427 / 5,905

52.2 %
2,881 / 5,516

60.8 %
3,266 / 5,376

59.1 %
3,334 / 5,643

62.8 %
3,444 / 5,481

58.2 %
3,315 / 5,699

57.3 %
3,300 / 5,762

63.2 %
3,503 / 5,541

59.6 %
3,443 / 5,776

58.8 %
3,345 / 5,693

58.5 %
3,396 / 5,804

54.3 %
3,334 / 6,141

4.5 %
168 / 3,700

56.0 %
3,109 / 5,555

53.7 %
2,939 / 5,474

54.5 %
2,777 / 5,100

50.6 %
2,899 / 5,724

50.4 %
3,009 / 5,966

55.9 %
2,923 / 5,231

60.4 %
2,778 / 4,598

47.8 %
2,785 / 5,823

54.1 %
3,070 / 5,678

55.9 %
2,946 / 5,267

53.8 %
3,025 / 5,623

54.6 %
2,827 / 5,176

55.9 %
2,910 / 5,205

49.7 %
2,968 / 5,971

50.0 %
2,984 / 5,973

48.1 %
2,717 / 5,651

50.0 %
2,904 / 5,812

50.8 %
2,946 / 5,800

51.1 %
3,027 / 5,918

49.1 %
2,833 / 5,775

48.2 %
2,787 / 5,777

51.0 %
2,954 / 5,793

47.3 %
2,878 / 6,081

48.9 %
2,951 / 6,039

47.3 %
2,781 / 5,878

47.7 %
2,784 / 5,831

51.1 %
2,968 / 5,806

49.3 %
3,066 / 6,218

60.7 %
2,855 / 4,700

48.7 %
2,972 / 6,098

51.2 %
2,933 / 5,728

53.4 %
2,983 / 5,589

53.5 %
2,950 / 5,509

52.3 %
2,936 / 5,609

52.9 %
2,911 / 5,500

54.7 %
3,001 / 5,491

52.9 %
2,992 / 5,656

58.3 %
2,733 / 4,684

56.3 %
2,877 / 5,112

51.2 %
2,911 / 5,691

54.3 %
2,950 / 5,429

51.1 %
2,826 / 5,527

51.3 %
2,848 / 5,553

53.0 %
2,967 / 5,596

54.9 %
3,014 / 5,486

50.8 %
2,917 / 5,747

52.4 %
2,989 / 5,701

51.5 %
2,972 / 5,770

6.6 %
302 / 4,610

64.7 %
3,584 / 5,536

57.4 %
3,175 / 5,530

57.1 %
3,391 / 5,934

56.4 %
3,528 / 6,258

64.9 %
3,504 / 5,401

58.1 %
3,101 / 5,336

53.5 %
3,293 / 6,154

64.0 %
3,716 / 5,810

67.3 %
3,587 / 5,330

63.5 %
3,679 / 5,791

63.1 %
3,381 / 5,355

65.1 %
3,483 / 5,347

54.4 %
3,480 / 6,393

54.5 %
3,486 / 6,394

51.9 %
3,176 / 6,118

55.2 %
3,428 / 6,210

55.8 %
3,466 / 6,207

56.0 %
3,545 / 6,328

54.3 %
3,351 / 6,170

53.6 %
3,307 / 6,172

56.3 %
3,485 / 6,195

53.8 %
3,390 / 6,304

54.1 %
3,460 / 6,390

52.2 %
3,288 / 6,297

52.9 %
3,291 / 6,219

55.9 %
3,471 / 6,207

54.9 %
3,621 / 6,590

58.5 %
3,149 / 5,379

53.2 %
3,445 / 6,481

57.0 %
3,387 / 5,945

63.7 %
3,557 / 5,582

58.7 %
3,450 / 5,875

56.0 %
3,396 / 6,062

59.6 %
3,443 / 5,774

61.7 %
3,564 / 5,778

60.0 %
3,565 / 5,941

58.0 %
3,053 / 5,267

64.4 %
3,437 / 5,333

57.1 %
3,364 / 5,890

64.0 %
3,567 / 5,571

55.1 %
3,288 / 5,968

55.0 %
3,297 / 5,999

61.5 %
3,528 / 5,739

63.5 %
3,633 / 5,719

62.3 %
3,534 / 5,672

61.3 %
3,567 / 5,820

55.5 %
3,451 / 6,219

5.2 %
224 / 4,299

55.6 %
3,053 / 5,491

60.7 %
3,332 / 5,487

60.8 %
3,522 / 5,793

70.0 %
3,451 / 4,932

57.5 %
2,967 / 5,161

57.2 %
3,282 / 5,738

66.1 %
3,610 / 5,462

69.7 %
3,440 / 4,935

65.7 %
3,580 / 5,450

67.7 %
3,321 / 4,904

70.2 %
3,425 / 4,882

57.2 %
3,413 / 5,962

57.8 %
3,438 / 5,943

54.8 %
3,111 / 5,682

59.2 %
3,395 / 5,733

59.6 %
3,422 / 5,742

59.3 %
3,487 / 5,880

60.0 %
3,380 / 5,634

59.3 %
3,336 / 5,628

59.5 %
3,426 / 5,760

57.6 %
3,365 / 5,843

57.5 %
3,421 / 5,953

57.8 %
3,326 / 5,752

58.7 %
3,321 / 5,659

60.9 %
3,469 / 5,700

58.0 %
3,566 / 6,149

54.7 %
2,959 / 5,414

56.8 %
3,435 / 6,044

61.1 %
3,345 / 5,478

67.0 %
3,446 / 5,141

63.5 %
3,423 / 5,390

59.2 %
3,348 / 5,659

62.0 %
3,354 / 5,407

65.4 %
3,492 / 5,339

63.4 %
3,514 / 5,542

55.7 %
2,896 / 5,199

71.8 %
3,444 / 4,796

61.0 %
3,320 / 5,447

67.5 %
3,491 / 5,170

58.6 %
3,243 / 5,535

58.1 %
3,243 / 5,584

64.3 %
3,441 / 5,348

65.6 %
3,523 / 5,371

65.4 %
3,436 / 5,256

63.2 %
3,449 / 5,458

59.2 %
3,422 / 5,777

4.1 %
159 / 3,895

51.0 %
2,905 / 5,697

49.1 %
3,015 / 6,146

57.2 %
2,983 / 5,216

55.6 %
2,767 / 4,979

46.4 %
2,802 / 6,033

53.3 %
3,114 / 5,840

57.0 %
2,999 / 5,261

55.5 %
3,114 / 5,615

56.4 %
2,900 / 5,146

57.8 %
2,976 / 5,146

49.2 %
3,029 / 6,154

49.7 %
3,043 / 6,119

46.8 %
2,766 / 5,910

49.9 %
3,011 / 6,037

50.0 %
3,024 / 6,054

49.9 %
3,090 / 6,195

50.3 %
2,988 / 5,946

49.6 %
2,941 / 5,924

49.9 %
3,024 / 6,055

48.5 %
2,962 / 6,110

48.5 %
3,024 / 6,237

48.8 %
2,939 / 6,027

49.5 %
2,948 / 5,951

50.7 %
3,047 / 6,011

49.2 %
3,140 / 6,376

57.9 %
2,844 / 4,909

47.8 %
2,960 / 6,193

50.6 %
2,929 / 5,785

54.9 %
3,009 / 5,476

51.1 %
2,932 / 5,734

49.4 %
2,931 / 5,930

52.2 %
2,942 / 5,631

54.7 %
3,084 / 5,635

52.2 %
3,039 / 5,824

54.9 %
2,728 / 4,972

56.6 %
2,914 / 5,146

52.0 %
2,922 / 5,621

54.3 %
3,005 / 5,531

51.0 %
2,884 / 5,653

51.2 %
2,901 / 5,667

54.9 %
3,013 / 5,486

55.8 %
3,076 / 5,516

53.6 %
2,977 / 5,551

54.4 %
3,046 / 5,604

50.7 %
2,979 / 5,873

4.4 %
192 / 4,335

73.5 %
3,943 / 5,363

67.2 %
3,401 / 5,059

56.1 %
3,002 / 5,355

65.9 %
3,594 / 5,452

62.4 %
3,520 / 5,645

67.4 %
3,404 / 5,052

65.3 %
3,568 / 5,466

65.4 %
3,277 / 5,013

67.9 %
3,389 / 4,991

56.3 %
3,413 / 6,059

57.1 %
3,440 / 6,028

51.6 %
3,026 / 5,863

54.2 %
3,250 / 5,994

54.9 %
3,290 / 5,990

55.0 %
3,372 / 6,130

53.7 %
3,183 / 5,924

52.7 %
3,133 / 5,942

55.5 %
3,312 / 5,971

53.6 %
3,230 / 6,028

53.4 %
3,296 / 6,176

51.7 %
3,130 / 6,058

52.7 %
3,130 / 5,939

54.7 %
3,286 / 6,002

54.0 %
3,449 / 6,387

54.2 %
3,009 / 5,551

70.6 %
3,875 / 5,491

67.0 %
3,527 / 5,268

67.1 %
3,461 / 5,160

74.8 %
3,771 / 5,039

67.2 %
3,634 / 5,404

68.0 %
3,518 / 5,175

65.6 %
3,519 / 5,363

64.0 %
3,533 / 5,523

55.8 %
2,964 / 5,315

68.5 %
3,375 / 4,930

67.7 %
3,521 / 5,200

64.8 %
3,438 / 5,302

58.2 %
3,254 / 5,593

58.1 %
3,272 / 5,631

62.9 %
3,397 / 5,404

67.2 %
3,567 / 5,309

64.8 %
3,418 / 5,276

60.7 %
3,370 / 5,552

74.3 %
3,886 / 5,228

4.8 %
236 / 4,894

62.2 %
3,456 / 5,558

53.3 %
3,056 / 5,731

70.5 %
3,940 / 5,592

60.9 %
3,665 / 6,020

62.0 %
3,444 / 5,557

63.4 %
3,730 / 5,880

59.9 %
3,319 / 5,540

62.7 %
3,442 / 5,491

56.0 %
3,569 / 6,377

56.4 %
3,591 / 6,362

50.8 %
3,159 / 6,220

54.2 %
3,416 / 6,300

54.7 %
3,448 / 6,304

55.1 %
3,534 / 6,412

53.2 %
3,336 / 6,265

52.3 %
3,284 / 6,281

54.8 %
3,451 / 6,302

52.9 %
3,373 / 6,380

53.0 %
3,445 / 6,502

51.2 %
3,279 / 6,401

52.4 %
3,289 / 6,280

55.4 %
3,484 / 6,289

53.9 %
3,612 / 6,698

52.2 %
3,070 / 5,882

73.2 %
4,184 / 5,719

65.2 %
3,686 / 5,652

61.9 %
3,502 / 5,654

76.4 %
4,034 / 5,278

64.7 %
3,742 / 5,786

63.9 %
3,613 / 5,653

62.7 %
3,619 / 5,771

63.8 %
3,747 / 5,872

53.6 %
3,017 / 5,626

61.8 %
3,392 / 5,485

64.3 %
3,635 / 5,654

61.8 %
3,531 / 5,717

55.6 %
3,347 / 6,016

55.2 %
3,353 / 6,069

60.1 %
3,509 / 5,834

63.4 %
3,674 / 5,796

61.4 %
3,520 / 5,737

57.3 %
3,457 / 6,034

73.2 %
4,101 / 5,603

4.3 %
170 / 3,965

66.0 %
3,098 / 4,692

60.2 %
3,262 / 5,419

72.6 %
3,680 / 5,068

83.3 %
3,629 / 4,359

68.7 %
3,526 / 5,136

93.1 %
3,742 / 4,020

95.9 %
3,848 / 4,011

63.0 %
3,544 / 5,628

63.3 %
3,559 / 5,622

55.9 %
3,079 / 5,512

58.6 %
3,314 / 5,660

59.4 %
3,355 / 5,648

59.6 %
3,440 / 5,774

58.0 %
3,250 / 5,604

57.1 %
3,196 / 5,593

59.9 %
3,378 / 5,636

57.7 %
3,288 / 5,695

57.5 %
3,358 / 5,841

56.1 %
3,199 / 5,706

56.6 %
3,188 / 5,635

59.5 %
3,359 / 5,644

58.8 %
3,531 / 6,005

62.9 %
3,086 / 4,905

59.2 %
3,409 / 5,755

66.1 %
3,376 / 5,111

78.2 %
3,604 / 4,606

69.1 %
3,474 / 5,030

63.8 %
3,375 / 5,293

68.9 %
3,455 / 5,017

74.0 %
3,618 / 4,889

70.0 %
3,588 / 5,128

66.3 %
3,048 / 4,598

82.5 %
3,562 / 4,316

65.3 %
3,333 / 5,105

76.7 %
3,631 / 4,733

63.9 %
3,330 / 5,208

63.8 %
3,344 / 5,241

71.6 %
3,512 / 4,905

70.8 %
3,524 / 4,979

77.1 %
3,623 / 4,702

71.3 %
3,541 / 4,966

64.4 %
3,459 / 5,373

4.6 %
160 / 3,502

52.8 %
2,902 / 5,498

59.8 %
3,180 / 5,316

65.1 %
3,088 / 4,741

59.0 %
3,122 / 5,292

64.4 %
2,991 / 4,646

66.3 %
3,079 / 4,646

55.5 %
3,132 / 5,647

55.6 %
3,143 / 5,652

51.3 %
2,775 / 5,411

52.8 %
2,958 / 5,597

53.7 %
2,999 / 5,589

53.7 %
3,076 / 5,730

52.3 %
2,896 / 5,535

51.3 %
2,846 / 5,544

54.1 %
3,016 / 5,575

51.0 %
2,931 / 5,746

51.8 %
2,999 / 5,793

50.2 %
2,839 / 5,651

50.9 %
2,843 / 5,585

53.8 %
3,008 / 5,590

52.8 %
3,151 / 5,969

80.1 %
3,212 / 4,012

52.0 %
3,013 / 5,789

56.0 %
3,001 / 5,358

62.2 %
3,126 / 5,022

58.0 %
3,044 / 5,244

55.3 %
2,991 / 5,408

61.5 %
3,060 / 4,974

61.1 %
3,143 / 5,141

60.0 %
3,144 / 5,238

81.0 %
3,155 / 3,897

66.3 %
3,033 / 4,576

56.6 %
2,999 / 5,300

62.0 %
3,097 / 4,993

58.0 %
2,987 / 5,153

57.9 %
2,994 / 5,174

60.7 %
3,095 / 5,103

60.8 %
3,122 / 5,138

59.8 %
3,068 / 5,129

59.6 %
3,129 / 5,250

55.0 %
3,021 / 5,496

5.3 %
240 / 4,559

56.7 %
3,396 / 5,993

60.0 %
3,261 / 5,439

61.1 %
3,511 / 5,746

57.7 %
3,126 / 5,414

60.4 %
3,245 / 5,369

53.5 %
3,353 / 6,271

53.6 %
3,358 / 6,270

49.0 %
2,973 / 6,072

51.1 %
3,178 / 6,217

51.5 %
3,205 / 6,219

52.0 %
3,291 / 6,333

50.3 %
3,111 / 6,180

49.6 %
3,064 / 6,177

52.0 %
3,225 / 6,203

50.1 %
3,149 / 6,290

50.0 %
3,213 / 6,432

48.2 %
3,046 / 6,320

49.5 %
3,065 / 6,190

51.8 %
3,229 / 6,231

50.4 %
3,346 / 6,637

51.0 %
2,892 / 5,674

62.5 %
3,703 / 5,923

62.0 %
3,468 / 5,591

58.6 %
3,274 / 5,583

74.6 %
3,841 / 5,146

62.4 %
3,537 / 5,668

62.2 %
3,428 / 5,510

59.1 %
3,386 / 5,726

59.8 %
3,483 / 5,820

52.4 %
2,844 / 5,427

62.0 %
3,268 / 5,273

63.6 %
3,498 / 5,497

61.4 %
3,402 / 5,537

54.9 %
3,195 / 5,815

54.5 %
3,199 / 5,871

60.2 %
3,390 / 5,631

60.6 %
3,442 / 5,677

60.4 %
3,368 / 5,579

54.9 %
3,254 / 5,925

62.7 %
3,630 / 5,794

5.2 %
241 / 4,663

72.2 %
3,662 / 5,073

64.6 %
3,694 / 5,717

70.0 %
3,535 / 5,050

72.3 %
3,642 / 5,038

61.9 %
3,714 / 6,001

62.2 %
3,731 / 5,997

55.8 %
3,276 / 5,870

59.3 %
3,531 / 5,954

59.9 %
3,568 / 5,956

60.4 %
3,657 / 6,058

58.6 %
3,462 / 5,904

57.5 %
3,407 / 5,921

60.3 %
3,583 / 5,945

59.6 %
3,552 / 5,958

60.0 %
3,628 / 6,044

57.1 %
3,431 / 6,008

57.3 %
3,401 / 5,935

60.2 %
3,587 / 5,955

60.2 %
3,781 / 6,283

58.4 %
3,190 / 5,460

56.5 %
3,553 / 6,284

62.0 %
3,511 / 5,662

75.8 %
3,821 / 5,041

62.9 %
3,545 / 5,639

59.7 %
3,493 / 5,854

63.2 %
3,547 / 5,611

72.2 %
3,839 / 5,319

65.4 %
3,714 / 5,677

59.4 %
3,115 / 5,245

69.8 %
3,555 / 5,091

61.4 %
3,471 / 5,651

68.8 %
3,692 / 5,367

62.2 %
3,495 / 5,622

61.4 %
3,489 / 5,680

69.3 %
3,731 / 5,387

65.0 %
3,656 / 5,622

68.2 %
3,659 / 5,364

66.2 %
3,673 / 5,549

60.0 %
3,582 / 5,973

3.9 %
156 / 3,977

69.9 %
3,575 / 5,111

80.9 %
3,497 / 4,322

83.9 %
3,608 / 4,300

63.4 %
3,534 / 5,572

63.8 %
3,555 / 5,571

57.7 %
3,114 / 5,400

60.4 %
3,345 / 5,539

61.1 %
3,382 / 5,536

61.5 %
3,474 / 5,651

60.1 %
3,282 / 5,463

58.8 %
3,227 / 5,486

61.9 %
3,406 / 5,505

59.5 %
3,324 / 5,589

59.1 %
3,386 / 5,731

57.0 %
3,203 / 5,623

58.7 %
3,222 / 5,490

61.4 %
3,385 / 5,513

59.7 %
3,541 / 5,933

61.3 %
3,088 / 5,037

60.4 %
3,447 / 5,704

67.4 %
3,408 / 5,054

79.3 %
3,618 / 4,560

69.7 %
3,476 / 4,988

64.7 %
3,398 / 5,252

68.9 %
3,469 / 5,034

74.7 %
3,622 / 4,851

69.8 %
3,582 / 5,129

63.7 %
3,038 / 4,768

81.7 %
3,538 / 4,330

66.8 %
3,370 / 5,043

76.4 %
3,622 / 4,739

64.6 %
3,337 / 5,169

64.4 %
3,356 / 5,212

73.7 %
3,568 / 4,838

72.2 %
3,574 / 4,950

74.8 %
3,556 / 4,752

73.1 %
3,598 / 4,919

63.4 %
3,434 / 5,415

4.5 %
207 / 4,602

66.0 %
3,383 / 5,128

69.0 %
3,510 / 5,084

59.6 %
3,628 / 6,091

60.5 %
3,654 / 6,037

57.4 %
3,337 / 5,815

60.7 %
3,596 / 5,920

61.8 %
3,642 / 5,897

62.0 %
3,724 / 6,008

59.9 %
3,528 / 5,885

58.8 %
3,461 / 5,885

62.0 %
3,654 / 5,896

59.9 %
3,574 / 5,962

59.7 %
3,642 / 6,096

57.2 %
3,436 / 6,012

58.7 %
3,466 / 5,906

62.1 %
3,652 / 5,877

60.9 %
3,802 / 6,248

57.2 %
3,110 / 5,439

60.6 %
3,662 / 6,039

63.9 %
3,558 / 5,564

67.4 %
3,583 / 5,314

66.3 %
3,627 / 5,473

62.0 %
3,540 / 5,714

69.8 %
3,695 / 5,291

65.2 %
3,605 / 5,527

68.2 %
3,794 / 5,562

58.4 %
3,048 / 5,216

69.3 %
3,496 / 5,045

64.0 %
3,537 / 5,525

64.2 %
3,521 / 5,482

61.1 %
3,443 / 5,636

61.1 %
3,466 / 5,669

65.3 %
3,582 / 5,487

96.9 %
4,465 / 4,610

65.4 %
3,548 / 5,425

63.2 %
3,548 / 5,612

63.2 %
3,650 / 5,771

6.4 %
242 / 3,797

92.2 %
3,690 / 4,004

60.7 %
3,396 / 5,599

61.1 %
3,415 / 5,593

54.1 %
2,956 / 5,463

56.7 %
3,184 / 5,613

57.5 %
3,222 / 5,606

57.7 %
3,306 / 5,733

56.3 %
3,123 / 5,544

55.2 %
3,068 / 5,558

58.1 %
3,245 / 5,587

56.0 %
3,158 / 5,644

55.7 %
3,229 / 5,795

54.3 %
3,074 / 5,661

55.0 %
3,065 / 5,572

57.6 %
3,227 / 5,600

56.9 %
3,394 / 5,965

61.6 %
2,984 / 4,846

57.5 %
3,289 / 5,720

64.2 %
3,254 / 5,069

75.9 %
3,467 / 4,565

66.6 %
3,335 / 5,006

61.9 %
3,257 / 5,258

66.3 %
3,317 / 5,006

71.7 %
3,479 / 4,855

67.2 %
3,435 / 5,109

65.0 %
2,947 / 4,536

79.5 %
3,415 / 4,295

63.4 %
3,210 / 5,062

73.6 %
3,479 / 4,730

61.4 %
3,194 / 5,200

61.4 %
3,211 / 5,228

69.3 %
3,381 / 4,879

68.0 %
3,381 / 4,973

74.1 %
3,469 / 4,681

69.3 %
3,418 / 4,934

62.1 %
3,325 / 5,353

4.3 %
166 / 3,894

62.4 %
3,499 / 5,604

62.9 %
3,520 / 5,594

56.1 %
3,063 / 5,458

58.8 %
3,297 / 5,608

59.6 %
3,338 / 5,596

59.8 %
3,422 / 5,726

58.2 %
3,232 / 5,554

57.4 %
3,179 / 5,540

60.2 %
3,360 / 5,585

58.0 %
3,271 / 5,639

57.8 %
3,342 / 5,786

56.2 %
3,179 / 5,656

56.9 %
3,173 / 5,572

59.8 %
3,342 / 5,587

58.8 %
3,504 / 5,963

62.9 %
3,065 / 4,872

59.7 %
3,398 / 5,692

67.1 %
3,374 / 5,029

78.9 %
3,582 / 4,541

69.6 %
3,457 / 4,965

64.2 %
3,362 / 5,235

69.0 %
3,434 / 4,980

74.0 %
3,586 / 4,845

69.9 %
3,559 / 5,092

66.3 %
3,027 / 4,563

82.9 %
3,536 / 4,266

65.9 %
3,320 / 5,038

76.7 %
3,598 / 4,693

63.9 %
3,302 / 5,167

63.8 %
3,317 / 5,200

71.7 %
3,485 / 4,860

71.2 %
3,508 / 4,926

77.0 %
3,586 / 4,655

71.6 %
3,521 / 4,916

64.7 %
3,443 / 5,321

6.5 %
314 / 4,795

87.0 %
4,480 / 5,147

70.6 %
3,774 / 5,345

74.6 %
4,032 / 5,406

75.3 %
4,067 / 5,401

76.1 %
4,163 / 5,474

73.3 %
3,954 / 5,396

72.2 %
3,895 / 5,398

75.2 %
4,069 / 5,408

72.1 %
3,981 / 5,524

72.1 %
4,059 / 5,632

74.1 %
4,000 / 5,396

71.1 %
3,878 / 5,458

72.9 %
4,020 / 5,512

81.0 %
4,466 / 5,512

54.7 %
3,154 / 5,763

52.4 %
3,465 / 6,612

61.6 %
3,541 / 5,753

63.2 %
3,583 / 5,665

58.9 %
3,491 / 5,926

58.7 %
3,491 / 5,949

59.2 %
3,513 / 5,933

63.6 %
3,659 / 5,750

62.3 %
3,710 / 5,954

55.8 %
3,092 / 5,539

60.5 %
3,409 / 5,639

60.0 %
3,481 / 5,798

60.9 %
3,545 / 5,821

84.2 %
4,183 / 4,965

80.0 %
4,093 / 5,119

65.3 %
3,708 / 5,677

60.5 %
3,605 / 5,956

59.2 %
3,492 / 5,894

57.3 %
3,471 / 6,059

54.2 %
3,465 / 6,390

7.8 %
372 / 4,765

71.4 %
3,788 / 5,302

75.0 %
4,037 / 5,383

76.1 %
4,083 / 5,363

76.7 %
4,173 / 5,444

74.0 %
3,966 / 5,358

73.1 %
3,912 / 5,353

76.1 %
4,083 / 5,364

72.9 %
3,996 / 5,484

72.6 %
4,067 / 5,600

73.1 %
3,955 / 5,410

71.7 %
3,888 / 5,422

73.9 %
4,039 / 5,462

80.4 %
4,429 / 5,511

54.3 %
3,169 / 5,836

53.1 %
3,489 / 6,573

61.4 %
3,548 / 5,775

63.8 %
3,610 / 5,662

59.2 %
3,508 / 5,924

58.8 %
3,507 / 5,960

59.7 %
3,540 / 5,925

64.0 %
3,681 / 5,756

62.9 %
3,740 / 5,945

55.0 %
3,102 / 5,640

61.2 %
3,432 / 5,609

60.5 %
3,501 / 5,789

61.5 %
3,564 / 5,795

83.7 %
4,146 / 4,953

81.0 %
4,106 / 5,071

66.3 %
3,729 / 5,627

61.6 %
3,635 / 5,900

59.7 %
3,512 / 5,882

57.8 %
3,498 / 6,053

54.9 %
3,490 / 6,358

6.5 %
275 / 4,255

85.8 %
4,083 / 4,758

87.9 %
4,148 / 4,719

87.3 %
4,210 / 4,821

84.3 %
4,000 / 4,745

83.2 %
3,951 / 4,746

87.2 %
4,129 / 4,735

83.0 %
4,039 / 4,866

82.1 %
4,091 / 4,983

76.5 %
3,812 / 4,986

80.1 %
3,883 / 4,849

80.9 %
3,994 / 4,935

76.9 %
4,082 / 5,311

48.8 %
2,769 / 5,670

48.9 %
3,123 / 6,387

55.2 %
3,117 / 5,651

57.8 %
3,168 / 5,483

54.4 %
3,115 / 5,722

53.0 %
3,084 / 5,821

54.1 %
3,109 / 5,744

57.2 %
3,219 / 5,627

56.4 %
3,282 / 5,818

49.4 %
2,697 / 5,463

56.7 %
3,055 / 5,387

54.9 %
3,093 / 5,638

54.9 %
3,108 / 5,657

69.8 %
3,524 / 5,052

70.1 %
3,564 / 5,086

60.2 %
3,304 / 5,491

58.3 %
3,313 / 5,682

54.1 %
3,087 / 5,708

52.8 %
3,098 / 5,864

50.5 %
3,112 / 6,159

6.5 %
297 / 4,585

92.4 %
4,420 / 4,782

93.1 %
4,510 / 4,846

90.9 %
4,321 / 4,752

89.3 %
4,258 / 4,766

91.4 %
4,391 / 4,802

86.7 %
4,286 / 4,946

86.2 %
4,354 / 5,052

82.5 %
4,123 / 4,999

87.2 %
4,217 / 4,835

86.4 %
4,284 / 4,956

82.3 %
4,384 / 5,324

50.5 %
2,949 / 5,843

52.0 %
3,369 / 6,481

58.1 %
3,351 / 5,768

60.8 %
3,408 / 5,604

57.4 %
3,344 / 5,830

55.9 %
3,316 / 5,935

57.0 %
3,342 / 5,868

60.7 %
3,469 / 5,718

59.2 %
3,512 / 5,930

50.9 %
2,875 / 5,643

58.0 %
3,242 / 5,586

57.5 %
3,317 / 5,768

58.0 %
3,347 / 5,771

73.7 %
3,780 / 5,130

73.6 %
3,809 / 5,175

62.8 %
3,533 / 5,624

61.7 %
3,572 / 5,787

56.6 %
3,311 / 5,848

55.9 %
3,339 / 5,968

53.2 %
3,345 / 6,285

6.5 %
299 / 4,615

93.8 %
4,543 / 4,844

90.6 %
4,329 / 4,776

89.6 %
4,280 / 4,777

92.6 %
4,436 / 4,791

87.8 %
4,330 / 4,934

87.4 %
4,401 / 5,037

82.8 %
4,146 / 5,009

86.4 %
4,213 / 4,877

87.4 %
4,324 / 4,949

83.2 %
4,427 / 5,320

51.2 %
2,989 / 5,836

52.5 %
3,402 / 6,480

59.1 %
3,394 / 5,744

61.6 %
3,449 / 5,602

58.0 %
3,382 / 5,829

56.6 %
3,354 / 5,923

57.6 %
3,378 / 5,868

61.4 %
3,510 / 5,718

60.0 %
3,556 / 5,925

51.8 %
2,916 / 5,632

58.8 %
3,280 / 5,578

58.4 %
3,356 / 5,750

58.7 %
3,387 / 5,767

74.4 %
3,815 / 5,127

74.7 %
3,853 / 5,159

63.6 %
3,573 / 5,615

62.8 %
3,618 / 5,764

57.2 %
3,345 / 5,850

56.7 %
3,382 / 5,960

53.9 %
3,383 / 6,279

6.9 %
329 / 4,769

90.2 %
4,398 / 4,874

89.1 %
4,343 / 4,876

93.4 %
4,532 / 4,853

88.5 %
4,432 / 5,009

88.3 %
4,506 / 5,102

82.4 %
4,209 / 5,105

86.2 %
4,286 / 4,972

87.8 %
4,414 / 5,029

84.4 %
4,532 / 5,370

51.4 %
3,067 / 5,966

52.8 %
3,484 / 6,602

59.4 %
3,476 / 5,850

61.7 %
3,532 / 5,721

58.4 %
3,467 / 5,936

57.0 %
3,439 / 6,035

57.8 %
3,462 / 5,991

61.8 %
3,593 / 5,814

60.5 %
3,642 / 6,024

51.8 %
2,991 / 5,774

59.0 %
3,365 / 5,707

58.6 %
3,439 / 5,864

58.9 %
3,470 / 5,892

74.7 %
3,901 / 5,221

75.7 %
3,963 / 5,232

64.0 %
3,661 / 5,718

62.9 %
3,699 / 5,877

57.4 %
3,428 / 5,971

56.9 %
3,464 / 6,093

54.1 %
3,467 / 6,408

6.6 %
296 / 4,483

92.3 %
4,283 / 4,642

91.7 %
4,353 / 4,745

87.1 %
4,254 / 4,883

86.4 %
4,318 / 5,000

84.2 %
4,126 / 4,901

88.9 %
4,216 / 4,742

86.6 %
4,246 / 4,901

80.3 %
4,290 / 5,341

49.8 %
2,883 / 5,784

51.3 %
3,294 / 6,424

57.4 %
3,282 / 5,722

60.2 %
3,340 / 5,544

56.7 %
3,276 / 5,782

54.9 %
3,242 / 5,901

56.4 %
3,275 / 5,807

59.9 %
3,400 / 5,674

58.5 %
3,444 / 5,890

50.3 %
2,810 / 5,581

57.6 %
3,184 / 5,523

56.8 %
3,247 / 5,715

57.5 %
3,283 / 5,714

73.3 %
3,727 / 5,084

73.3 %
3,757 / 5,127

62.2 %
3,468 / 5,578

61.1 %
3,509 / 5,747

56.1 %
3,247 / 5,789

55.4 %
3,272 / 5,910

52.7 %
3,279 / 6,221

6.5 %
289 / 4,438

90.3 %
4,293 / 4,754

86.1 %
4,206 / 4,883

85.0 %
4,257 / 5,007

83.4 %
4,084 / 4,894

87.5 %
4,158 / 4,753

84.8 %
4,176 / 4,925

79.1 %
4,230 / 5,350

48.9 %
2,833 / 5,788

50.2 %
3,240 / 6,455

56.4 %
3,232 / 5,730

59.0 %
3,286 / 5,566

55.5 %
3,220 / 5,801

53.9 %
3,187 / 5,912

55.3 %
3,224 / 5,825

58.8 %
3,346 / 5,686

57.3 %
3,383 / 5,907

49.6 %
2,766 / 5,578

56.6 %
3,129 / 5,524

55.9 %
3,199 / 5,721

56.4 %
3,231 / 5,727

72.3 %
3,674 / 5,081

72.2 %
3,702 / 5,124

61.4 %
3,420 / 5,569

59.9 %
3,441 / 5,748

55.0 %
3,191 / 5,798

54.3 %
3,218 / 5,922

51.7 %
3,226 / 6,237

6.5 %
300 / 4,609

88.9 %
4,360 / 4,903

88.8 %
4,441 / 5,001

82.8 %
4,146 / 5,007

86.8 %
4,221 / 4,862

87.6 %
4,336 / 4,951

82.7 %
4,413 / 5,333

51.6 %
3,004 / 5,824

52.9 %
3,420 / 6,467

59.4 %
3,403 / 5,731

62.3 %
3,472 / 5,575

58.5 %
3,402 / 5,811

56.9 %
3,367 / 5,918

58.1 %
3,402 / 5,852

61.4 %
3,511 / 5,718

60.5 %
3,573 / 5,910

52.2 %
2,931 / 5,618

59.4 %
3,305 / 5,564

58.8 %
3,370 / 5,732

58.8 %
3,393 / 5,769

74.7 %
3,824 / 5,118

75.1 %
3,864 / 5,147

64.2 %
3,586 / 5,587

63.1 %
3,635 / 5,758

57.7 %
3,367 / 5,834

57.1 %
3,396 / 5,948

54.4 %
3,403 / 6,261

6.6 %
304 / 4,640

90.6 %
4,482 / 4,947

80.7 %
4,103 / 5,084

84.7 %
4,182 / 4,938

83.4 %
4,237 / 5,083

79.0 %
4,320 / 5,466

48.8 %
2,927 / 5,994

51.1 %
3,340 / 6,537

56.9 %
3,320 / 5,838

59.8 %
3,382 / 5,656

56.1 %
3,315 / 5,904

54.4 %
3,282 / 6,038

56.0 %
3,322 / 5,937

58.7 %
3,423 / 5,834

58.2 %
3,492 / 5,998

49.5 %
2,860 / 5,774

57.3 %
3,219 / 5,621

56.3 %
3,286 / 5,832

56.6 %
3,310 / 5,844

71.4 %
3,736 / 5,233

72.6 %
3,800 / 5,231

61.4 %
3,497 / 5,698

60.9 %
3,552 / 5,828

55.8 %
3,286 / 5,893

55.1 %
3,315 / 6,017

52.7 %
3,329 / 6,321

8.1 %
389 / 4,774

79.3 %
4,143 / 5,222

82.6 %
4,205 / 5,092

83.3 %
4,315 / 5,181

78.8 %
4,386 / 5,567

49.7 %
2,992 / 6,023

51.2 %
3,415 / 6,674

56.4 %
3,385 / 6,004

59.4 %
3,450 / 5,808

55.7 %
3,379 / 6,061

54.7 %
3,364 / 6,152

55.8 %
3,390 / 6,077

58.6 %
3,493 / 5,958

58.4 %
3,570 / 6,108

50.1 %
2,922 / 5,832

57.1 %
3,288 / 5,763

55.9 %
3,350 / 5,994

56.2 %
3,371 / 5,996

71.0 %
3,804 / 5,355

72.5 %
3,876 / 5,343

61.0 %
3,561 / 5,842

60.5 %
3,616 / 5,981

55.5 %
3,351 / 6,036

54.8 %
3,380 / 6,171

52.7 %
3,402 / 6,461

7.1 %
319 / 4,516

84.8 %
4,128 / 4,867

80.4 %
4,112 / 5,115

84.0 %
4,405 / 5,246

48.3 %
2,838 / 5,881

49.2 %
3,232 / 6,565

54.8 %
3,216 / 5,873

57.5 %
3,272 / 5,695

53.5 %
3,188 / 5,963

53.2 %
3,188 / 5,988

54.4 %
3,225 / 5,932

57.2 %
3,333 / 5,824

56.1 %
3,383 / 6,028

48.6 %
2,762 / 5,683

55.0 %
3,114 / 5,660

54.3 %
3,187 / 5,864

55.1 %
3,226 / 5,850

73.5 %
3,759 / 5,115

70.4 %
3,694 / 5,244

59.2 %
3,379 / 5,708

58.1 %
3,416 / 5,875

53.8 %
3,188 / 5,921

53.1 %
3,211 / 6,045

50.9 %
3,230 / 6,348

6.4 %
286 / 4,461

83.6 %
4,156 / 4,971

79.4 %
4,249 / 5,349

48.5 %
2,829 / 5,829

50.3 %
3,247 / 6,451

55.9 %
3,221 / 5,759

58.8 %
3,276 / 5,569

55.2 %
3,213 / 5,816

53.7 %
3,188 / 5,932

55.3 %
3,223 / 5,828

58.4 %
3,335 / 5,707

57.2 %
3,383 / 5,918

49.0 %
2,758 / 5,625

56.2 %
3,121 / 5,550

55.5 %
3,190 / 5,746

56.2 %
3,225 / 5,743

71.5 %
3,664 / 5,124

72.5 %
3,717 / 5,126

60.8 %
3,403 / 5,599

59.7 %
3,446 / 5,768

54.6 %
3,182 / 5,824

54.3 %
3,216 / 5,926

51.9 %
3,231 / 6,231

6.8 %
317 / 4,648

79.7 %
4,358 / 5,467

51.5 %
2,993 / 5,815

52.5 %
3,408 / 6,495

59.3 %
3,413 / 5,760

61.2 %
3,443 / 5,628

58.1 %
3,398 / 5,844

56.0 %
3,340 / 5,963

57.9 %
3,394 / 5,866

61.5 %
3,523 / 5,724

60.1 %
3,574 / 5,944

51.8 %
2,917 / 5,634

58.9 %
3,284 / 5,574

58.6 %
3,376 / 5,758

60.1 %
3,431 / 5,707

72.3 %
3,777 / 5,221

72.2 %
3,799 / 5,260

63.6 %
3,573 / 5,615

63.2 %
3,629 / 5,743

57.3 %
3,352 / 5,850

57.2 %
3,399 / 5,942

53.8 %
3,387 / 6,290

7.1 %
360 / 5,105

51.6 %
3,150 / 6,107

51.7 %
3,553 / 6,874

56.9 %
3,518 / 6,184

60.1 %
3,607 / 6,001

56.0 %
3,510 / 6,268

56.2 %
3,511 / 6,247

57.0 %
3,552 / 6,236

60.2 %
3,670 / 6,100

59.2 %
3,730 / 6,299

51.6 %
3,058 / 5,925

57.5 %
3,429 / 5,968

56.5 %
3,490 / 6,176

57.9 %
3,562 / 6,151

78.8 %
4,169 / 5,288

75.9 %
4,112 / 5,417

62.4 %
3,729 / 5,980

61.7 %
3,775 / 6,118

56.6 %
3,520 / 6,218

55.8 %
3,542 / 6,350

53.1 %
3,543 / 6,670

5.1 %
188 / 3,667

51.1 %
3,044 / 5,957

54.1 %
3,022 / 5,587

58.1 %
3,107 / 5,347

56.1 %
3,027 / 5,398

54.6 %
3,014 / 5,522

59.4 %
3,045 / 5,125

59.5 %
3,137 / 5,270

58.9 %
3,158 / 5,363

84.3 %
3,284 / 3,896

62.0 %
3,017 / 4,864

54.5 %
3,006 / 5,516

58.8 %
3,075 / 5,231

54.9 %
2,969 / 5,412

54.9 %
2,979 / 5,422

57.2 %
3,076 / 5,378

58.6 %
3,101 / 5,296

56.2 %
3,061 / 5,445

56.7 %
3,096 / 5,457

54.6 %
3,041 / 5,572

5.3 %
261 / 4,953

60.7 %
3,579 / 5,892

58.6 %
3,444 / 5,876

70.3 %
3,877 / 5,516

63.7 %
3,738 / 5,870

61.6 %
3,562 / 5,785

59.1 %
3,537 / 5,983

59.3 %
3,614 / 6,093

51.9 %
2,984 / 5,755

60.2 %
3,384 / 5,624

60.9 %
3,560 / 5,846

58.9 %
3,472 / 5,897

53.0 %
3,281 / 6,191

53.0 %
3,301 / 6,231

55.9 %
3,399 / 6,081

62.1 %
3,660 / 5,892

57.2 %
3,417 / 5,972

54.8 %
3,399 / 6,199

84.8 %
4,469 / 5,272

5.0 %
218 / 4,327

66.4 %
3,437 / 5,176

69.3 %
3,613 / 5,210

65.0 %
3,548 / 5,458

64.3 %
3,449 / 5,364

64.2 %
3,476 / 5,418

62.9 %
3,521 / 5,599

55.8 %
2,981 / 5,342

66.3 %
3,324 / 5,013

90.5 %
4,101 / 4,529

64.4 %
3,440 / 5,345

61.3 %
3,320 / 5,415

60.9 %
3,330 / 5,467

66.8 %
3,514 / 5,264

64.5 %
3,512 / 5,446

63.7 %
3,397 / 5,331

59.9 %
3,350 / 5,593

63.4 %
3,574 / 5,635

4.0 %
165 / 4,143

68.8 %
3,521 / 5,119

64.0 %
3,453 / 5,399

68.2 %
3,516 / 5,157

79.5 %
3,829 / 4,816

71.2 %
3,690 / 5,180

60.6 %
3,062 / 5,055

76.9 %
3,505 / 4,558

66.0 %
3,404 / 5,157

73.2 %
3,615 / 4,941

64.6 %
3,387 / 5,240

64.3 %
3,402 / 5,288

74.7 %
3,658 / 4,895

69.6 %
3,583 / 5,148

72.8 %
3,563 / 4,893

71.3 %
3,605 / 5,058

62.4 %
3,471 / 5,559

5.1 %
221 / 4,371

73.9 %
3,806 / 5,150

70.1 %
3,607 / 5,145

69.3 %
3,629 / 5,233

68.9 %
3,702 / 5,371

58.1 %
2,988 / 5,139

69.7 %
3,435 / 4,926

68.9 %
3,580 / 5,195

67.5 %
3,517 / 5,207

59.9 %
3,308 / 5,518

59.9 %
3,325 / 5,554

65.2 %
3,477 / 5,336

68.1 %
3,626 / 5,321

66.0 %
3,478 / 5,267

62.5 %
3,447 / 5,517

71.4 %
3,828 / 5,360

6.0 %
268 / 4,451

64.9 %
3,515 / 5,412

65.7 %
3,574 / 5,444

63.9 %
3,601 / 5,632

56.5 %
2,973 / 5,261

64.7 %
3,352 / 5,182

64.7 %
3,521 / 5,438

62.0 %
3,427 / 5,525

58.5 %
3,289 / 5,625

58.0 %
3,298 / 5,687

61.8 %
3,434 / 5,555

63.6 %
3,538 / 5,561

61.2 %
3,394 / 5,549

57.6 %
3,350 / 5,811

64.8 %
3,686 / 5,687

5.6 %
236 / 4,244

67.7 %
3,578 / 5,285

68.9 %
3,677 / 5,337

61.0 %
2,994 / 4,905

69.7 %
3,424 / 4,912

64.7 %
3,433 / 5,308

67.6 %
3,519 / 5,205

61.0 %
3,341 / 5,479

60.7 %
3,356 / 5,526

64.6 %
3,484 / 5,390

71.7 %
3,693 / 5,152

66.8 %
3,500 / 5,241

62.4 %
3,415 / 5,472

64.1 %
3,552 / 5,544

5.3 %
230 / 4,376

69.9 %
3,734 / 5,345

60.9 %
3,077 / 5,051

71.3 %
3,490 / 4,896

63.5 %
3,435 / 5,412

71.5 %
3,666 / 5,130

64.0 %
3,448 / 5,389

64.0 %
3,467 / 5,420

71.0 %
3,683 / 5,190

67.1 %
3,604 / 5,370

69.9 %
3,617 / 5,178

66.5 %
3,589 / 5,395

62.6 %
3,555 / 5,675

5.0 %
233 / 4,632
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~45,000 gene families

4144 proteins
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Abstract

Background: The size of the core- and pan-genome of bacterial species is a topic of increasing interest due to
the growing number of sequenced prokaryote genomes, many from the same species. Attempts to estimate these
quantities have been made, using regression methods or mixture models. We extend the latter approach by using
statistical ideas developed for capture-recapture problems in ecology and epidemiology.

Results: We estimate core- and pan-genome sizes for 16 different bacterial species. The results reveal a complex
dependency structure for most species, manifested as heterogeneous detection probabilities. Estimated pan-
genome sizes range from small (around 2600 gene families) in Buchnera aphidicola to large (around 43000 gene
families) in Escherichia coli. Results for Echerichia coli show that as more data become available, a larger diversity
is estimated, indicating an extensive pool of rarely occurring genes in the population.

Conclusions: Analyzing pan-genomics data with binomial mixture models is a way to handle dependencies between
genomes, which we find is always present. A bottleneck in the estimation procedure is the annotation of rarely
occurring genes.

Background

One of the consequences of the explosion in numbers
of fully sequenced and annotated microbial genomes
is that we are now facing the challenges of compara-
tive pan-genomics [1]. The microbial pan-genome, as
defined by [2], is the number of essentially different
genes found within a population at a specified taxo-
nomic level, usually within a species, though this can
be extended to higher levels, such as genus. As mul-
tiple genomes of the same species are sequenced, one
can construct the pan-genome, and begin to compare

pan-genomes from different species.
Having a set of fully sequenced and annotated

genomes from several strains within a species, one is
interested in two sets of genes. The first is the set of
core genes, i.e. the genes found in every strain within
a species. The size and content of the core genome
is interesting for characterizing the genomic essence
of the species. The other set is the pan-genome,
which is the total number of different genes found in
all strains within the species. The size of this pan-
genome, relative to the number of genes found in a
typical strain, is an indicator of the plasticity of the

1
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  1 :  Escherichia coli 0157:H7 str. EC4196
  2 :  Escherichia coli 0157:H7 str. EC4113
  3 :  Escherichia coli 0157:H7 str. EC508
  4 :  Escherichia coli 0157:H7 str. EC4501
  5 :  Escherichia coli 0157:H7 str. EC4076
  6 :  Escherichia coli 0157:H7 str. EC4115
  7 :  Escherichia coli 0157:H7 str. EC4042
  8 :  Escherichia coli 0157:H7 str. EC4486
  9 :  Escherichia coli 0157:H7 str. EC869
10 :  Escherichia coli 0157:H7 str. EC4206
11 :  Escherichia coli 0157:H7 str. EC4401
12 :  Escherichia coli 0157:H7 str. EDL933
13 :  Escherichia coli 0157:H7 str. TW14588
14 :  Escherichia coli 0157:H7 str. Sakai
15 :  Escherichia coli 0157:H7 EC4045
16 :  Escherichia coli 0157:H7 str. LANL ECF
17 :  Escherichia coli 0157:H7 str. LANL ECA
18 :  Escherichia coli K12 str. DH10B
19 :  Escherichia coli K12 str. MG1655
20 :  Escherichia coli K12 str. W3110
21 :  Escherichia coli K12 str. DH1
22 :  Escherichia coli BW2952
23 :  Escherichia coli ATCC8739
24 :  Escherichia coli B REL606
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104 :  Dickeya dadantii Ech586
105 :  Edwardsiella tarda EIB202
106 :  Edwardsiella ictaluri 93 146
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112 :  Photorhabdus asymbiotica
113 :  Photorhabdus luminescens subsp laumondii TTO1
114 :  Sodalis glossinidius str morsitans 
115 :  Serratia proteamaculans 568
116 :  Wigglesworthia glossinidia endosymbiont of Glossina brevipalpis
117 :  Xenorhabdus bovienii SS 2004

1 5 9 14 19 24 29 34 39 44 49 54 59 64 69 74 79 84 89 94 99 105 112

0
1

0
0

0
0

2
0

0
0

0
3

0
0

0
0

4
0

0
0

0
5

0
0

0
0

New genes
New gene families
Core genome
Pan genome

1 :  Buchnera aphidicola str Cc
2 :  Buchnera aphidicola str APS
3 :  Buchnera aphidicola str Bp
4 :  Buchnera aphidicola str Sg
5 :  Buchnera aphidicola str Tuc7
6 :  Buchnera aphidicola str 5A
7 :  Escherichia coli BL21(DE3 AU)
8 :  Escherichia coli BL21(DE3 DOE)
9 :  Escherichia coli BL21(DE3 Korea)
10 :  Escherichia coli B str REL606
11 :  Escherichia coli K 12 MG1655
12 :  Escherichia coli K 12 W3110
13 :  Escherichia coli K 12 DH10B
14 :  Escherichia coli DH1
15 :  Escherichia coli BW2952
16 :  Escherichia coli ATCC 8739
17 :  Escherichia_coli HS
18 :  Escherichia coli E24377A
19 :  Escherichia coli 536
20 :  Escherichia coli UTI89
21 :  Escherichia coli APEC O1
22 :  Escherichia coli SE11
23 :  Escherichia coli SE15
24 :  Escherichia coli SMS 3 5
25 :  Escherichia coli 042
26 :  Escherichia coli CFT073
27 :  Escherichia coli IAI1
28 :  Escherichia coli S88
29 :  Escherichia coli ED1a
30 :  Escherichia coli IAI39
31 :  Escherichia coli 55989
32 :  Escherichia coli UMN026
33 :  Escherichia coli O26:H11 str. 11368
34 :  Escherichia coli O103:H2 str. 12009
35 :  Escherichia coli O111:H  str. 11128
36 :  Escherichia coli O127:H6 str. E2348/69
37 :  Escherichia coli O157:H7 str. Sakai
38 :  Escherichia coli O157:H7 str. EDL933
39 :  Escherichia coli O157:H7 str EC4115
40 :  Escherichia coli O157:H7 str. TW14359
41 :  Escherichia fergusonii ATCC 35469
42 :  Yersinia enterocolitica subsp enterocolitica 8081
43 :  Yersinia pestis Angola
44 :  Yersinia pestis Antiqua 
45 :  Yersinia pestis CO92
46 :  Yersinia pestis D106004
47 :  Yersinia pestis D182038
48 :  Yersinia pestis KIM 10 
49 :  Yersinia pestis Nepal516
50 :  Yersinia pestis Pestoides F 
51 :  Yersinia pestis biovar Microtus str 91001
52 :  Yersinia pseudotuberculosis IP 31758 
53 :  Yersinia pseudotuberculosis IP 32953
54 :  Yersinia pseudotuberculosis PB1/+ 
55 :  Yersinia pseudotuberculosis YPIII 
56 :  Shigella boydii CDC 3083 94 
57 :  Shigella boydii Sb227
58 :  Shigella dysenteriae Sd197 
59 :  Shigella flexneri 2002017 
60 :  Shigella flexneri 2a str 2457T 
61 :  Shigella flexneri 2a str 301 
62 :  Shigella flexneri 5 str. 8401
63 :  Shigella sonnei Ss046 
64 :  Erwinia amylovora ATCC 49946
65 :  Erwinia pyrifoliae DSM 12163
66 :  Erwinia pyrifoliae Ep1/96 
67 :  Erwinia tasmaniensis Et1/99 
68 :  Salmonella enterica subsp. arizonae serovar 62:z4 z23:
69 :  Salmonella enterica serovar Paratyphi A str ATCC 9150
70 :  Salmonella enterica serovar Newport str. SL254
71 :  Salmonella enterica serovar Schwarzengrund str CVM19633
72 :  Salmonella enterica serovar Dublin str CT_02021853
73 :  Salmonella enterica serovar Heidelberg str SL476
74 :  Salmonella enterica serovar Agona str SL483
75 :  Salmonella enterica serovar Paratyphi C strain RKS4594
76 :  Salmonella enterica serovar Typhi str CT18 
77 :  Salmonella enterica serovar Typhimurium str LT2
78 :  Salmonella enterica serovar Paratyphi B str SPB7
79 :  Salmonella enterica serovar Enteritidis str P125109
80 :  Salmonella enterica serovar Gallinarum str 287/91
81 :  Salmonella enterica serovar Paratyphi A str AKU_12601
82 :  Salmonella enterica serovar Typhimurium str 14028S
83 :  Salmonella enterica serovar Typhi str Ty2 
84 :  Salmonella enterica serovar Typhimurium
85 :  Salmonella enterica serovar Choleraesuis str SC B67
86 :  Klebsiella pneumoniae subsp pneumoniae MGH 78578 
87 :  Klebsiella pneumoniae NTUH K2044 
88 :  Klebsiella pneumoniae 342
89 :  Klebsiella variicola At 22 
90 :  Proteus mirabilis HI4320 
91 :  Proteus mirabilis ATCC 29906
92 :  Proteus penneri ATCC 35198
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# genes in human genome

38 “core gene families”

46,058 “pan-gene families”

117 enteric genomes 
(“E. coli & friends”)
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1,980 / 5,555

29.4 %
2,025 / 6,899

33.9 %
1,971 / 5,810

35.9 %
1,993 / 5,558

28.2 %
1,989 / 7,051

39.4 %
2,167 / 5,502

36.5 %
2,103 / 5,761

36.2 %
2,039 / 5,631

26.2 %
1,648 / 6,288

37.0 %
2,245 / 6,069

34.8 %
2,172 / 6,237

30.9 %
2,163 / 6,992

32.6 %
2,080 / 6,390

3.7 %
155 / 4,227

28.5 %
1,776 / 6,228

29.1 %
1,829 / 6,275

44.4 %
2,494 / 5,618

48.3 %
2,697 / 5,584

34.8 %
2,216 / 6,370

36.4 %
2,215 / 6,090

33.4 %
2,062 / 6,180

34.1 %
2,179 / 6,395

38.8 %
2,315 / 5,965

31.9 %
2,015 / 6,308

30.4 %
2,028 / 6,667

31.4 %
2,040 / 6,491

29.6 %
2,012 / 6,805

31.6 %
2,093 / 6,623

28.9 %
1,976 / 6,833

34.4 %
2,123 / 6,179

28.7 %
2,163 / 7,529

33.8 %
2,161 / 6,398

33.2 %
2,079 / 6,263

27.7 %
2,130 / 7,691

38.5 %
2,342 / 6,078

33.9 %
2,188 / 6,454

66.5 %
3,329 / 5,008

25.3 %
1,754 / 6,945

36.4 %
2,425 / 6,659

33.6 %
2,304 / 6,866

31.3 %
2,362 / 7,545

32.9 %
2,284 / 6,943

2.4 %
85 / 3,522

30.1 %
1,694 / 5,619

28.8 %
1,675 / 5,823

28.0 %
1,681 / 6,008

30.4 %
1,838 / 6,039

31.9 %
1,831 / 5,748

29.3 %
1,726 / 5,881

29.8 %
1,818 / 6,100

33.6 %
1,907 / 5,677

28.8 %
1,697 / 5,884

27.5 %
1,710 / 6,227

27.9 %
1,706 / 6,111

26.6 %
1,688 / 6,354

27.9 %
1,743 / 6,238

26.4 %
1,676 / 6,344

30.6 %
1,779 / 5,809

25.7 %
1,831 / 7,111

29.8 %
1,793 / 6,020

30.8 %
1,787 / 5,802

25.0 %
1,817 / 7,282

30.0 %
1,790 / 5,970

26.9 %
1,688 / 6,275

28.9 %
1,742 / 6,032

29.9 %
1,834 / 6,129

29.7 %
1,922 / 6,470

26.5 %
1,781 / 6,719

24.1 %
1,796 / 7,455

26.7 %
1,794 / 6,727

2.8 %
101 / 3,556

30.1 %
1,755 / 5,834

29.4 %
1,764 / 5,994

31.7 %
1,910 / 6,027

33.4 %
1,913 / 5,726

30.4 %
1,777 / 5,851

31.0 %
1,878 / 6,064

34.3 %
1,953 / 5,693

32.0 %
1,860 / 5,806

30.9 %
1,867 / 6,049

31.1 %
1,863 / 5,998

29.1 %
1,829 / 6,289

31.2 %
1,915 / 6,137

30.7 %
1,797 / 5,846

33.9 %
1,946 / 5,744

28.3 %
1,988 / 7,025

31.9 %
1,917 / 6,017

34.0 %
1,954 / 5,744

27.8 %
1,995 / 7,182

31.0 %
1,863 / 6,006

28.8 %
1,801 / 6,261

29.8 %
1,805 / 6,066

25.0 %
1,620 / 6,482

31.4 %
2,028 / 6,455

28.4 %
1,901 / 6,689

25.4 %
1,894 / 7,444

29.3 %
1,956 / 6,684

3.1 %
118 / 3,785

56.8 %
2,820 / 4,964

33.3 %
2,026 / 6,079

35.2 %
2,031 / 5,776

32.2 %
1,907 / 5,924

32.5 %
2,001 / 6,153

37.3 %
2,117 / 5,678

32.5 %
1,911 / 5,875

31.0 %
1,927 / 6,219

32.0 %
1,946 / 6,081

29.9 %
1,908 / 6,373

31.8 %
1,969 / 6,191

29.5 %
1,886 / 6,394

35.0 %
2,023 / 5,787

28.5 %
2,037 / 7,146

33.1 %
2,006 / 6,066

34.0 %
1,989 / 5,858

27.4 %
2,004 / 7,317

37.4 %
2,162 / 5,781

34.0 %
2,072 / 6,094

46.9 %
2,515 / 5,357

25.1 %
1,649 / 6,577

35.4 %
2,261 / 6,380

33.7 %
2,191 / 6,492

31.3 %
2,244 / 7,165

31.4 %
2,086 / 6,647

3.7 %
146 / 3,904

33.9 %
2,099 / 6,190

35.7 %
2,102 / 5,885

32.4 %
1,955 / 6,034

33.0 %
2,063 / 6,244

36.8 %
2,147 / 5,842

32.0 %
1,944 / 6,080

30.3 %
1,948 / 6,431

31.3 %
1,970 / 6,296

29.4 %
1,937 / 6,591

31.3 %
2,006 / 6,406

30.3 %
1,908 / 6,300

34.3 %
2,049 / 5,973

28.5 %
2,084 / 7,313

32.7 %
2,041 / 6,233

33.0 %
2,002 / 6,063

26.9 %
2,025 / 7,517

37.8 %
2,234 / 5,903

34.0 %
2,124 / 6,250

49.4 %
2,665 / 5,394

25.7 %
1,710 / 6,664

35.5 %
2,310 / 6,501

34.2 %
2,269 / 6,636

31.3 %
2,294 / 7,331

31.4 %
2,140 / 6,814

2.4 %
101 / 4,159

73.8 %
3,423 / 4,636

66.4 %
3,187 / 4,802

69.7 %
3,416 / 4,903

50.1 %
2,723 / 5,433

32.7 %
2,030 / 6,200

31.3 %
2,046 / 6,539

31.6 %
2,031 / 6,429

29.7 %
1,995 / 6,712

31.7 %
2,075 / 6,541

29.4 %
1,967 / 6,701

34.6 %
2,117 / 6,112

29.2 %
2,169 / 7,435

33.5 %
2,124 / 6,348

34.0 %
2,086 / 6,137

28.6 %
2,160 / 7,544

35.4 %
2,189 / 6,176

32.8 %
2,112 / 6,445

35.8 %
2,209 / 6,162

28.7 %
1,907 / 6,649

38.6 %
2,502 / 6,481

32.8 %
2,243 / 6,838

29.6 %
2,245 / 7,573

31.7 %
2,208 / 6,957

3.2 %
124 / 3,858

70.3 %
3,142 / 4,472

79.1 %
3,469 / 4,385

54.1 %
2,762 / 5,109

34.2 %
2,027 / 5,919

32.7 %
2,044 / 6,248

33.6 %
2,049 / 6,105

31.2 %
2,003 / 6,416

33.5 %
2,083 / 6,222

30.8 %
1,974 / 6,399

36.4 %
2,118 / 5,824

31.0 %
2,197 / 7,097

35.2 %
2,131 / 6,054

36.5 %
2,119 / 5,806

28.9 %
2,113 / 7,318

37.5 %
2,199 / 5,869

34.5 %
2,125 / 6,156

38.3 %
2,232 / 5,828

30.0 %
1,907 / 6,351

39.6 %
2,475 / 6,256

34.6 %
2,261 / 6,536

30.9 %
2,251 / 7,292

33.4 %
2,220 / 6,649

2.3 %
86 / 3,699

76.4 %
3,330 / 4,358

48.8 %
2,559 / 5,244

31.4 %
1,901 / 6,059

30.4 %
1,923 / 6,323

30.8 %
1,913 / 6,206

29.2 %
1,884 / 6,456

31.7 %
1,956 / 6,164

29.4 %
1,860 / 6,337

33.2 %
1,982 / 5,976

27.9 %
2,029 / 7,279

32.0 %
1,988 / 6,216

33.0 %
1,952 / 5,910

27.0 %
1,986 / 7,360

33.7 %
2,045 / 6,068

31.4 %
1,982 / 6,311

34.2 %
2,065 / 6,046

27.4 %
1,786 / 6,512

35.6 %
2,296 / 6,446

31.9 %
2,117 / 6,628

28.4 %
2,116 / 7,448

30.4 %
2,072 / 6,808

2.6 %
104 / 3,965

50.0 %
2,713 / 5,423

32.4 %
2,004 / 6,187

31.7 %
2,023 / 6,375

32.5 %
2,014 / 6,201

30.6 %
1,973 / 6,458

32.6 %
2,065 / 6,330

31.7 %
1,948 / 6,142

33.8 %
2,088 / 6,186

28.6 %
2,145 / 7,488

32.8 %
2,103 / 6,410

33.6 %
2,064 / 6,148

27.7 %
2,099 / 7,586

34.3 %
2,152 / 6,267

32.2 %
2,100 / 6,515

34.9 %
2,180 / 6,239

28.5 %
1,903 / 6,680

37.0 %
2,429 / 6,572

32.9 %
2,225 / 6,753

29.0 %
2,217 / 7,641

31.3 %
2,189 / 6,996

3.1 %
121 / 3,856

37.1 %
2,124 / 5,730

35.1 %
2,136 / 6,081

36.0 %
2,137 / 5,931

33.3 %
2,087 / 6,270

36.5 %
2,208 / 6,052

33.0 %
2,067 / 6,260

39.6 %
2,244 / 5,667

32.8 %
2,296 / 6,997

38.6 %
2,262 / 5,860

39.6 %
2,248 / 5,672

32.5 %
2,303 / 7,096

41.7 %
2,367 / 5,682

36.4 %
2,203 / 6,053

39.6 %
2,282 / 5,758

30.0 %
1,916 / 6,388

44.6 %
2,677 / 6,002

37.9 %
2,408 / 6,358

33.7 %
2,395 / 7,102

37.1 %
2,386 / 6,439

4.0 %
138 / 3,449

84.5 %
3,283 / 3,886

63.7 %
2,813 / 4,413

58.4 %
2,733 / 4,677

66.0 %
2,921 / 4,428

59.9 %
2,635 / 4,396

67.1 %
3,027 / 4,511

51.9 %
2,991 / 5,767

53.8 %
2,755 / 5,124

48.4 %
2,578 / 5,326

39.3 %
2,646 / 6,740

44.7 %
2,487 / 5,567

39.7 %
2,350 / 5,916

33.0 %
2,005 / 6,077

24.7 %
1,647 / 6,676

34.7 %
2,251 / 6,482

40.2 %
2,516 / 6,260

36.0 %
2,520 / 6,998

42.4 %
2,626 / 6,200

5.1 %
187 / 3,663

65.0 %
2,884 / 4,436

60.8 %
2,856 / 4,696

67.7 %
3,051 / 4,508

61.1 %
2,758 / 4,512

63.7 %
3,065 / 4,814

51.5 %
3,068 / 5,962

51.7 %
2,797 / 5,408

46.1 %
2,608 / 5,656

38.0 %
2,683 / 7,059

42.5 %
2,509 / 5,902

37.9 %
2,368 / 6,253

31.2 %
2,012 / 6,439

23.4 %
1,651 / 7,053

33.2 %
2,265 / 6,832

38.6 %
2,543 / 6,595

34.7 %
2,544 / 7,335

40.6 %
2,651 / 6,536

3.6 %
126 / 3,474

68.5 %
2,981 / 4,352

68.0 %
3,011 / 4,428

57.9 %
2,698 / 4,658

62.6 %
3,015 / 4,819

52.2 %
3,036 / 5,814

51.6 %
2,768 / 5,366

47.2 %
2,616 / 5,538

38.1 %
2,654 / 6,974

43.3 %
2,508 / 5,794

38.0 %
2,344 / 6,166

32.9 %
2,058 / 6,249

23.9 %
1,652 / 6,903

33.9 %
2,273 / 6,713

39.3 %
2,542 / 6,463

35.2 %
2,536 / 7,204

41.6 %
2,663 / 6,398

4.5 %
168 / 3,700

61.6 %
2,951 / 4,791

53.8 %
2,692 / 5,007

56.8 %
2,912 / 5,130

51.1 %
3,027 / 5,918

47.5 %
2,702 / 5,686

43.5 %
2,550 / 5,868

36.2 %
2,626 / 7,264

40.6 %
2,470 / 6,089

36.3 %
2,335 / 6,435

30.7 %
2,011 / 6,554

22.4 %
1,619 / 7,213

31.7 %
2,226 / 7,026

37.0 %
2,507 / 6,767

33.3 %
2,502 / 7,512

39.2 %
2,625 / 6,702

4.6 %
171 / 3,727

61.9 %
2,837 / 4,581

67.2 %
3,191 / 4,749

55.0 %
3,192 / 5,801

54.3 %
2,915 / 5,371

47.9 %
2,691 / 5,621

39.7 %
2,781 / 7,007

44.4 %
2,605 / 5,861

39.0 %
2,430 / 6,233

32.6 %
2,081 / 6,383

24.0 %
1,688 / 7,037

34.2 %
2,330 / 6,822

40.6 %
2,645 / 6,520

36.3 %
2,639 / 7,260

43.1 %
2,778 / 6,445

3.4 %
115 / 3,371

54.3 %
2,797 / 5,155

44.8 %
2,865 / 6,398

46.2 %
2,618 / 5,672

41.7 %
2,471 / 5,923

34.8 %
2,545 / 7,321

39.4 %
2,414 / 6,133

34.6 %
2,248 / 6,503

29.9 %
1,973 / 6,595

22.1 %
1,594 / 7,211

30.7 %
2,167 / 7,062

36.4 %
2,469 / 6,786

32.6 %
2,457 / 7,540

37.7 %
2,552 / 6,763

4.7 %
180 / 3,817

61.5 %
3,387 / 5,503

62.6 %
3,109 / 4,963

55.6 %
2,819 / 5,067

45.4 %
2,921 / 6,431

51.4 %
2,725 / 5,300

44.1 %
2,528 / 5,731

35.9 %
2,136 / 5,944

25.7 %
1,707 / 6,646

38.4 %
2,420 / 6,304

46.8 %
2,789 / 5,955

41.6 %
2,781 / 6,690

49.2 %
2,903 / 5,902

7.4 %
348 / 4,686

50.0 %
3,105 / 6,216

43.8 %
2,826 / 6,446

37.9 %
2,942 / 7,760

42.8 %
2,803 / 6,552

36.2 %
2,549 / 7,038

29.9 %
2,171 / 7,273

21.8 %
1,741 / 7,987

31.6 %
2,426 / 7,684

38.1 %
2,796 / 7,337

35.1 %
2,818 / 8,022

40.8 %
2,948 / 7,218

3.7 %
151 / 4,136

52.0 %
2,782 / 5,350

43.1 %
2,894 / 6,707

48.6 %
2,715 / 5,584

42.4 %
2,529 / 5,971

34.3 %
2,127 / 6,210

25.0 %
1,717 / 6,872

36.1 %
2,382 / 6,605

44.3 %
2,753 / 6,215

40.3 %
2,785 / 6,912

45.4 %
2,831 / 6,231

3.1 %
123 / 3,936

61.6 %
3,565 / 5,787

48.9 %
2,651 / 5,425

42.3 %
2,463 / 5,817

34.6 %
2,081 / 6,017

26.2 %
1,740 / 6,640

36.1 %
2,325 / 6,449

44.9 %
2,715 / 6,045

39.6 %
2,688 / 6,791

47.0 %
2,829 / 6,014

3.2 %
174 / 5,358

40.5 %
2,759 / 6,808

35.0 %
2,532 / 7,230

28.1 %
2,102 / 7,487

21.8 %
1,766 / 8,096

30.8 %
2,404 / 7,808

38.3 %
2,833 / 7,404

34.5 %
2,808 / 8,142

40.4 %
2,965 / 7,341

3.5 %
144 / 4,059

49.9 %
2,791 / 5,597

39.7 %
2,328 / 5,859

25.6 %
1,735 / 6,768

40.3 %
2,550 / 6,326

49.9 %
2,960 / 5,926

45.3 %
2,996 / 6,608

48.7 %
2,939 / 6,033

2.7 %
117 / 4,263

35.2 %
2,189 / 6,225

23.9 %
1,681 / 7,023

37.0 %
2,450 / 6,629

42.1 %
2,699 / 6,415

38.2 %
2,719 / 7,123

40.4 %
2,643 / 6,540

3.5 %
140 / 4,038

26.1 %
1,755 / 6,734

37.0 %
2,400 / 6,495

35.1 %
2,325 / 6,626

32.5 %
2,372 / 7,305

33.5 %
2,256 / 6,738

6.5 %
249 / 3,856

27.2 %
1,956 / 7,195

23.5 %
1,752 / 7,466

21.5 %
1,763 / 8,207

23.4 %
1,763 / 7,534

4.6 %
214 / 4,637

40.5 %
2,752 / 6,800

36.9 %
2,768 / 7,507

35.3 %
2,521 / 7,141

3.8 %
181 / 4,741

68.4 %
4,131 / 6,038

44.1 %
2,952 / 6,696

5.3 %
285 / 5,394

39.5 %
2,943 / 7,455

3.5 %
171 / 4,818

Carsonella ruddii
strain PV

182 proteins, 182 fam
ilies

Buchnera aphidicola

endosym
biont of Cinara cedri

362 proteins, 362 fam
ilies

Buchnera aphidicola

strain A
PS (endosym

biont of A
cyrthosiphon pisum

)

567 proteins, 565 fam
ilies

Blochm
annia floridanus

endosym
biont of Cam

ponotus floridanus

583 proteins, 583 fam
ilies

Blochm
annia pennsylvanicus

strain BPEN
 endosym

biont of Cam
ponotus pennsylvanicus

610 proteins, 610 fam
ilies

W
igglesworthia glossinidia

endosym
biont of G

lossina brevipalpis

617 proteins, 617 fam
ilies

H
am

iltonella defensa

strain 5A
T (endosym

biont of A
cyrthosiphon pisum

)

2,148 proteins, 1,886 fam
ilies

Sodalis glossinidius

strain m
orsitans

2,516 proteins, 2,318 fam
ilies

Erwinia tasm
aniensis

strain Et1/99

3,622 proteins, 3,515 fam
ilies

Erwinia carotovora

subspecies atroseptica strain SCRI1043

4,472 proteins, 4,227 fam
ilies

Proteus m
irabilis

strain H
I4320

3,662 proteins, 3,522 fam
ilies

Edwardsiella ictaluri

strain 93-146

3,783 proteins, 3,556 fam
ilies

D
ickeya dadantii

strain Ech703

3,970 proteins, 3,785 fam
ilies

D
ickeya zeae

strain Ech1591

4,164 proteins, 3,904 fam
ilies

Yersinia pseudotuberculosis 

strain IP 31758

4,324 proteins, 4,159 fam
ilies

Yersinia pseudotuberculosis

strain IP 32953

4,038 proteins, 3,858 fam
ilies

Yersinia pestis

strain A
ngola

4,040 proteins, 3,699 fam
ilies

Yersinia pestis

strain A
ntiqua

4,364 proteins, 3,965 fam
ilies

/Yersinia enterocolitica

subsp. enterocolitica 8081

4,051 proteins, 3,856 fam
ilies

Shigella flexneri

2a strain 2457T

4,061 proteins, 3,449 fam
ilies

Shigella flexneri

2a strain 301

4,440 proteins, 3,663 fam
ilies

Shigella boydii
strain Sb227

4,284 proteins, 3,474 fam
ilies

Shigella boydii

strain CD
C 3083-94

4,557 proteins, 3,700 fam
ilies

Shigella sonnei
strain Ss046

4,471 proteins, 3,727 fam
ilies

Shigella dysenteriae
strain Sd197

4,502 proteins, 3,371 fam
ilies

Escherichia coli

strain BW
2952

4,084 proteins, 3,817 fam
ilies

Escherichia coli

serotype O
157:H

7 strain EC4115

5,477 proteins, 4,686 fam
ilies

Escherichia fergusonii

strain A
TCC 35469

4,321 proteins, 4,136 fam
ilies

Salm
onella_entericastrain  

4,093 proteins, 3,936 fam
ilies

Salm
onella enterica

subsp. enterica serovar Paratyphi B str. SPB7

5,592 proteins, 5,358 fam
ilies

Enterobacter species
strain 638

4,240 proteins, 4,059 fam
ilies

Enterobacter sakazakii

strain A
TCC BA

A
-894

4,420 proteins, 4,263 fam
ilies

Pectobacterium
 carotovorum

strain PC1

4,246 proteins, 4,038 fam
ilies

Photorhabdus asym
biotica

strain A
TCC 43949 (sym

biont of H
eterorhabditis indica)

4,417 proteins, 3,856 fam
ilies

Serratia proteam
aculans
strain 568

4,942 proteins, 4,637 fam
ilies

Klebsiella pneum
oniae 

strain N
TU

H
-K2044

4,992 proteins, 4,741 fam
ilies

Klebsiella pneum
oniae

strain 342

5,768 proteins, 5,394 fam
ilies

Citrobacter koseri

strain A
TCC BA

A
-895

5,031 proteins, 4,818 fam
ilies

Car
so

nell
a r

udd
ii

st
ra

in
 P

V

18
2 

pro
te

in
s, 

18
2 

fa
m

ili
es

Buch
ner

a a
ph

id
ico

la

en
dosy

m
bio

nt o
f C

in
ar

a 
ce

dri

36
2 

pro
te

in
s, 

36
2 

fa
m

ili
es

Buch
ner

a a
ph

id
ico

la

st
ra

in
 A

PS 
(e

ndosy
m

bio
nt o

f A
cy

rth
osip

hon p
isu

m
)

56
7 

pro
te

in
s, 

56
5 

fa
m

ili
es

Bloc
hm

an
nia 

flo
rid

an
us

en
dosy

m
bio

nt o
f C

am
ponotu

s f
lo

rid
an

us

58
3 

pro
te

in
s, 

58
3 

fa
m

ili
es

Bloc
hm

an
nia 

pe
nnsy

lv
an

icu
s

st
ra

in
 B

PEN
 en

dosy
m

bio
nt o

f C
am

ponotu
s p

en
nsy

lv
an

icu
s

61
0 

pro
te

in
s, 

61
0 

fa
m

ili
es

W
ig

gl
es

wor
th

ia 
gl

os
sin

id
ia

en
dosy

m
bio

nt o
f G

lo
ss

in
a 

bre
vip

al
pis

61
7 

pro
te

in
s, 

61
7 

fa
m

ili
es

H
am

ilt
on

ell
a d

efe
nsa

st
ra

in
 5

A
T (e

ndosy
m

bio
nt o

f A
cy

rth
osip

hon p
isu

m
)

2,
14

8 
pro

te
in

s, 
1,

88
6 

fa
m

ili
es

Sod
ali

s g
los

sin
id

iu
s

st
ra

in
 m

ors
ita

ns

2,
51

6 
pro

te
in

s, 
2,

31
8 

fa
m

ili
es

Erw
in

ia 
ta

sm
an

ien
sis

st
ra

in
 E

t1
/99

3,
62

2 
pro

te
in

s, 
3,

51
5 

fa
m

ili
es

Erw
in

ia 
ca

ro
to

vo
ra

su
bsp

ec
ie

s a
tro

se
ptic

a 
st

ra
in

 S
CRI1

04
3

4,
47

2 
pro

te
in

s, 
4,

22
7 

fa
m

ili
es

Pro
teu

s m
ira

bil
is

st
ra

in
 H

I4
32

0

3,
66

2 
pro

te
in

s, 
3,

52
2 

fa
m

ili
es

Edw
ar

ds
iel

la 
ict

alu
ri

st
ra

in
 9

3-
14

6

3,
78

3 
pro

te
in

s, 
3,

55
6 

fa
m

ili
es

D
ick

ey
a d

ad
an

tii

st
ra

in
 E

ch
70

3

3,
97

0 
pro

te
in

s, 
3,

78
5 

fa
m

ili
es

D
ick

ey
a z

ea
e

st
ra

in
 E

ch
15

91

4,
16

4 
pro

te
in

s, 
3,

90
4 

fa
m

ili
es

Yer
sin

ia 
ps

eu
do

tu
be

rc
ulos

is 

st
ra

in
 IP

 3
17

58

4,
32

4 
pro

te
in

s, 
4,

15
9 

fa
m

ili
es

Yer
sin

ia 
ps

eu
do

tu
be

rc
ulos

is

st
ra

in
 IP

 3
29

53

4,
03

8 
pro

te
in

s, 
3,

85
8 

fa
m

ili
es

Yer
sin

ia 
pe

sti
s

st
ra

in
 A

ngola

4,
04

0 
pro

te
in

s, 
3,

69
9 

fa
m

ili
es

Yer
sin

ia 
pe

sti
s

st
ra

in
 A

ntiq
ua

4,
36

4 
pro

te
in

s, 
3,

96
5 

fa
m

ili
es

/Y
er

sin
ia 

en
ter

oc
oli

tic
a

su
bsp

. e
nte

ro
co

lit
ica

 8
08

1

4,
05

1 
pro

te
in

s, 
3,

85
6 

fa
m

ili
es

Shi
ge

lla
 fl

ex
ner

i

2a
 st

ra
in

 2
45

7T

4,
06

1 
pro

te
in

s, 
3,

44
9 

fa
m

ili
es

Shi
ge

lla
 fl

ex
ner

i

2a
 st

ra
in

 3
01

4,
44

0 
pro

te
in

s, 
3,

66
3 

fa
m

ili
es

Shi
ge

lla
 bo

yd
ii

st
ra

in
 S

b22
7

4,
28

4 
pro

te
in

s, 
3,

47
4 

fa
m

ili
es

Shi
ge

lla
 bo

yd
ii

st
ra

in
 C

D
C 3

08
3-

94

4,
55

7 
pro

te
in

s, 
3,

70
0 

fa
m

ili
es

Shi
ge

lla
 so

nnei

st
ra

in
 S

s0
46

4,
47

1 
pro

te
in

s, 
3,

72
7 

fa
m

ili
es

Shi
ge

lla
 d

ys
en

ter
iae

st
ra

in
 S

d19
7

4,
50

2 
pro

te
in

s, 
3,

37
1 

fa
m

ili
es

Esc
he

ric
hi

a c
oli

st
ra

in
 B

W
29

52

4,
08

4 
pro

te
in

s, 
3,

81
7 

fa
m

ili
es

Esc
he

ric
hi

a c
oli

se
ro

ty
pe O

15
7:

H
7 

st
ra

in
 E

C41
15

5,
47

7 
pro

te
in

s, 
4,

68
6 

fa
m

ili
es

Esc
he

ric
hi

a f
er

gu
so

nii

st
ra

in
 A

TCC 3
54

69

4,
32

1 
pro

te
in

s, 
4,

13
6 

fa
m

ili
es

Salm
on

ell
a_

en
ter

ica

st
ra

in
  

4,
09

3 
pro

te
in

s, 
3,

93
6 

fa
m

ili
es

Salm
on

ell
a e

nter
ica

su
bsp

. e
nte

ric
a 

se
ro

var
 P

ar
at

yphi B
 st

r. 
SP

B7

5,
59

2 
pro

te
in

s, 
5,

35
8 

fa
m

ili
es

Enter
ob

ac
ter

 sp
ec

ies

st
ra

in
 6

38

4,
24

0 
pro

te
in

s, 
4,

05
9 

fa
m

ili
es

Enter
ob

ac
ter

 sa
ka

za
kii

st
ra

in
 A

TCC B
A

A
-8

94

4,
42

0 
pro

te
in

s, 
4,

26
3 

fa
m

ili
es

Pec
to

ba
cte

riu
m

 ca
ro

to
vo

ru
m

st
ra

in
 P

C1

4,
24

6 
pro

te
in

s, 
4,

03
8 

fa
m

ili
es

Pho
to

rh
ab

du
s a

sy
m

bio
tic

a

st
ra

in
 A

TCC 4
39

49
 (s

ym
bio

nt o
f H

et
er

orh
ab

diti
s i

ndica
)

4,
41

7 
pro

te
in

s, 
3,

85
6 

fa
m

ili
es

Ser
ra

tia
 p

ro
tea

m
ac

ulan
s

st
ra

in
 5

68

4,
94

2 
pro

te
in

s, 
4,

63
7 

fa
m

ili
es

Kleb
sie

lla
 p

neu
m

on
iae

 

st
ra

in
 N

TU
H

-K
20

44

4,
99

2 
pro

te
in

s, 
4,

74
1 

fa
m

ili
es

Kleb
sie

lla
 p

neu
m

on
iae

st
ra

in
 3

42

5,
76

8 
pro

te
in

s, 
5,

39
4 

fa
m

ili
es

Citr
ob

ac
ter

 ko
se

ri

st
ra

in
 A

TCC B
A

A
-8

95

5,
03

1 
pro

te
in

s, 
4,

81
8 

fa
m

ili
es

40 enteric genomes

E. coli

YersiniaShigella

Shigella

0.0 %
0 / 182

2.3 %
12 / 532

2.0 %
15 / 733

0.0 %
0 / 765

1.5 %
12 / 780

2.3 %
18 / 781

0.5 %
12 / 2,316

0.4 %
11 / 2,684

0.0 %
0 / 3,804

0.2 %
11 / 4,639

0.0 %
0 / 3,844

0.3 %
11 / 3,949

0.3 %
12 / 4,136

0.3 %
11 / 4,331

0.2 %
11 / 4,489

0.3 %
11 / 4,201

0.3 %
11 / 4,206

0.2 %
11 / 4,528

0.3 %
11 / 4,213

0.2 %
10 / 4,228

0.0 %
0 / 4,622

0.2 %
11 / 4,450

0.2 %
11 / 4,723

0.2 %
11 / 4,637

0.2 %
10 / 4,670

0.3 %
11 / 4,248

0.2 %
10 / 5,644

0.2 %
11 / 4,486

0.3 %
11 / 4,259

0.2 %
10 / 5,759

0.2 %
11 / 4,404

0.2 %
10 / 4,587

0.2 %
11 / 4,413

0.2 %
11 / 4,583

0.2 %
11 / 5,106

0.0 %
0 / 5,174

0.2 %
10 / 5,935

0.2 %
10 / 5,199

0.0 %
0 / 362

32.8 %
229 / 699

0.0 %
0 / 945

18.0 %
148 / 824

17.0 %
142 / 837

6.2 %
147 / 2,360

5.7 %
154 / 2,719

0.0 %
0 / 3,984

3.4 %
160 / 4,667

4.2 %
161 / 3,856

3.9 %
154 / 3,986

3.9 %
163 / 4,162

3.7 %
160 / 4,361

3.5 %
159 / 4,519

3.8 %
162 / 4,228

3.6 %
154 / 4,241

3.5 %
161 / 4,556

3.8 %
162 / 4,239

3.8 %
161 / 4,254

0.0 %
0 / 4,802

3.6 %
162 / 4,478

3.4 %
162 / 4,749

3.5 %
164 / 4,661

3.4 %
162 / 4,697

3.8 %
164 / 4,272

2.9 %
163 / 5,667

3.6 %
162 / 4,511

3.9 %
167 / 4,280

2.8 %
164 / 5,781

3.6 %
158 / 4,433

3.6 %
165 / 4,608

3.6 %
161 / 4,440

3.6 %
168 / 4,604

3.1 %
161 / 5,130

0.0 %
0 / 5,354

2.7 %
161 / 5,957

3.1 %
161 / 5,224

0.4 %
2 / 565

27.4 %
247 / 901

29.4 %
267 / 908

22.6 %
218 / 965

12.6 %
304 / 2,405

13.1 %
356 / 2,717

10.4 %
394 / 3,782

8.2 %
382 / 4,642

9.6 %
371 / 3,846

8.8 %
350 / 3,989

9.2 %
383 / 4,141

8.9 %
385 / 4,336

8.5 %
383 / 4,492

9.2 %
386 / 4,202

8.8 %
370 / 4,222

8.5 %
385 / 4,530

9.4 %
394 / 4,204

9.2 %
387 / 4,229

8.3 %
384 / 4,610

8.7 %
388 / 4,453

8.1 %
383 / 4,729

8.4 %
390 / 4,634

8.1 %
381 / 4,679

9.3 %
395 / 4,239

7.0 %
392 / 5,637

8.9 %
397 / 4,474

9.2 %
390 / 4,256

6.7 %
385 / 5,758

8.8 %
387 / 4,403

8.3 %
381 / 4,590

8.7 %
383 / 4,417

8.4 %
387 / 4,585

7.6 %
386 / 5,101

7.3 %
377 / 5,165

6.3 %
374 / 5,941

7.3 %
381 / 5,201

0.0 %
0 / 583

84.7 %
547 / 646

21.1 %
209 / 991

11.6 %
284 / 2,444

15.4 %
414 / 2,681

9.5 %
365 / 3,832

8.2 %
381 / 4,665

9.4 %
363 / 3,872

8.8 %
351 / 4,010

9.1 %
381 / 4,166

8.6 %
377 / 4,365

8.6 %
388 / 4,510

9.3 %
391 / 4,219

8.8 %
372 / 4,240

8.6 %
389 / 4,548

9.2 %
390 / 4,227

8.6 %
369 / 4,267

7.9 %
365 / 4,649

8.3 %
373 / 4,486

7.8 %
370 / 4,761

8.1 %
376 / 4,668

7.9 %
370 / 4,709

8.8 %
375 / 4,281

6.7 %
378 / 5,671

8.2 %
372 / 4,517

8.7 %
373 / 4,294

6.3 %
368 / 5,796

8.4 %
374 / 4,437

7.9 %
366 / 4,626

8.7 %
386 / 4,433

8.2 %
377 / 4,617

7.6 %
388 / 5,119

7.3 %
376 / 5,185

6.2 %
371 / 5,963

7.3 %
379 / 5,225

0.0 %
0 / 610

24.2 %
239 / 988

14.1 %
341 / 2,413

19.3 %
504 / 2,618

12.0 %
454 / 3,768

10.1 %
464 / 4,607

11.6 %
442 / 3,821

10.8 %
427 / 3,957

11.1 %
455 / 4,117

10.7 %
461 / 4,305

10.5 %
468 / 4,454

11.3 %
469 / 4,166

10.7 %
450 / 4,189

10.4 %
467 / 4,496

11.4 %
475 / 4,165

10.8 %
455 / 4,206

9.8 %
449 / 4,589

10.3 %
455 / 4,430

9.7 %
454 / 4,703

9.9 %
456 / 4,614

9.7 %
450 / 4,654

10.8 %
456 / 4,225

8.2 %
459 / 5,615

10.2 %
456 / 4,461

10.7 %
453 / 4,239

7.8 %
449 / 5,739

10.5 %
459 / 4,378

9.8 %
446 / 4,572

10.6 %
465 / 4,381

9.9 %
451 / 4,570

9.3 %
471 / 5,059

9.0 %
463 / 5,123

7.7 %
457 / 5,900

8.8 %
453 / 5,173

0.0 %
0 / 617

10.5 %
262 / 2,496

11.2 %
314 / 2,810

7.4 %
293 / 3,934

6.3 %
301 / 4,776

7.2 %
288 / 3,981

6.3 %
259 / 4,131

6.7 %
289 / 4,290

6.5 %
293 / 4,479

6.5 %
301 / 4,627

7.0 %
303 / 4,339

6.7 %
290 / 4,358

6.4 %
300 / 4,670

6.9 %
301 / 4,352

6.6 %
290 / 4,379

6.1 %
291 / 4,755

6.4 %
295 / 4,597

5.9 %
288 / 4,873

6.2 %
297 / 4,780

6.0 %
290 / 4,818

6.9 %
302 / 4,385

5.2 %
303 / 5,778

6.6 %
303 / 4,622

6.7 %
295 / 4,403

5.0 %
293 / 5,902

6.6 %
302 / 4,542

5.9 %
280 / 4,747

6.6 %
302 / 4,552

6.2 %
295 / 4,732

5.6 %
295 / 5,248

5.3 %
283 / 5,313

4.7 %
283 / 6,086

5.6 %
298 / 5,335

6.6 %
124 / 1,886

21.8 %
819 / 3,757

16.7 %
819 / 4,911

14.9 %
851 / 5,716

16.0 %
797 / 4,976

15.5 %
792 / 5,100

15.4 %
812 / 5,261

15.2 %
828 / 5,433

16.6 %
911 / 5,495

17.4 %
909 / 5,214

16.7 %
879 / 5,256

16.3 %
903 / 5,554

17.6 %
917 / 5,207

14.9 %
798 / 5,352

14.0 %
802 / 5,716

14.6 %
807 / 5,538

13.8 %
807 / 5,848

14.2 %
814 / 5,746

14.1 %
812 / 5,777

15.1 %
811 / 5,370

12.2 %
824 / 6,738

14.8 %
825 / 5,580

15.3 %
822 / 5,370

12.1 %
827 / 6,853

15.0 %
827 / 5,509

13.9 %
796 / 5,721

15.3 %
844 / 5,499

14.8 %
841 / 5,679

14.4 %
880 / 6,130

13.0 %
816 / 6,266

11.8 %
826 / 7,010

12.9 %
812 / 6,310

4.7 %
110 / 2,318

31.2 %
1,439 / 4,609

27.4 %
1,476 / 5,392

26.0 %
1,260 / 4,846

27.0 %
1,318 / 4,887

28.3 %
1,410 / 4,975

28.1 %
1,444 / 5,130

27.2 %
1,442 / 5,311

29.1 %
1,457 / 5,001

26.8 %
1,371 / 5,109

26.9 %
1,436 / 5,340

29.4 %
1,464 / 4,979

27.7 %
1,401 / 5,057

25.8 %
1,398 / 5,418

26.5 %
1,393 / 5,254

24.7 %
1,376 / 5,572

26.1 %
1,420 / 5,447

24.6 %
1,368 / 5,556

28.3 %
1,430 / 5,061

22.8 %
1,449 / 6,362

27.3 %
1,437 / 5,255

28.6 %
1,446 / 5,053

22.6 %
1,474 / 6,511

28.4 %
1,470 / 5,180

26.6 %
1,436 / 5,401

28.3 %
1,465 / 5,184

23.9 %
1,316 / 5,513

26.0 %
1,513 / 5,809

24.4 %
1,447 / 5,921

21.8 %
1,453 / 6,664

23.9 %
1,436 / 5,997

2.4 %
85 / 3,515

34.7 %
2,038 / 5,878

28.7 %
1,601 / 5,585

29.6 %
1,664 / 5,625

34.7 %
1,909 / 5,505

35.3 %
1,985 / 5,622

33.6 %
1,966 / 5,855

35.5 %
1,970 / 5,551

32.2 %
1,840 / 5,707

32.4 %
1,926 / 5,939

37.2 %
2,038 / 5,477

33.2 %
1,872 / 5,645

31.4 %
1,884 / 5,996

32.8 %
1,914 / 5,843

31.1 %
1,897 / 6,095

32.4 %
1,942 / 6,001

30.2 %
1,855 / 6,133

35.6 %
1,980 / 5,555

29.4 %
2,025 / 6,899

33.9 %
1,971 / 5,810

35.9 %
1,993 / 5,558

28.2 %
1,989 / 7,051

39.4 %
2,167 / 5,502

36.5 %
2,103 / 5,761

36.2 %
2,039 / 5,631

26.2 %
1,648 / 6,288

37.0 %
2,245 / 6,069

34.8 %
2,172 / 6,237

30.9 %
2,163 / 6,992

32.6 %
2,080 / 6,390

3.7 %
155 / 4,227

28.5 %
1,776 / 6,228

29.1 %
1,829 / 6,275

44.4 %
2,494 / 5,618

48.3 %
2,697 / 5,584

34.8 %
2,216 / 6,370

36.4 %
2,215 / 6,090

33.4 %
2,062 / 6,180

34.1 %
2,179 / 6,395

38.8 %
2,315 / 5,965

31.9 %
2,015 / 6,308

30.4 %
2,028 / 6,667

31.4 %
2,040 / 6,491

29.6 %
2,012 / 6,805

31.6 %
2,093 / 6,623

28.9 %
1,976 / 6,833

34.4 %
2,123 / 6,179

28.7 %
2,163 / 7,529

33.8 %
2,161 / 6,398

33.2 %
2,079 / 6,263

27.7 %
2,130 / 7,691

38.5 %
2,342 / 6,078

33.9 %
2,188 / 6,454

66.5 %
3,329 / 5,008

25.3 %
1,754 / 6,945

36.4 %
2,425 / 6,659

33.6 %
2,304 / 6,866

31.3 %
2,362 / 7,545

32.9 %
2,284 / 6,943

2.4 %
85 / 3,522

30.1 %
1,694 / 5,619

28.8 %
1,675 / 5,823

28.0 %
1,681 / 6,008

30.4 %
1,838 / 6,039

31.9 %
1,831 / 5,748

29.3 %
1,726 / 5,881

29.8 %
1,818 / 6,100

33.6 %
1,907 / 5,677

28.8 %
1,697 / 5,884

27.5 %
1,710 / 6,227

27.9 %
1,706 / 6,111

26.6 %
1,688 / 6,354

27.9 %
1,743 / 6,238

26.4 %
1,676 / 6,344

30.6 %
1,779 / 5,809

25.7 %
1,831 / 7,111

29.8 %
1,793 / 6,020

30.8 %
1,787 / 5,802

25.0 %
1,817 / 7,282

30.0 %
1,790 / 5,970

26.9 %
1,688 / 6,275

28.9 %
1,742 / 6,032

29.9 %
1,834 / 6,129

29.7 %
1,922 / 6,470

26.5 %
1,781 / 6,719

24.1 %
1,796 / 7,455

26.7 %
1,794 / 6,727

2.8 %
101 / 3,556

30.1 %
1,755 / 5,834

29.4 %
1,764 / 5,994

31.7 %
1,910 / 6,027

33.4 %
1,913 / 5,726

30.4 %
1,777 / 5,851

31.0 %
1,878 / 6,064

34.3 %
1,953 / 5,693

32.0 %
1,860 / 5,806

30.9 %
1,867 / 6,049

31.1 %
1,863 / 5,998

29.1 %
1,829 / 6,289

31.2 %
1,915 / 6,137

30.7 %
1,797 / 5,846

33.9 %
1,946 / 5,744

28.3 %
1,988 / 7,025

31.9 %
1,917 / 6,017

34.0 %
1,954 / 5,744

27.8 %
1,995 / 7,182

31.0 %
1,863 / 6,006

28.8 %
1,801 / 6,261

29.8 %
1,805 / 6,066

25.0 %
1,620 / 6,482

31.4 %
2,028 / 6,455

28.4 %
1,901 / 6,689

25.4 %
1,894 / 7,444

29.3 %
1,956 / 6,684

3.1 %
118 / 3,785

56.8 %
2,820 / 4,964

33.3 %
2,026 / 6,079

35.2 %
2,031 / 5,776

32.2 %
1,907 / 5,924

32.5 %
2,001 / 6,153

37.3 %
2,117 / 5,678

32.5 %
1,911 / 5,875

31.0 %
1,927 / 6,219

32.0 %
1,946 / 6,081

29.9 %
1,908 / 6,373

31.8 %
1,969 / 6,191

29.5 %
1,886 / 6,394

35.0 %
2,023 / 5,787

28.5 %
2,037 / 7,146

33.1 %
2,006 / 6,066

34.0 %
1,989 / 5,858

27.4 %
2,004 / 7,317

37.4 %
2,162 / 5,781

34.0 %
2,072 / 6,094

46.9 %
2,515 / 5,357

25.1 %
1,649 / 6,577

35.4 %
2,261 / 6,380

33.7 %
2,191 / 6,492

31.3 %
2,244 / 7,165

31.4 %
2,086 / 6,647

3.7 %
146 / 3,904

33.9 %
2,099 / 6,190

35.7 %
2,102 / 5,885

32.4 %
1,955 / 6,034

33.0 %
2,063 / 6,244

36.8 %
2,147 / 5,842

32.0 %
1,944 / 6,080

30.3 %
1,948 / 6,431

31.3 %
1,970 / 6,296

29.4 %
1,937 / 6,591

31.3 %
2,006 / 6,406

30.3 %
1,908 / 6,300

34.3 %
2,049 / 5,973

28.5 %
2,084 / 7,313

32.7 %
2,041 / 6,233

33.0 %
2,002 / 6,063

26.9 %
2,025 / 7,517

37.8 %
2,234 / 5,903

34.0 %
2,124 / 6,250

49.4 %
2,665 / 5,394

25.7 %
1,710 / 6,664

35.5 %
2,310 / 6,501

34.2 %
2,269 / 6,636

31.3 %
2,294 / 7,331

31.4 %
2,140 / 6,814

2.4 %
101 / 4,159

73.8 %
3,423 / 4,636

66.4 %
3,187 / 4,802

69.7 %
3,416 / 4,903

50.1 %
2,723 / 5,433

32.7 %
2,030 / 6,200

31.3 %
2,046 / 6,539

31.6 %
2,031 / 6,429

29.7 %
1,995 / 6,712

31.7 %
2,075 / 6,541

29.4 %
1,967 / 6,701

34.6 %
2,117 / 6,112

29.2 %
2,169 / 7,435

33.5 %
2,124 / 6,348

34.0 %
2,086 / 6,137

28.6 %
2,160 / 7,544

35.4 %
2,189 / 6,176

32.8 %
2,112 / 6,445

35.8 %
2,209 / 6,162

28.7 %
1,907 / 6,649

38.6 %
2,502 / 6,481

32.8 %
2,243 / 6,838

29.6 %
2,245 / 7,573

31.7 %
2,208 / 6,957

3.2 %
124 / 3,858

70.3 %
3,142 / 4,472

79.1 %
3,469 / 4,385

54.1 %
2,762 / 5,109

34.2 %
2,027 / 5,919

32.7 %
2,044 / 6,248

33.6 %
2,049 / 6,105

31.2 %
2,003 / 6,416

33.5 %
2,083 / 6,222

30.8 %
1,974 / 6,399

36.4 %
2,118 / 5,824

31.0 %
2,197 / 7,097

35.2 %
2,131 / 6,054

36.5 %
2,119 / 5,806

28.9 %
2,113 / 7,318

37.5 %
2,199 / 5,869

34.5 %
2,125 / 6,156

38.3 %
2,232 / 5,828

30.0 %
1,907 / 6,351

39.6 %
2,475 / 6,256

34.6 %
2,261 / 6,536

30.9 %
2,251 / 7,292

33.4 %
2,220 / 6,649

2.3 %
86 / 3,699

76.4 %
3,330 / 4,358

48.8 %
2,559 / 5,244

31.4 %
1,901 / 6,059

30.4 %
1,923 / 6,323

30.8 %
1,913 / 6,206

29.2 %
1,884 / 6,456

31.7 %
1,956 / 6,164

29.4 %
1,860 / 6,337

33.2 %
1,982 / 5,976

27.9 %
2,029 / 7,279

32.0 %
1,988 / 6,216

33.0 %
1,952 / 5,910

27.0 %
1,986 / 7,360

33.7 %
2,045 / 6,068

31.4 %
1,982 / 6,311

34.2 %
2,065 / 6,046

27.4 %
1,786 / 6,512

35.6 %
2,296 / 6,446

31.9 %
2,117 / 6,628

28.4 %
2,116 / 7,448

30.4 %
2,072 / 6,808

2.6 %
104 / 3,965

50.0 %
2,713 / 5,423

32.4 %
2,004 / 6,187

31.7 %
2,023 / 6,375

32.5 %
2,014 / 6,201

30.6 %
1,973 / 6,458

32.6 %
2,065 / 6,330

31.7 %
1,948 / 6,142

33.8 %
2,088 / 6,186

28.6 %
2,145 / 7,488

32.8 %
2,103 / 6,410

33.6 %
2,064 / 6,148

27.7 %
2,099 / 7,586

34.3 %
2,152 / 6,267

32.2 %
2,100 / 6,515

34.9 %
2,180 / 6,239

28.5 %
1,903 / 6,680

37.0 %
2,429 / 6,572

32.9 %
2,225 / 6,753

29.0 %
2,217 / 7,641

31.3 %
2,189 / 6,996

3.1 %
121 / 3,856

37.1 %
2,124 / 5,730

35.1 %
2,136 / 6,081

36.0 %
2,137 / 5,931

33.3 %
2,087 / 6,270

36.5 %
2,208 / 6,052

33.0 %
2,067 / 6,260

39.6 %
2,244 / 5,667

32.8 %
2,296 / 6,997

38.6 %
2,262 / 5,860

39.6 %
2,248 / 5,672

32.5 %
2,303 / 7,096

41.7 %
2,367 / 5,682

36.4 %
2,203 / 6,053

39.6 %
2,282 / 5,758

30.0 %
1,916 / 6,388

44.6 %
2,677 / 6,002

37.9 %
2,408 / 6,358

33.7 %
2,395 / 7,102

37.1 %
2,386 / 6,439

4.0 %
138 / 3,449

84.5 %
3,283 / 3,886

63.7 %
2,813 / 4,413

58.4 %
2,733 / 4,677

66.0 %
2,921 / 4,428

59.9 %
2,635 / 4,396

67.1 %
3,027 / 4,511

51.9 %
2,991 / 5,767

53.8 %
2,755 / 5,124

48.4 %
2,578 / 5,326

39.3 %
2,646 / 6,740

44.7 %
2,487 / 5,567

39.7 %
2,350 / 5,916

33.0 %
2,005 / 6,077

24.7 %
1,647 / 6,676

34.7 %
2,251 / 6,482

40.2 %
2,516 / 6,260

36.0 %
2,520 / 6,998

42.4 %
2,626 / 6,200

5.1 %
187 / 3,663

65.0 %
2,884 / 4,436

60.8 %
2,856 / 4,696

67.7 %
3,051 / 4,508

61.1 %
2,758 / 4,512

63.7 %
3,065 / 4,814

51.5 %
3,068 / 5,962

51.7 %
2,797 / 5,408

46.1 %
2,608 / 5,656

38.0 %
2,683 / 7,059

42.5 %
2,509 / 5,902

37.9 %
2,368 / 6,253

31.2 %
2,012 / 6,439

23.4 %
1,651 / 7,053

33.2 %
2,265 / 6,832

38.6 %
2,543 / 6,595

34.7 %
2,544 / 7,335

40.6 %
2,651 / 6,536

3.6 %
126 / 3,474

68.5 %
2,981 / 4,352

68.0 %
3,011 / 4,428

57.9 %
2,698 / 4,658

62.6 %
3,015 / 4,819

52.2 %
3,036 / 5,814

51.6 %
2,768 / 5,366

47.2 %
2,616 / 5,538

38.1 %
2,654 / 6,974

43.3 %
2,508 / 5,794

38.0 %
2,344 / 6,166

32.9 %
2,058 / 6,249

23.9 %
1,652 / 6,903

33.9 %
2,273 / 6,713

39.3 %
2,542 / 6,463

35.2 %
2,536 / 7,204

41.6 %
2,663 / 6,398

4.5 %
168 / 3,700

61.6 %
2,951 / 4,791

53.8 %
2,692 / 5,007

56.8 %
2,912 / 5,130

51.1 %
3,027 / 5,918

47.5 %
2,702 / 5,686

43.5 %
2,550 / 5,868

36.2 %
2,626 / 7,264

40.6 %
2,470 / 6,089

36.3 %
2,335 / 6,435

30.7 %
2,011 / 6,554

22.4 %
1,619 / 7,213

31.7 %
2,226 / 7,026

37.0 %
2,507 / 6,767

33.3 %
2,502 / 7,512

39.2 %
2,625 / 6,702

4.6 %
171 / 3,727

61.9 %
2,837 / 4,581

67.2 %
3,191 / 4,749

55.0 %
3,192 / 5,801

54.3 %
2,915 / 5,371

47.9 %
2,691 / 5,621

39.7 %
2,781 / 7,007

44.4 %
2,605 / 5,861

39.0 %
2,430 / 6,233

32.6 %
2,081 / 6,383

24.0 %
1,688 / 7,037

34.2 %
2,330 / 6,822

40.6 %
2,645 / 6,520

36.3 %
2,639 / 7,260

43.1 %
2,778 / 6,445

3.4 %
115 / 3,371

54.3 %
2,797 / 5,155

44.8 %
2,865 / 6,398

46.2 %
2,618 / 5,672

41.7 %
2,471 / 5,923

34.8 %
2,545 / 7,321

39.4 %
2,414 / 6,133

34.6 %
2,248 / 6,503

29.9 %
1,973 / 6,595

22.1 %
1,594 / 7,211

30.7 %
2,167 / 7,062

36.4 %
2,469 / 6,786

32.6 %
2,457 / 7,540

37.7 %
2,552 / 6,763

4.7 %
180 / 3,817

61.5 %
3,387 / 5,503

62.6 %
3,109 / 4,963

55.6 %
2,819 / 5,067

45.4 %
2,921 / 6,431

51.4 %
2,725 / 5,300

44.1 %
2,528 / 5,731

35.9 %
2,136 / 5,944

25.7 %
1,707 / 6,646

38.4 %
2,420 / 6,304

46.8 %
2,789 / 5,955

41.6 %
2,781 / 6,690

49.2 %
2,903 / 5,902

7.4 %
348 / 4,686

50.0 %
3,105 / 6,216

43.8 %
2,826 / 6,446

37.9 %
2,942 / 7,760

42.8 %
2,803 / 6,552

36.2 %
2,549 / 7,038

29.9 %
2,171 / 7,273

21.8 %
1,741 / 7,987

31.6 %
2,426 / 7,684

38.1 %
2,796 / 7,337

35.1 %
2,818 / 8,022

40.8 %
2,948 / 7,218

3.7 %
151 / 4,136

52.0 %
2,782 / 5,350

43.1 %
2,894 / 6,707

48.6 %
2,715 / 5,584

42.4 %
2,529 / 5,971

34.3 %
2,127 / 6,210

25.0 %
1,717 / 6,872

36.1 %
2,382 / 6,605

44.3 %
2,753 / 6,215

40.3 %
2,785 / 6,912

45.4 %
2,831 / 6,231

3.1 %
123 / 3,936

61.6 %
3,565 / 5,787

48.9 %
2,651 / 5,425

42.3 %
2,463 / 5,817

34.6 %
2,081 / 6,017

26.2 %
1,740 / 6,640

36.1 %
2,325 / 6,449

44.9 %
2,715 / 6,045

39.6 %
2,688 / 6,791

47.0 %
2,829 / 6,014

3.2 %
174 / 5,358

40.5 %
2,759 / 6,808

35.0 %
2,532 / 7,230

28.1 %
2,102 / 7,487

21.8 %
1,766 / 8,096

30.8 %
2,404 / 7,808

38.3 %
2,833 / 7,404

34.5 %
2,808 / 8,142

40.4 %
2,965 / 7,341

3.5 %
144 / 4,059

49.9 %
2,791 / 5,597

39.7 %
2,328 / 5,859

25.6 %
1,735 / 6,768

40.3 %
2,550 / 6,326

49.9 %
2,960 / 5,926

45.3 %
2,996 / 6,608

48.7 %
2,939 / 6,033

2.7 %
117 / 4,263

35.2 %
2,189 / 6,225

23.9 %
1,681 / 7,023

37.0 %
2,450 / 6,629

42.1 %
2,699 / 6,415

38.2 %
2,719 / 7,123

40.4 %
2,643 / 6,540

3.5 %
140 / 4,038

26.1 %
1,755 / 6,734

37.0 %
2,400 / 6,495

35.1 %
2,325 / 6,626

32.5 %
2,372 / 7,305

33.5 %
2,256 / 6,738

6.5 %
249 / 3,856

27.2 %
1,956 / 7,195

23.5 %
1,752 / 7,466

21.5 %
1,763 / 8,207

23.4 %
1,763 / 7,534

4.6 %
214 / 4,637

40.5 %
2,752 / 6,800

36.9 %
2,768 / 7,507

35.3 %
2,521 / 7,141

3.8 %
181 / 4,741

68.4 %
4,131 / 6,038

44.1 %
2,952 / 6,696

5.3 %
285 / 5,394

39.5 %
2,943 / 7,455

3.5 %
171 / 4,818

Carsonella ruddii
strain PV

182 proteins, 182 fam
ilies

Buchnera aphidicola

endosym
biont of Cinara cedri

362 proteins, 362 fam
ilies

Buchnera aphidicola

strain A
PS (endosym

biont of A
cyrthosiphon pisum

)

567 proteins, 565 fam
ilies

Blochm
annia floridanus

endosym
biont of Cam

ponotus floridanus

583 proteins, 583 fam
ilies

Blochm
annia pennsylvanicus

strain BPEN
 endosym

biont of Cam
ponotus pennsylvanicus

610 proteins, 610 fam
ilies

W
igglesworthia glossinidia

endosym
biont of G

lossina brevipalpis

617 proteins, 617 fam
ilies

H
am

iltonella defensa

strain 5A
T (endosym

biont of A
cyrthosiphon pisum

)

2,148 proteins, 1,886 fam
ilies

Sodalis glossinidius

strain m
orsitans

2,516 proteins, 2,318 fam
ilies

Erwinia tasm
aniensis

strain Et1/99

3,622 proteins, 3,515 fam
ilies

Erwinia carotovora

subspecies atroseptica strain SCRI1043

4,472 proteins, 4,227 fam
ilies

Proteus m
irabilis

strain H
I4320

3,662 proteins, 3,522 fam
ilies

Edwardsiella ictaluri

strain 93-146

3,783 proteins, 3,556 fam
ilies

D
ickeya dadantii

strain Ech703

3,970 proteins, 3,785 fam
ilies

D
ickeya zeae

strain Ech1591

4,164 proteins, 3,904 fam
ilies

Yersinia pseudotuberculosis 

strain IP 31758

4,324 proteins, 4,159 fam
ilies

Yersinia pseudotuberculosis

strain IP 32953

4,038 proteins, 3,858 fam
ilies

Yersinia pestis

strain A
ngola

4,040 proteins, 3,699 fam
ilies

Yersinia pestis

strain A
ntiqua

4,364 proteins, 3,965 fam
ilies

/Yersinia enterocolitica

subsp. enterocolitica 8081

4,051 proteins, 3,856 fam
ilies

Shigella flexneri

2a strain 2457T

4,061 proteins, 3,449 fam
ilies

Shigella flexneri

2a strain 301

4,440 proteins, 3,663 fam
ilies

Shigella boydii
strain Sb227

4,284 proteins, 3,474 fam
ilies

Shigella boydii

strain CD
C 3083-94

4,557 proteins, 3,700 fam
ilies

Shigella sonnei
strain Ss046

4,471 proteins, 3,727 fam
ilies

Shigella dysenteriae
strain Sd197

4,502 proteins, 3,371 fam
ilies

Escherichia coli

strain BW
2952

4,084 proteins, 3,817 fam
ilies

Escherichia coli

serotype O
157:H

7 strain EC4115

5,477 proteins, 4,686 fam
ilies

Escherichia fergusonii

strain A
TCC 35469

4,321 proteins, 4,136 fam
ilies

Salm
onella_entericastrain  

4,093 proteins, 3,936 fam
ilies

Salm
onella enterica

subsp. enterica serovar Paratyphi B str. SPB7

5,592 proteins, 5,358 fam
ilies

Enterobacter species
strain 638

4,240 proteins, 4,059 fam
ilies

Enterobacter sakazakii

strain A
TCC BA

A
-894

4,420 proteins, 4,263 fam
ilies

Pectobacterium
 carotovorum

strain PC1

4,246 proteins, 4,038 fam
ilies

Photorhabdus asym
biotica

strain A
TCC 43949 (sym

biont of H
eterorhabditis indica)

4,417 proteins, 3,856 fam
ilies

Serratia proteam
aculans
strain 568

4,942 proteins, 4,637 fam
ilies

Klebsiella pneum
oniae 

strain N
TU

H
-K2044

4,992 proteins, 4,741 fam
ilies

Klebsiella pneum
oniae

strain 342

5,768 proteins, 5,394 fam
ilies

Citrobacter koseri

strain A
TCC BA

A
-895

5,031 proteins, 4,818 fam
ilies
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27.5 %
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455 / 7,414

6.2 %
463 / 7,521

6.1 %
446 / 7,253

3.9 %
146 / 3,755

19.5 %
1,300 / 6,665

5.3 %
394 / 7,374

6.6 %
390 / 5,895

5.8 %
356 / 6,171

6.0 %
356 / 5,978

5.2 %
313 / 6,075

10.3 %
958 / 9,290

6.0 %
380 / 6,357

6.1 %
395 / 6,431

6.1 %
383 / 6,294

5.7 %
382 / 6,646

5.4 %
374 / 6,878

5.3 %
370 / 6,924

5.2 %
374 / 7,164

6.0 %
371 / 6,165

5.9 %
427 / 7,188

6.4 %
430 / 6,754

6.0 %
421 / 7,026

5.3 %
449 / 8,427

6.2 %
449 / 7,290

6.4 %
492 / 7,711

5.8 %
425 / 7,390

5.9 %
417 / 7,015

6.2 %
450 / 7,302

6.5 %
459 / 7,099

6.5 %
462 / 7,100

6.4 %
467 / 7,312

6.5 %
445 / 6,870

6.4 %
448 / 7,012

6.4 %
451 / 7,050

6.6 %
474 / 7,186

6.1 %
456 / 7,433

6.1 %
462 / 7,540

6.0 %
439 / 7,271

7.9 %
299 / 3,777

5.5 %
416 / 7,605

6.6 %
403 / 6,129

5.7 %
367 / 6,406

5.9 %
369 / 6,210

5.1 %
320 / 6,306

9.4 %
900 / 9,590

5.9 %
387 / 6,598

6.1 %
404 / 6,670

6.1 %
399 / 6,523

5.7 %
395 / 6,885

5.6 %
394 / 7,087

5.3 %
381 / 7,155

5.1 %
380 / 7,409

6.2 %
398 / 6,373

5.9 %
441 / 7,417

6.4 %
445 / 6,982

6.0 %
436 / 7,254

5.4 %
468 / 8,664

6.1 %
461 / 7,513

6.3 %
502 / 7,936

5.2 %
396 / 7,651

5.4 %
391 / 7,278

5.6 %
422 / 7,576

5.7 %
424 / 7,377

5.7 %
424 / 7,386

5.6 %
425 / 7,600

5.8 %
416 / 7,149

5.7 %
417 / 7,292

5.7 %
420 / 7,327

5.8 %
435 / 7,458

5.4 %
414 / 7,720

5.5 %
431 / 7,814

5.5 %
414 / 7,548

3.8 %
140 / 3,654

18.5 %
952 / 5,137

15.9 %
872 / 5,475

17.0 %
892 / 5,253

15.1 %
812 / 5,386

4.1 %
402 / 9,768

13.7 %
789 / 5,764

14.0 %
814 / 5,822

14.4 %
816 / 5,671

12.9 %
780 / 6,070

12.5 %
784 / 6,282

12.2 %
774 / 6,336

11.9 %
782 / 6,565

14.3 %
796 / 5,553

13.6 %
890 / 6,530

14.7 %
897 / 6,094

14.2 %
901 / 6,356

16.8 %
1,235 / 7,347

14.2 %
933 / 6,590

14.7 %
1,021 / 6,959

18.1 %
1,162 / 6,436

19.2 %
1,160 / 6,045

17.2 %
1,105 / 6,418

17.7 %
1,101 / 6,228

17.6 %
1,097 / 6,247

17.2 %
1,109 / 6,439

18.1 %
1,087 / 5,993

18.0 %
1,102 / 6,124

18.0 %
1,108 / 6,161

17.9 %
1,126 / 6,297

16.9 %
1,106 / 6,558

16.7 %
1,111 / 6,650

16.7 %
1,073 / 6,412

2.1 %
48 / 2,238

57.7 %
1,755 / 3,039

55.2 %
1,637 / 2,968

25.1 %
937 / 3,733

4.4 %
364 / 8,323

20.0 %
841 / 4,198

20.6 %
876 / 4,262

21.0 %
864 / 4,121

18.9 %
851 / 4,499

17.9 %
843 / 4,712

17.2 %
820 / 4,774

16.4 %
824 / 5,016

21.0 %
841 / 4,003

19.3 %
952 / 4,935

21.0 %
953 / 4,528

19.5 %
939 / 4,804

14.5 %
910 / 6,284

16.5 %
857 / 5,189

16.6 %
925 / 5,565

19.2 %
992 / 5,154

20.7 %
987 / 4,767

22.2 %
1,104 / 4,977

23.2 %
1,111 / 4,781

23.2 %
1,109 / 4,784

22.5 %
1,121 / 4,979

24.0 %
1,092 / 4,546

23.6 %
1,106 / 4,677

23.7 %
1,115 / 4,708

23.3 %
1,130 / 4,855

21.7 %
1,107 / 5,111

21.5 %
1,119 / 5,204

21.6 %
1,072 / 4,953

2.7 %
66 / 2,474

47.7 %
1,569 / 3,291

21.5 %
866 / 4,035

3.8 %
329 / 8,627

17.0 %
772 / 4,528

17.4 %
801 / 4,597

17.9 %
796 / 4,448

15.9 %
772 / 4,843

15.3 %
773 / 5,047

14.7 %
750 / 5,113

14.3 %
762 / 5,313

17.8 %
765 / 4,286

16.8 %
880 / 5,248

18.2 %
887 / 4,865

17.2 %
882 / 5,126

12.6 %
836 / 6,612

14.6 %
802 / 5,503

14.7 %
864 / 5,887

16.3 %
896 / 5,510

17.3 %
888 / 5,129

19.2 %
1,022 / 5,318

20.1 %
1,030 / 5,119

20.4 %
1,037 / 5,094

19.7 %
1,046 / 5,305

20.4 %
1,001 / 4,902

20.2 %
1,017 / 5,032

20.5 %
1,036 / 5,053

20.1 %
1,044 / 5,193

18.5 %
1,012 / 5,463

18.8 %
1,042 / 5,532

18.5 %
982 / 5,299

2.7 %
61 / 2,253

23.9 %
907 / 3,799

4.1 %
346 / 8,389

18.9 %
810 / 4,287

19.4 %
844 / 4,350

20.0 %
838 / 4,194

17.8 %
813 / 4,564

16.9 %
812 / 4,808

16.1 %
785 / 4,871

15.7 %
802 / 5,101

20.1 %
814 / 4,050

18.0 %
911 / 5,050

19.5 %
906 / 4,637

18.6 %
912 / 4,894

13.2 %
843 / 6,407

14.5 %
773 / 5,342

14.8 %
844 / 5,722

17.2 %
909 / 5,299

18.4 %
903 / 4,912

20.6 %
1,047 / 5,093

21.3 %
1,045 / 4,905

21.3 %
1,047 / 4,911

20.7 %
1,057 / 5,109

22.2 %
1,036 / 4,663

21.8 %
1,046 / 4,799

21.6 %
1,044 / 4,841

21.0 %
1,052 / 5,000

20.0 %
1,048 / 5,231

19.9 %
1,057 / 5,319

20.1 %
1,021 / 5,072

3.1 %
73 / 2,330

3.5 %
295 / 8,495

16.4 %
725 / 4,423

16.6 %
748 / 4,493

17.3 %
751 / 4,331

15.5 %
730 / 4,722

14.6 %
721 / 4,947

13.9 %
696 / 5,019

13.8 %
723 / 5,228

17.0 %
713 / 4,201

15.6 %
814 / 5,205

16.7 %
801 / 4,810

16.0 %
812 / 5,061

12.3 %
801 / 6,493

13.1 %
712 / 5,440

13.3 %
773 / 5,828

17.0 %
907 / 5,342

18.3 %
906 / 4,958

22.3 %
1,122 / 5,042

23.0 %
1,117 / 4,851

23.0 %
1,119 / 4,856

22.3 %
1,126 / 5,057

24.5 %
1,125 / 4,596

23.7 %
1,125 / 4,742

23.6 %
1,129 / 4,779

23.2 %
1,141 / 4,919

21.7 %
1,121 / 5,174

21.6 %
1,137 / 5,265

21.9 %
1,096 / 5,014

4.5 %
273 / 6,050

4.3 %
380 / 8,751

4.4 %
391 / 8,826

4.3 %
378 / 8,690

4.2 %
377 / 9,078

4.0 %
371 / 9,276

3.9 %
365 / 9,317

3.8 %
365 / 9,563

4.2 %
360 / 8,570

4.4 %
423 / 9,573

4.6 %
422 / 9,148

4.5 %
427 / 9,411

4.5 %
486 / 10,772

4.7 %
457 / 9,662

5.1 %
510 / 10,071

3.7 %
368 / 9,874

3.8 %
364 / 9,486

4.5 %
439 / 9,715

4.6 %
434 / 9,530

4.6 %
437 / 9,542

4.5 %
441 / 9,748

4.6 %
424 / 9,294

4.5 %
428 / 9,436

4.6 %
432 / 9,472

4.7 %
451 / 9,614

4.4 %
431 / 9,869

4.4 %
437 / 9,964

4.3 %
417 / 9,697

1.9 %
51 / 2,725

79.7 %
2,451 / 3,077

74.3 %
2,296 / 3,090

70.2 %
2,359 / 3,360

70.0 %
2,446 / 3,494

65.1 %
2,366 / 3,635

63.6 %
2,425 / 3,810

65.8 %
2,085 / 3,170

21.2 %
1,109 / 5,240

23.2 %
1,115 / 4,804

21.6 %
1,097 / 5,090

15.7 %
1,035 / 6,607

19.0 %
1,038 / 5,457

18.9 %
1,102 / 5,842

12.4 %
732 / 5,894

13.3 %
732 / 5,502

15.8 %
893 / 5,636

16.3 %
888 / 5,453

16.5 %
901 / 5,450

15.9 %
898 / 5,650

17.0 %
885 / 5,206

16.6 %
887 / 5,349

16.5 %
890 / 5,387

16.2 %
898 / 5,539

15.5 %
892 / 5,772

15.3 %
899 / 5,876

15.8 %
884 / 5,605

2.3 %
65 / 2,799

75.2 %
2,341 / 3,115

67.9 %
2,355 / 3,466

70.7 %
2,489 / 3,519

63.8 %
2,362 / 3,702

61.1 %
2,394 / 3,921

67.2 %
2,144 / 3,190

21.5 %
1,140 / 5,297

23.7 %
1,151 / 4,852

22.0 %
1,130 / 5,142

16.1 %
1,070 / 6,656

19.5 %
1,070 / 5,501

19.4 %
1,144 / 5,886

12.7 %
759 / 5,957

13.6 %
757 / 5,565

16.3 %
925 / 5,683

16.7 %
921 / 5,501

16.9 %
930 / 5,510

16.3 %
930 / 5,713

17.4 %
916 / 5,257

17.0 %
920 / 5,397

17.0 %
926 / 5,433

16.6 %
926 / 5,595

15.9 %
927 / 5,822

15.7 %
932 / 5,930

16.1 %
913 / 5,666

2.1 %
56 / 2,656

67.5 %
2,273 / 3,366

65.2 %
2,310 / 3,542

62.0 %
2,250 / 3,631

61.1 %
2,325 / 3,804

68.7 %
2,099 / 3,055

21.5 %
1,111 / 5,170

23.6 %
1,117 / 4,735

22.2 %
1,113 / 5,008

16.1 %
1,051 / 6,521

19.1 %
1,031 / 5,392

19.1 %
1,103 / 5,781

13.0 %
756 / 5,805

14.0 %
756 / 5,411

16.4 %
910 / 5,550

17.1 %
915 / 5,357

17.2 %
924 / 5,365

16.5 %
921 / 5,574

17.8 %
909 / 5,114

17.4 %
912 / 5,256

17.3 %
914 / 5,294

16.8 %
917 / 5,455

16.1 %
915 / 5,682

15.8 %
917 / 5,791

16.3 %
900 / 5,525

4.8 %
140 / 2,895

66.5 %
2,424 / 3,645

61.1 %
2,343 / 3,835

61.5 %
2,412 / 3,923

60.7 %
2,065 / 3,402

19.4 %
1,082 / 5,572

20.9 %
1,078 / 5,159

20.0 %
1,082 / 5,397

14.6 %
1,013 / 6,947

17.5 %
1,013 / 5,794

17.5 %
1,079 / 6,171

11.8 %
728 / 6,195

12.5 %
726 / 5,804

14.8 %
882 / 5,965

15.1 %
876 / 5,785

15.7 %
904 / 5,757

14.9 %
892 / 5,973

15.9 %
879 / 5,531

15.5 %
882 / 5,673

15.5 %
886 / 5,710

15.0 %
884 / 5,877

14.5 %
886 / 6,100

14.5 %
896 / 6,192

14.9 %
880 / 5,919

4.1 %
128 / 3,094

68.4 %
2,514 / 3,673

66.8 %
2,588 / 3,874

56.8 %
2,078 / 3,660

18.9 %
1,091 / 5,768

20.5 %
1,093 / 5,336

19.6 %
1,096 / 5,603

14.5 %
1,033 / 7,120

17.6 %
1,046 / 5,943

17.4 %
1,103 / 6,330

11.4 %
733 / 6,403

12.1 %
730 / 6,013

14.6 %
895 / 6,145

14.9 %
888 / 5,965

15.1 %
901 / 5,968

14.6 %
899 / 6,168

15.4 %
880 / 5,724

15.2 %
889 / 5,859

15.0 %
888 / 5,901

14.6 %
888 / 6,063

14.1 %
887 / 6,292

14.1 %
901 / 6,386

14.3 %
878 / 6,129

5.8 %
172 / 2,971

62.3 %
2,481 / 3,980

53.6 %
2,013 / 3,758

18.5 %
1,077 / 5,831

20.0 %
1,078 / 5,399

18.8 %
1,067 / 5,669

14.0 %
1,006 / 7,175

16.9 %
1,018 / 6,020

16.8 %
1,077 / 6,424

11.0 %
712 / 6,450

11.7 %
710 / 6,062

13.8 %
856 / 6,221

14.0 %
848 / 6,044

14.2 %
860 / 6,041

13.8 %
861 / 6,250

14.7 %
850 / 5,784

14.4 %
853 / 5,926

14.3 %
854 / 5,973

14.0 %
856 / 6,133

13.4 %
853 / 6,363

13.4 %
863 / 6,461

13.7 %
847 / 6,189

5.0 %
165 / 3,318

52.0 %
2,056 / 3,951

18.0 %
1,090 / 6,048

19.3 %
1,085 / 5,631

18.3 %
1,081 / 5,901

13.7 %
1,017 / 7,419

16.6 %
1,035 / 6,241

16.6 %
1,098 / 6,625

10.9 %
727 / 6,700

11.5 %
723 / 6,310

13.3 %
863 / 6,468

13.9 %
873 / 6,267

14.2 %
890 / 6,257

13.6 %
881 / 6,471

14.5 %
875 / 6,014

14.3 %
878 / 6,155

14.2 %
878 / 6,197

13.9 %
883 / 6,354

13.3 %
877 / 6,587

13.2 %
883 / 6,689

13.5 %
866 / 6,420

2.7 %
65 / 2,449

21.2 %
1,074 / 5,070

23.2 %
1,078 / 4,652

21.6 %
1,062 / 4,927

15.8 %
1,018 / 6,423

19.2 %
1,012 / 5,273

19.4 %
1,094 / 5,649

13.0 %
741 / 5,683

14.0 %
741 / 5,292

16.3 %
887 / 5,429

16.9 %
889 / 5,253

17.2 %
903 / 5,251

16.3 %
891 / 5,472

17.7 %
885 / 5,008

17.2 %
887 / 5,151

17.2 %
890 / 5,188

16.8 %
898 / 5,344

15.9 %
889 / 5,574

15.8 %
894 / 5,664

16.2 %
876 / 5,400

4.2 %
145 / 3,486

71.3 %
2,772 / 3,887

59.5 %
2,579 / 4,337

25.3 %
1,698 / 6,707

30.2 %
1,692 / 5,606

31.1 %
1,829 / 5,886

13.4 %
885 / 6,601

14.2 %
883 / 6,209

17.4 %
1,094 / 6,285

17.8 %
1,088 / 6,101

17.6 %
1,076 / 6,121

17.6 %
1,107 / 6,286

18.1 %
1,063 / 5,882

17.9 %
1,077 / 6,013

17.9 %
1,085 / 6,045

17.7 %
1,096 / 6,198

17.0 %
1,094 / 6,418

16.9 %
1,101 / 6,521

17.0 %
1,063 / 6,266

3.4 %
107 / 3,116

63.8 %
2,531 / 3,968

26.5 %
1,672 / 6,318

31.6 %
1,653 / 5,224

31.9 %
1,772 / 5,553

14.1 %
874 / 6,198

15.0 %
873 / 5,801

18.3 %
1,075 / 5,877

19.1 %
1,086 / 5,682

18.8 %
1,071 / 5,706

18.3 %
1,083 / 5,904

19.1 %
1,048 / 5,476

18.9 %
1,062 / 5,608

18.9 %
1,066 / 5,646

18.6 %
1,077 / 5,795

17.9 %
1,075 / 6,014

17.7 %
1,083 / 6,120

17.6 %
1,037 / 5,882

3.7 %
124 / 3,363

26.6 %
1,727 / 6,481

29.2 %
1,613 / 5,527

29.6 %
1,733 / 5,850

13.9 %
890 / 6,425

14.7 %
885 / 6,036

17.7 %
1,084 / 6,114

18.3 %
1,084 / 5,925

17.9 %
1,069 / 5,960

17.9 %
1,097 / 6,136

18.5 %
1,054 / 5,710

18.3 %
1,068 / 5,841

18.4 %
1,078 / 5,874

18.1 %
1,091 / 6,021

17.4 %
1,088 / 6,244

17.0 %
1,083 / 6,363

17.1 %
1,047 / 6,108

7.2 %
326 / 4,529

27.5 %
1,827 / 6,641

28.4 %
1,965 / 6,925

14.9 %
1,123 / 7,549

15.7 %
1,122 / 7,166

15.3 %
1,140 / 7,465

15.7 %
1,141 / 7,272

15.5 %
1,132 / 7,285

15.3 %
1,146 / 7,488

15.7 %
1,107 / 7,064

15.6 %
1,124 / 7,193

15.7 %
1,135 / 7,218

15.6 %
1,147 / 7,356

15.0 %
1,139 / 7,598

14.4 %
1,115 / 7,729

14.4 %
1,078 / 7,463

4.3 %
156 / 3,612

88.0 %
3,574 / 4,060

12.3 %
835 / 6,785

13.1 %
834 / 6,389

14.4 %
945 / 6,571

14.8 %
942 / 6,385

14.8 %
943 / 6,386

14.4 %
948 / 6,597

14.9 %
916 / 6,163

14.7 %
923 / 6,299

14.6 %
928 / 6,344

14.8 %
956 / 6,473

14.1 %
944 / 6,707

13.8 %
938 / 6,817

14.1 %
924 / 6,540

5.1 %
202 / 3,999

12.7 %
910 / 7,161

13.3 %
903 / 6,771

14.9 %
1,031 / 6,936

15.2 %
1,024 / 6,754

15.2 %
1,024 / 6,738

14.9 %
1,031 / 6,942

15.2 %
996 / 6,536

15.1 %
1,007 / 6,668

15.0 %
1,011 / 6,718

15.3 %
1,044 / 6,841

14.5 %
1,025 / 7,074

14.3 %
1,027 / 7,172

14.6 %
1,005 / 6,890

6.6 %
237 / 3,577

89.3 %
3,250 / 3,641

18.7 %
1,198 / 6,414

19.5 %
1,210 / 6,201

19.3 %
1,200 / 6,213

19.6 %
1,245 / 6,366

19.7 %
1,178 / 5,990

19.6 %
1,198 / 6,115

20.0 %
1,220 / 6,113

19.2 %
1,209 / 6,286

18.3 %
1,198 / 6,541

18.4 %
1,222 / 6,630

18.2 %
1,165 / 6,401

5.3 %
173 / 3,285

19.8 %
1,192 / 6,028

20.7 %
1,205 / 5,814

20.5 %
1,196 / 5,828

20.6 %
1,237 / 5,995

20.9 %
1,173 / 5,601

20.8 %
1,190 / 5,729

21.1 %
1,211 / 5,739

20.5 %
1,206 / 5,897

19.4 %
1,195 / 6,152

19.4 %
1,212 / 6,250

19.1 %
1,151 / 6,027

4.3 %
157 / 3,651

76.0 %
3,075 / 4,048

71.6 %
2,977 / 4,158

69.0 %
2,987 / 4,330

72.7 %
2,897 / 3,986

73.6 %
2,970 / 4,035

71.2 %
2,938 / 4,127

65.5 %
2,857 / 4,361

71.7 %
3,109 / 4,337

67.8 %
3,042 / 4,488

66.2 %
2,876 / 4,346

4.1 %
143 / 3,469

77.0 %
3,016 / 3,916

76.7 %
3,087 / 4,027

76.6 %
2,905 / 3,794

77.4 %
2,976 / 3,843

75.1 %
2,952 / 3,932

69.1 %
2,876 / 4,161

69.6 %
2,983 / 4,285

66.7 %
2,945 / 4,412

64.9 %
2,788 / 4,294

5.1 %
176 / 3,444

79.3 %
3,145 / 3,964

76.2 %
2,901 / 3,806

75.6 %
2,946 / 3,898

75.3 %
2,952 / 3,920

67.6 %
2,846 / 4,213

67.6 %
2,938 / 4,349

68.1 %
2,975 / 4,366

65.6 %
2,813 / 4,286

5.5 %
198 / 3,623

74.2 %
2,939 / 3,962

74.3 %
2,996 / 4,032

75.4 %
3,046 / 4,040

66.5 %
2,893 / 4,351

67.4 %
3,002 / 4,454

69.1 %
3,080 / 4,455

64.6 %
2,845 / 4,401

4.1 %
133 / 3,229

94.7 %
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Query sequence (protein)

Subject sequence (protein)

When are two proteins the same??
50% length of query

50% identity of match

Query sequence (protein)

pfam1 pfam2 pfam3

Kristoffer

0 proteins conserved in a thousand genomes

~150 protein families conserved in a thousand genomes
scales linearly

scales poorly
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Two questions for discussion:

1. When are two proteins the same?

2. How to visualize this, on a large scale?

What are some good visualization method would scale to 
allow comparison of 10,000 or a million bacterial genomes?

note: I don’t know the answer to these!
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A human gut microbial gene catalogue
established by metagenomic sequencing
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Karsten Kristiansen13, Oluf Pedersen4,14, Julian Parkhill12, JeanWeissenbach10, MetaHIT Consortium{, Peer Bork2,
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To understand the impact of gut microbes on human health and well-being it is crucial to assess their genetic potential. Here
we describe the Illumina-based metagenomic sequencing, assembly and characterization of 3.3 million non-redundant
microbial genes, derived from 576.7 gigabases of sequence, from faecal samples of 124 European individuals. The gene set,
,150 times larger than the human gene complement, contains an overwhelming majority of the prevalent (more frequent)
microbial genes of the cohort and probably includes a large proportion of the prevalent human intestinalmicrobial genes. The
genes are largely shared among individuals of the cohort. Over 99% of the genes are bacterial, indicating that the entire
cohort harbours between 1,000 and 1,150 prevalent bacterial species and each individual at least 160 such species, which are
also largely shared. We define and describe the minimal gut metagenome and the minimal gut bacterial genome in terms of
functions present in all individuals and most bacteria, respectively.

It has been estimated that the microbes in our bodies collectively
make up to 100 trillion cells, tenfold the number of human cells,
and suggested that they encode 100-fold more unique genes than
our own genome1. The majority of microbes reside in the gut, have
a profound influence on human physiology and nutrition, and are
crucial for human life2,3. Furthermore, the gutmicrobes contribute to
energy harvest from food, and changes of gut microbiome may be
associated with bowel diseases or obesity4–8.

To understand and exploit the impact of the gut microbes on
human health and well-being it is necessary to decipher the content,
diversity and functioning of the microbial gut community. 16S ribo-
somal RNA gene (rRNA) sequence-basedmethods9 revealed that two
bacterial divisions, the Bacteroidetes and the Firmicutes, constitute
over 90% of the known phylogenetic categories and dominate the
distal gut microbiota10. Studies also showed substantial diversity of
the gutmicrobiome between healthy individuals4,8,10,11. Although this
difference is especially marked among infants12, later in life the gut
microbiome converges to more similar phyla.

Metagenomic sequencing represents a powerful alternative to
rRNA sequencing for analysing complexmicrobial communities13–15.
Applied to the human gut, such studies have already generated some
3 gigabases (Gb) of microbial sequence from faecal samples of 33

individuals from the United States or Japan8,16,17. To get a broader
overview of the human gut microbial genes we used the Illumina
Genome Analyser (GA) technology to carry out deep sequencing of
total DNA from faecal samples of 124 European adults.We generated
576.7 Gb of sequence, almost 200 times more than in all previous
studies, assembled it into contigs and predicted 3.3 million unique
open reading frames (ORFs). This gene catalogue contains virtually
all of the prevalent gut microbial genes in our cohort, provides a
broad view of the functions important for bacterial life in the gut
and indicates that many bacterial species are shared by different
individuals. Our results also show that short-read metagenomic
sequencing can be used for global characterization of the genetic
potential of ecologically complex environments.

Metagenomic sequencing of gut microbiomes

As part of the MetaHIT (Metagenomics of the Human Intestinal
Tract) project, we collected faecal specimens from 124 healthy, over-
weight and obese individual human adults, as well as inflammatory
bowel disease (IBD) patients, fromDenmark and Spain (Supplemen-
tary Table 1). Total DNA was extracted from the faecal specimens18

and an average of 4.5 Gb (ranging between 2 and 7.3Gb) of sequence
was generated for each sample, allowing us to capture most of the

*These authors contributed equally to this work.
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