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Abstract

A sudden yet very small outbreak of COVID-19 mystery community transmissions occurred in a defined arc across the inner Western and outer
Northern suburbs of Melbourne in May-June 2021. An infection zone that could be 1000 km? in size. These sudden outbreaks of genuine mystery cases
could not be traced to any direct infected contacts nor could they be directly genomically linked to any known infection clusters (e.g. among infected
international travellers in hotel quarantine). In response the Government of Victoria on the recommendation of the Chief Medical Officer and the
Victorian Department of Health locked down the entire State of Victoria in an extreme Stage 4 emergency. As a consequence, large numbers of PCR
COVID-19 tests on oro-nasal swabs were conducted (> 30, 000 per day at peak) and all positives quarantined at home, a directive enforced by police and
in some cases the Australian Army. Citizens were neither allowed to leave Melbourne nor from Victoria to any other State of Australia. Contact tracing
was conducted on a very large scale by teams of experienced tracers. Several sudden mystery outbreaks continued to occur despite the lock-down on
people movements. This included restriction of numbers of visitors at homes, crowd-size limitations, curtailment of sporting events, school closures,
mandatory mask wearing, and personal tracking of all individuals in shops and supermarkets (via a personal “QR” digital tracking system linked to
mobile phones or via written personal contact statements at store or shop entry). Many of the COVID-19 variants of concern (PANGO classification)
were clearly mature human-passaged virions, many of which have been identified in the current and very large 2" Wave Indian epidemic. We show
here there is plausible strong evidence that a heterogeneous set of these “Indian” variants may have been transported by prevailing tropospheric global
wind systems via the Indian Ocean and Southern Ocean (Roaring Forties West to East on the 40° S Latitude line) to Victoria, Australia. There is much
precedent for such global wind transportations in the history of past Influenza virus pandemics in the last 100 years and the present observations relating
to COVID-19 events in Australia are discussed in that context.

Introduction past 20 years have revealed unequivocal evidence of biological entities

o o ) o ranging in size from tens of nanometres, identifiable as virions,
A cool and objective scientific understanding the origins and . . . .
to several microns corresponding to bacteria at heights of up to 41

global spread of the COVID-19 virus is the most pressing issue of our km [4,5]. More recently, Grebennikova et al. have identified by PCR

time. The multifactorial evidence that we have assembled through
2020 is fully consistent with COVID-19 arriving first via a loosely-
held life-bearing carbonaceous cometary bolide that dispersed its
viral cargo in the stratosphere on the 40° N Latitude line over Jilin in
North East China on the night of October 11 2019 [1-3]. A long series
of air-sampling experiments carried out in the stratosphere over the
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techniques several bacterial species on the outside of the International
Space Station (orbiting at a height of 400km) which are most plausibly
of cometary origin [6]. A variable population of bacteria and viruses
in the stratosphere thus appears to have a firm empirical basis, and
is moreover consistent with the theory of cometary panspermia for
which there is now a formidable body of evidence [7,8].
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A critical evaluation of all the relevant evidence suggests the
causative virus of the COVID-19 pandemic could not have come
from an infected bat or pangolin to infect all of the central region of
China around Wuhan city and Hubei province on the scale that was
witnessed in Nov 2019-Jan 2020 [2,9]. In our opinion, guided by the
relevant evidence and observations of many similar instances of
suddenly emergent pandemics throughout history [10], this pandemic
is entirely natural which is by no means unique. It represents a
natural phenomenon consistent with the emerging paradigm that
life is an all pervasive cosmic phenomenon [10-12]. It is unrelated to
putative explanations based on non-scientific ad hoc human-induced
conspiracy theories - such as those currently in vogue in the popular
press e.g. “Wuhan Virus Lab Leak” theories. It cannot be emphasised
too strongly that all such explanations are non-scientific. They require
too many ad hoc assumptions, many incoherent and contradictory,
when rationally examined in the light of all the unfolding temporal
key evidence. The appropriate scientific domains in which the relevant
data must be addressed and analysed for this pandemic must of
necessity include immunology, genetics, epidemiology, astrobiology
and atmospheric physics. The group of scientists that we represent has
been tracking, analysing, explaining as well as predicting with accuracy
the course of this suddenly emergent virus disease from its origin and
early spread in Wuhan in late November 2019 through January 2020,
following in our view the arrival at the Earth of a putative life-bearing
cometary bolide [1,3]. We then analysed the early evidence against
the standard explanation of global infection-driven solely by person-
to-person (P-to-P) transfer of the COVID-19 virus [13]. The long-
distance transfer of infection after the initial Wuhan strike to other
far-flung global regions occurred primarily not by P-to-P transfer but
via upper level tropospheric/stratospheric jet streams on a 40° - 60°
N latitude band from East to West [14]. This process combined with
more localised lower-level tropospheric wind systems (West-to-East)
explains much of the unfolding data in the early weeks of the pandemic.
This includes the otherwise mysterious transport across the Pacific
Ocean of the L haplotype of the Wuhan-plumed P-to-P virus to infect
the Grand Princess cruise ship off San Francisco [3].

The pandemic next appeared to move into lower - level Atlantic
Ocean prevailing wind systems and thence into the Southern
Hemisphere [15]. During this early period, up to May 2020, many
ships at sea became engaged with sudden and seemingly mysterious
COVID-19 outbreaks: cruise ships (Diamond Princess, Westerdam
Grand Princess), aircraft carriers (USS Theodore Roosevelt, the French
Navy’s Charles de Gaulle), various fishing trawlers and live animal
transportation ships [9,16]. Wherever these ‘ship at sea” strikes could
be cleanly analysed it became evident that all such outbreaks are best
understood as mid-ocean depositions of COVID-19 virions with all
the tell-tale signs of aerial pathogenic attack [9,16]. Moreover, sudden
strikes on isolated islands such as Sri Lanka that had flat-lined in
COVID-19 case incidence all year (2020) and then suddenly became
engaged in a few days (Oct 4-6, 2020) with over a thousand active
cases are difficult to understand in terms of traditional P-to-P spreads
considering the associated minimum incubation time between
transfers of infections of about one week [3,17]. Another remarkable
incident of a similar kind is the isolated Chilean military base in
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Antartica, thousands of kilometres from civilisation that became
suddenly engaged late December 2020 [3]. A cool objective assessment
of all these types of striking sudden COVID-19 outbreaks are
inconsistent with traditional P-to-P infectious disease epidemiology,
but entirely consistent with transportation via tropospheric winds
and precipitation (rain) bringing the viral-laden clouds to ground. In
this way we can explain the sudden and simultaneous appearance of
sporadic mass infections in widely separated geographical locations
that are mutually isolated, and thus cannot be cross-infecting one
another by a P-to-P spread process. The intensity of each outbreak in
any given geographical zone depends only upon viral density at in-
fall, and the exposed susceptible human population density in that
area. The viral density detected at ground level is predicted to be quite
patchy, on scales determined by the turbulence patterns caused by
thermal fluctuations determined by local heat sources.

The modern tendency to invoke the ad hoc concepts of super
spreaders, asymptomatic carriers or “stranger-to-stranger” spread to
explain any baffling aspects of the pandemic is a desperate attempt to
maintain the status quo of the terrestrial origin of the virus and its P-to-P
spread. It is interesting to recall that this is strikingly reminiscent of the
Ptolemaic epicycles that were invoked in the last days of the Copernican
revolution (Supplementary Information). It was the multiplication of
such epicycles that finally led to the rejection of the Ptolemaic Earth-
centred universe. Whether we have now come anywhere near this
critical point in the story of COVID-19 epidemiology is left to be seen.
Through 2020 we analysed the genetics of adaption of the COVID-19
virus in the first few months of the pandemic in 2020 at clear explosive
hotspot locations (Wuhan, New York City, US West Coast) and defined
the initial (ab initio) haplotype sorting process used by all respiratory
epithelial lining cells in the innate -immune driven host -parasite
relationship in the first 24-48 hrs of infection - APOBEC and ADAR
deaminase-driven ribo-switching of a common set of COVID-19
haplotypes. These are best understood as co-ordinated single nucleotide
variant (SNV) changes consistent with successful effective replicative
RNA secondary structures [9,18]. This is discussed further in ‘Haplotype
Analysis’ in Materials and Methods.

In a review of all the relevant key evidence the most parsimonious
explanation seems to be that COVID-19 came from space [2,3], just
as have many other similar suddenly emergent pandemics past and
recent: such as the Spanish Flu 1918-1919 and the other pandemics
that punctuate history over millennia, and in particular over the best
documented period over the past 100 years spanning the 20" and 21*
centuries [10-12].In this report we now critically evaluate the publicly
available infection and COVID-19 genomic data for the sudden, yet
small, outbreak of COVID-19 cases in Victoria, Australia in May - June
2021. Many of the initiating cases prior to P-to-P spreading within a local
cluster are genuine mystery/community transmissions that have still not
been resolved as this paper was submitted (as June 19 2021) - either
by contact tracing or by genomic sequencing matching with already
known clusters in the epidemic target zone. Given the global isolation
of Australia as an island continent, and the further isolation of the State
of Victoria, taken together with the stringent quarantine and isolation
regulations combined with diligent contact tracing that have been in
place, we have here a remarkable setting for a controlled experiment for
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Figure 1: Magnitude and timing of the COVID-19 epidemics in Inda, United Kingdom amd Australia during 2020 and 2021.

Google: “Coronavirus disease statistics”URL is https://www.google.com.au/search?hl=en&ei=vWxyX7ipM4-m9QP18If4CQ&q=Coronavirus+disease+statistics&oq=Coronavirus+disease+s
tatistics&gs_lcp=CgZwc3ktY WIQAzICCA AyAggAOgQIABBHOgcIABCxAXxBDOgQIABBDULZUWPh1YJF7aABWwAXgAgAH2AY gBvA6SAQYWLIEWLiGYAQCgAQGqAQdnd3Mtd2l6yAE
GwAEB&sclient=psy-ab&ved=0ahUKEwj4-47e-4zsAhUPU30KHXX4AZ8Q4dUDCAw&uact=5

This gives you the “Australia” dashboard (from there you can choose your country in the menu bar scroll).
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testing transmission models of the COVID-19 pandemic. As seen in
Figure 1 all the case numbers in Australia are minuscule in comparison
with the Northern Hemisphere infected zones (and see Supplementary
Information). Further advantages in the situation in Victoria include the
scale of mass PCR COVID-19 testing (=30,000 per day, Figure 2); and a
strictly policed social distancing/mask covering with Stage 3 and Stage
4 lock down regulations enforced in Victoria with the deployment of
police and sometimes the army. The available data in the public domain
allows scientific conclusions not as easily derived for the Northern
Hemisphere infected zones, where the disease is of far greater intensity
and wider geographic extent (two to four orders of magnitude greater
than the greater metropolitan area of Melbourne, Victoria - this has,
however, had well over 90% of all COVID-19 cases in Australia in 2020
and 2021 c.f. Figure 1 and URL link).

There are two general tropospheric viral-laden in-fall hypotheses
that could serve to explain the patterns in these mystery infection
data. They could operate together, or one or other may prevail in
quantitative terms.

The two possibilities are:

A. The sudden outbreaks are due to precipitation bringing down
virus-laden cometary dust in an arc around inner-outer Melbourne
(West-North, approximately 1000 Km?) thus contaminating the
environment and causing spot mystery infections of SARS-CoV-2
respiratory disease (generating simple haplotype variants ab initio, as
Steele and Lindley [18]).

B. The sudden outbreaks are caused by the same precipitation
(rain) bringing down human passaged virions transported in global
wind circulation from Northern Hemisphere infected zones, in
particular from the Indian outbreaks.

The most likely source, in our view, would be the putative and
massive viral plume over India of virions which have already “gone
through” human passage (P-to-P), and thus showing substantially
modified genomic sequences as multiple P-to-P products from the
early ab initio haplotype sequences These were discussed, using data
from the first three months of 2020, for haplotype diversification
between Wuhan and New York City [9,18].

0 —8—0—

4Iilll|

New cases

Source: Victoria Department of Health

~0 g

Here we assemble the evidence that strongly supports hypothesis
B, that all the community transmission ‘mystery cases’ in the Victorian
epidemic in May - June 2020 may have been caused by a range of
Indian human-passaged viruses delivered to Victoria, Australia,
from elsewhere, most likely via the Indian subcontinent viral plume
via tropospheric wind systems. This conclusion is not inconsistent
with low level tropospheric prevailing wind systems spreading viral
pandemics in the recent past via non P-to-P processes on scale [10].
Many striking non P-to-P spreading events like this were reviewed
over 30 years ago by Hammond et al. [19].

Materials and Methods
Publicly Available Data Resources
a. GenBank/NCBI Virus db

For full length COVID-19 genomic sequences and their haplotype
analysis against the Wuhan Hu-1 29903 nt long RNA reference
sequence (NC_045512.2) all Genbank Accession sequence data were
obtained and aligned (multiple sequence alignments) using the NCBI
Virus database and alignment tools. This publicly accessible site is
hosted at The National Center for Biotechnology Information (NCBI)
at the National Institutes of Health (NIH), Bethesda, Maryland, USA,
which curates SARS-CoV-2 sequences at https://www.ncbi.nlm.nih.
gov/sars-cov-2/#nucleotide-sequences

b. Epidemiological Information

This is from that published daily by the national newspaper The
Australian and other information from Melbourne’s Herald-Sun
newspaper. All specific details are referenced or expanded on in the
Supplementary Information. Other data for background long term
cross checking can be access at The Victorian Department of Health
website https://www.dhhs.vic.gov.au/victorian-coronavirus-covid-19-
data

c. Weather Information

This was from The Australian Bureau of Meteorology (BOM) and
also news reports through April and May 2021
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Figure 2: New Cases per Day and Total PCR Tests per Day in Victoria. The Australian 10 June 2021. Hard Stage 4 lockdown across entire state of Victoria introduced on May 27.
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http://www.bom.gov.au/climate/dwo/202105/html/
IDCJDW3050.202105.shtml

Haplotype Analysis

The haplotype approach to COVID-19 sequence diversification
(18] differs from the PANGO classification system which uses a
phylogenetic approach which generates putative person-to-person
(P-to-P) lineages, clusters and clades [20,21]. The ab initio haplotype-
sort/selection explanation, during first infection of respiratory
epithelial cells in the first Host-Parasite encounter - by viral-laden
meteorite tropospheric dust - is a better primary explanation of the
APOBEC/ADAR-driven deaminase ribo-switching process and
informs classification of sequences through molecular understanding
based on variant RNA secondary structures. In the first three months of
the pandemic this ribo-switching haplotype sorting and quasi-species
selection process operates in the first subject infected host [22,23].
This generates, in our view, a range of quasi-species and then host-
parasite selection allows successful emergence of a replicative 29903
nt long RNA secondary structure haplotype in that subject host (Steele
and Lindley 2020 [18] Table 1). The PANGO variants published in The
Australian newspaper (Saturday 5 June 2021) which are of concern

to the Victorian Department of Health (Figure 3) have been assigned
haplotypes using these markers (Table 2).

Criteria for a SNV in the Coding Regions (CDS) Classed as
Conserved, Benign, Radical (Table 2) - as defined in Steele and
Lindley (2020) [18]

Conserved: These are synonymous SNVs or a SNV change leading
to the same amino acid (AA) functional class. Benign: These are AA
changes which are Polar<-> NonPolar, Acid <-> Polar, or Basic<->
Polar. Radicle: These are AA changes Acid<-> NonPolar, Basic<->
NonPolar, Acidic<-> Basic.

Multiple PANGO Sequences Used to Determine Haplotypes as
Shown in Table 2

Shown in Table 3 are the GenBank accession numbers of many
of the PANGO variants of concern in Victoria from the NCBI Virus
website for the haplotype analysis in the Melbourne, Victoria outbreak
of mystery cases in May-June 2021- all haplotyped in multiple
alignments v Hu-1 (NC_045512).

Among a Set of the Same “PANGO Designated Variants”

Table 1: Putative Ab Initio Haplotypes and Main Sites Defining COVID-19 Common Strain Variants in first 3 months of the pandemic (Jan-Mar 2020).
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Figure 3: The Australian Saturday 5 June 2021.
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Table 2: PANGO variants of COVID-19 of interest and concern in Melbourne, Victoria outbreak of mystery cases in May-June 2021.

Numbers of additional variations accrued on top of S&L HAP sequence when aligned against Hu-1
Non- | Non- From Ab Initio
. 5'UTR | 5'UTR | 3' UTR | 3' UTR SNV CDS variants recorded as : Total | number putative
Steele and Lindley CDS CDS
i P-to-P transfers?
Ab Initio HAP seq
PANGO Variant SNV | Indel | SNV | Indel | SNV | Indel | Conserved | Benign | Radical | In-frame Indel
B.1.1.7 L241f1 0 0 0 0 0 0 7 3 6 1to3 17-19 4
B.1.351 L241a 1 0 0 0 0 0 5 3 3 2 14 3or4
P1 L241f1 0 0 2 0 0 1 11 9 2 1 26 50r6
B.1.617.2 L241f 1 0 1 0 0 1 6 8 4 1 22 4or5
B.1.427/B.1.429 L241a 0 0 0 0 1 0 3 3 1 0 8 2
P2 Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd
B.1.525 L241f 0 0 0 1 1 0 18 5 1 4 30 6or7
P3 Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd Nd
B.1.526 L241a 0 0 0 0 0 1 7 5 1 1 15 3to4
B.1.617.1 L241f 1 0 1 0 0 1 5 7 5 0 17 3or4

The PANGO variants from The Weekend Australian June 5-6 2021.

There Will be Variable Sites - that is “Not All PANGOS are
Identical”

It is important to understand that when newly isolated COVID-19
genomic sequences are assigned a PANGO variant/lineage label, all
PANGO variants with that label are not necessarily identical. Human
passaged (P-to-P) will introduce further new variable sites within that
haplotypic framework. For example in a multiple alignment against
the Hu-1 reference of six B.1.617.2 variants (MZ318750, MZ318917,
MZ320553, MZ317762, MZ318262, MZ318150) the number of non-
haplotypic shared sites above the 22 listed in Table 2 for B.1.617.2,
there are 49 other sites that can vary. A similar pattern like this applies
to sets of the other PANGO haplotypes in Table 2 aligned against Hu-
1. Thus the statement that a freshly isolated sequence “has a particular
PANGO variant sequence (i.e. haplotype) should not be taken to mean
all members of that variant are identical as APOBEC/ADAR-driven
variation at P-to-P transfers ensures most will be not identical. Most
of these differences (>95%) result in conserved or benign AA changes
i.e. there is considerable sequence conservation at the protein level due
to Darwinian purifying selection (e.g. in the six B.1.617.2 sequences
discussed above 48 of the 49 variable sites are conserved or benign as
defined).

Estimates of P-to-P Transfers (Table 2)

It should be noted here that the estimates of the numbers of
putative P-to-P transfers since ab initio creation in the first infection
from raw meteorite dust-derived virus, is based on conservative
estimates from the observations in the Wuhan (Jan 2020) and New
York City (Mar 2020) hotspot zones [18].

Results and Discussion

To focus on the relevant geographical infected Melbourne region,
Figures 4A and 4B show Google Maps of the West-North Melbourne
arc where the great majority of waste water catchment COVID-19
fragment detections have been found (April to early May 2021,
Supplementary Information) and where the suddenly emergent
mystery case-generated clusters of COVID-19 infections have later
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Table 3: Gen Bank accession numbers of all PANGO sequences multiply aligned for
haplotype assignment.

Collect
Accession 2021 Geo Location PANGO
MZ310552 04-12 India B.1.1.7
MZ310908  05-05 USA.SC. Lancaster B.1.1.7
MZ317817  05-10 USA, Rhode Island B.1.351
MZ317890  02-02 India B.1.351
MZ317892  02-02 India B.1.351
MZ318331  04-15 USA, North Carolina B.1.351
MZ311471  05-14 USA. Mass P.1
MZ311478  05-19 USA. New Hampshire P.1
MZ317762  05-04 USA Mass B.1.617.2
MZ318159  04-10 India B.1.617.2
MZ318262  04-30 USA B.1.617.2
MZ318750  05-11 USA Texas B.1.617.2
MZ318817  05-09 USA Arkansas B.1.517.2
MZ318917  05-09 USA New Jersey B.1.617.2
MZ310942  05-20 USA. Mass B.1.617.2
MZ304709  05-08 USA. California B.1.617.2
MZ317766  05-03 USA, Mass B.1.427
MZ317895  04-01 Germany, Frankfurt B.1.427
MZ31789¢  01-14 Germany. Frankfurt B.1.429
MZ318827  05-10 USA, California B.1.429
MZ318829  05-11 USA, Texas B.1.427
P.2-Nd
MZ317699  2021-05 USA Virginia B.1.525
MZ321539  05-12 USA Mass B.1.525
P3-Nd
MZ311490 5-14 USA. New Hampshire B.1.526
MZ311497  05-20 Rhode Island B.1.526
MZ310590  03-17 India B.1.617.1
MZ310588  02-12 India B.1.617.1

been found (below and Supplementary Information). A conservative
estimate of the size of the region could be at least 1000Km?, stretching
from Altona/Maidstone in Melbourne’s South West to the northern
Whittlesea local government area (LGA) in which the suburb of
Wollert is on the southern edge. The distance from Altona to the
northern edge of Whittlesea LGA is at least 30 Km.
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Weather in Melbourne and Environs through April into May
2021

There was significant April rain in greater Melbourne, usually at
night and cold, on 9" (6.2mm), 10* (0.2 mm), 11*( 3.4 mm), 12 (10
mm), 13" ( 0.6mm), 16" (1mm), 21 (10.4 mm), 23" (0.4 mm), 25"
(2.6 mm), 26" (1.2 mm), 27 (0.6mm), 28" ( 0.4mm) ; then again
further rains well into May and June including severe flooding in
the same regions covered in the Google Maps above. Precipitation
coming up from the Southern Ocean in a SW to E direction (the
typical prevailing way the winter weather visits Victoria) would be a
necessary pre-condition for any tropospheric clouds of COVID-19
virion dust-associated particles to be brought to ground.

PCR COVID-19 Fragments Detected in Waste-Water
Catchments Prior to Sudden Outbreak

The West-North arc and range of these detections is specifically
covered in the Supplementary Information. They occurred during a
period when no COVID-19 cases had been detected for many weeks
(prior to May 11). These significant PCR detection signals occurred
in late April early May before “‘Wollert Man™ the putative infective
P-to-P trigger for the entire outbreak (see below and Supplementary
Information) left the Adelaide quarantine hotel (May 4) and cover the
same environment footprint where all the key putative mystery cases
have been reported or deduced to have emerged. Thus, significant
environmental contamination with COVID-19 genomes appears to

have occurred and are manifest in waste-water catchment reservoirs
in the W-N arc under discussion and analysis - it stretches incredulity
that all the PCR fragments signals, in the face of massive dilution
factors, are due to undetected high-rate urine shedders of COVID-19
virions by undetected asymptomatic infected subjects. The maps in
Figures 4A and 4B can assist in visualising this COVID-19 fragment
footprint in association with Supplementary Information.

Analysis of Key Mystery Cases and Clusters

The caveats to this analysis are the absence of meta-data
(ethnicity, clinical status, exact likely locations at infection) and the
non-availability of exact COVID-19 genomic sequence(s) apart from
muted PANGO variant of the infected subjects as well as considerable
mis-information about each case in the mass media. There is only
limited knowledge of the genomic sequence (shown in Figure 3) -
some are either Indian variant kappa (B.1.617.1) or delta (B.1.617.2)
as assigned below. When it was neither variant that was acknowledged
in the press release we can only deduce that in that particular mystery
case the sequence was “one of concern” as summarised in Figure
3 and Table 2. All the key public information around the origin of
each mystery cluster is provided in the Supplementary Information
for the reader to independently weigh up the evidence pro and con.
In our considered view every case in the list below is a real mystery
community transmission- no definitive genomic links nor P-to-P
contact links with any other cluster. There has been considerable
speculation in the mass media with state-wide (and even nation-wide)

Figure 4(A): Map West-North Melbourne Infected zones centred on “Reservoir”,
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Figure 4(B): Map West-North Melbourne Infected zones centred on “North Melbourne Primary School”.
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searches for the ‘missing links’ between clusters. They have not been
found. To claim, as indicated in Materials & Methods, that Wollert
Man or those in the larger Whittlesea LGA cluster are of the kappa
Indian variant does not constitute evidence of a direct genomic link-in
a situation as in Wollert v Whittlesea where no direct physical P-to-P
links can be established. The article by The Australian’s Stephen Lunn
on the origins of ‘Wollert Man’ catching a kappa variant by a putative
fleeting 18 second contact in a corridor at the Playford quarantine
hotel in Adelaide CBD cannot be taken seriously in the light of all the
other epidemiological evidence (discussed below)

« Wollert Man (Indian Variant Kappa B.1.617.1)

Wollert Man, a 30 yr male returned home to Australia on April 20
from India via Adelaide airport and went into hotel quarantine. Over
the next 2 weeks he had 3 negative PCR tests. On May 4 he travelled
to Adelaide airport, caught a plane to Melbourne, travelled from the
airport by Sky bus to Melbourne’s Southern Cross Station in the CBD,
then caught the train north to Wollert, where he lived. According to
reports he had some symptoms on May 8 and was PCR positive on
May 11. His close contacts in the household have not become PCR
positive. He had limited movement while in Wollert (in the Whittlesea
LGA) but all subsequent tests on all those putatively contacted by him
on his May 4 travel to Wollert and since (several hundred contacts)
have scored PCR negative. In addition there was no transmission of
the Playford hotel kappa Indian variant in Adelaide or anywhere in
South Australia. The later kappa Indian cluster in Whittlesea LGA (on
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May 24) some 5 to 10 km from his Wollert home has no direct link to
Wollert man- only the loose ‘kappa variant’ associations highlighted by
the media and the Victorian Department of Health discussed already
and in Materials and Methods (and Supplementary Information).

The most parsimonious interpretation of these data is that Wollert
Man became infected when he returned to the already COVID-19
contaminated environment in Wollert on his return. He did not
overtly transfer the infection after that date. This is a real genuine in-
fall infection from the troposphere with an already human passaged
common Indian variant (Table 2).

» Whittlesea Cluster (Indian Variant Kappa B.1.617.1)

This is a much larger cluster that emerged suddenly on May 24 and
grew to about 20 cases in a few days (Figure 2), then to even greater
numbers > 60 cases (Figure 3 and Supplementary Information). We
have established there is no link with Wollert Man. We have no idea
if there is more than one kappa mystery infection that initiated the
P-to-P expansion. It is conceivable there may have been more than
one pro-band. The situation remains confused and that point is not
resolved. This cluster is not linked genomically or by any P-to-P
contact with the other mystery clusters (below).

o Arcare Outbreak (Variant Non-Indian Kappa or Delta)

This case appeared suddenly on May 30 2021 in a 55 yr female
carer at the Arcare aged care facility in Maidstone, West Melbourne (see
Supplementary Information). It was passed to several elderly residents (>
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80 yr) and also to another female carer who was also working in another
local aged care facility (Sunshine). Of interest the 55 yr female carer had
already had one COVID-19 vaccination, and the resident she passed it
to (90 yr male) had a full course of two vaccinations. The elderly infected
residents were transferred to hospital and seem to have recovered at time
of writing. The Arcare facility is in lockdown at time of writing.

« Delta Cluster, Nth Melbourne (Indian Delta B.1.617.2)

This cluster emerged around June 4. It involved two families from
North Melbourne who travelled together on holiday to the South
Coast of NSW in the same large people moving van. Most members of
that travelling group have become PCR positive. There are no physical
or genomic links to any other cluster. But a supposed link with a ‘delta’
Indian variant brought from overseas by a Sri Lankan traveller to
Melbourne has been hypothesized (see Supplementary Information).
The most parsimonious explanation is this is a genuine mystery cluster
as recognized by authorities. Whether one or several mystery infected
probands in that van is responsible for initiating P-to-P spreads is not
known.

« Reservoir Cluster (Variant Non-Indian Kappa or Delta)

This appeared suddenly on June 10 2021 and “includes a man in
his 80s, a woman in her 70s, a man in his 50s and a man in his 20s who
all live in the same household in Reservoir in Melbourne’s northern
suburbs” (see Supplementary Information). There is no genomic or
physical P-to-P link with any other cluster. It is clear the coronavirus
variants driving the mystery clustersin the Victoria outbreak are diverse
and typical of prior P-to-P passaged virus variants (Table 2). Where
did they suddenly and mysteriously come from? This, we would argue,
is a classic signature of spot “infections from the sky” over a regional
arc known to have been previously contaminated with COVID-19
genomes on a regional scale. So all these cases are fully consistent with
an aerial pathogenic attack from the troposphere, contaminating the
environment and capriciously infecting unsuspecting victims as we
have discussed in other recent papers.

Possible Explanations

Ab Initio haplotype sorting of meteorite dust raw virus seems
highly unlikely given the clear evidence of complex human-passaged
variants, many of which appear to have come from the Indian
subcontinent epidemic (Table 2). The variant diversity in India is
remarkably wide, and not confined to the main “Indian variants” kappa
and delta. It includes even the ‘UK Mutant’ (B.1.1.7) which has become
engaged in the Indian epidemic (Figures 1, 3 and Table 2). Indeed, in a
sample of recent Indian PANGO variants that were uploaded to NCBI
Virus we find at least 5 that are of concern in Victoria (Figure 3 and
Table 2) have also been found in India. Thus PANGO variants and
numbers uploaded in this small sample, as determined over the first
two hundred upload web pages — each page can accommodate 200
entries- on June 6 and 7 (in brackets) are : B.1.1.7 (11), B.1.617.1 (4),
B.1.617.2 (33), B.1.36.8(10), B.1.36 (14), B.36.10 (1), B.1 (2), B.1.1.216
(3), B.1.367 (2), B.1.1 (4), B.1.1.306 (1), B.1.36.17 (1), B.1.351, (5),
B.1.427/B.1.429 (2) (see Supplementary Information). So just how did
these mature human-passaged Indian variants appear mysteriously in
Victoria from a tropospheric in-fall?
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The recent outbreak in India is massive and cataclysmic. It has
engaged almost all Indian provinces suddenly across the entire sub-
continent (not shown, use URL in Figure 1 to check this fact out).
We have speculated in the past that it has been triggered on scale by
a viral laden dust comet dust in-fall off the 40° N Latitude band on
the southern side of the Himalayan Mountains [3]. However, we can
plausibly include, at a slightly later time, the Sri Lankan and Maldives
outbreaks as also coming from India (Supplementary Information).
Indeed, as we continue to marshal the relevant evidence, there is in fact
a temporal sequential order of outbreaks further south on that same
longitude line down the East African coast. New COVID-19 outbreaks
of variable magnitude, temporally following India, appear evident
in Kenya, Madagascar and South Africa. It is thus conceivable that
the putative virus-laden plume (heterogeneous collection of human
passaged COVID-19 viral variants) over India has been transported
by tropospheric Indian Ocean and Southern Ocean prevailing winds
to also cause the comparatively minor outbreak in Victoria, Australia
in May-June 2021.

The prevailing winds in the Indian and Southern Ocean (Figure 5)
make this global tropospheric transport route entirely credible. And
indeed, the recent “upticks” in the rolling waves of Chilean epidemics
suggest that the entire Roaring Forties 40° S line may now be entrapped
by the tropospheric viral clouds from the plume of the Indian
epidemic (Supplementary Information). Other independent evidence
supporting this interpretation has been documented in the past for the
global transport and spread of previous Influenza pandemics by global
weather and wind systems [10,19]. Further, in the case COVID-19 in
the first few months of the pandemic, the Wuhan plume carrying the
dominant human passaged haplotype (L) appeared to have crossed the
North Pacific by mid-February 2020 to infect passengers on the Grand
Princess cruise ship who displayed genomic sequences of unmutated
or lightly mutated L haplotype as discussed [3,18].

Conclusions

It is plausible in the light of this analysis of a defined small
COVID-19 outbreak that other global transfers of viral plumes
are conceivable. The “UK Mutant” B.1.1.7 is now widespread and
very common in the USA (inspection of the very large numbers of
uploads of B.1.1.7 variants to NCBI Virus confirms this impression)
and including many parts of Europe. These global transportations
again via lower-level E-to-W and W-to-E tropospheric winds seem
plausible given the expected size of the viral plume over the UK
epidemic Dec-Feb (Figure 1). There are many unknowns on the size
and potential rising-height of the putative viral plumes, so plausible
speculation is required. From available epidemiological data (e.g.
Figure 1) which suggest an estimated 10 million active Indian cases
at any given time over several weeks (20 days of say 500,000 cases per
day), we would have ~ 107 virus exhalers who undoubtedly contribute
virions into the lower atmosphere. If we assume that each infected
“exhaler” conservatively contributes 10" aerosol virions we would
have a total of 10" virions potentially arising from the surface of the
Indian subcontinent. Such virions which pass through regions of high
humidity would be expected to acquire outer mantles of water ice that
could help to retain viability to some degree. Fukuta et al. have recently
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Figure 5: Prevailing winds in Indian and Southern Oceans

Google link to Indian Ocean winds at: https://www.google.com.au/search?source=univ&tbm=isch&q=indian+ocean+prevailing+winds&hl=en&sa=X&ved=2ahUKEwiKpNCLqoTxAhUmzT

gGHQEfBHKQjJkEegQIChAB&biw=1018&bih=602&dpr=2

Indian Ocean- a Cruising Guide
cruiserswiki.org

shown that COVID-19 remains highly infectious for prolonged
periods in cold and wet conditions [24]. In addition, Kwon et al. [25]
have determined the stability of the virus in a variety of biological
fluids (nasal mucus, sputum, saliva, tear, urine, blood, and semen)
and “it remained infectious significantly longer under winter and
spring/fall conditions than under summer conditions”. This suggests
that dispersed viruses in aerosol biological fluid protective wraps may
add to putative stability. If say 10% of these aerosol-protected virions
survive lofting into the troposphere and subsequent wind transport,
we have some 10" virions (all amplified by victims in India) that are
in circulation and which could contribute to the outbreaks of the so-
called mystery clusters in Victoria, Australia. Indeed as this paper was
being submitted it seems that the southern Chinese city of Guangzhou
may be engaged in a sudden tropospheric strike of variants from India.
Further, many other Northern Hemisphere countries (Russia, UK,
USA) are also reporting the sudden spread of the Indian delta variant
on real population wide scale (for news links see Supplementary
Information File)

Given these developments, and on reflection, the sudden large
outbreak in Sri Lanka October 4 - 6 2020 may well have been due to
the 1st Wave Indian human-passaged viral plume (see Figure 1 and
Supplementary Information). In contradistinction, the recent In Press
report of Althoff et al. [26] of early spot detections and spreads of
COVID-19 (late 2019-early 2020) suggest early fragmented in-fall of
small clouds of raw (non P-to-P passaged) meteorite dust COVID-19
from the stratosphere on the 40° N latitude line as discussed viz [14]. “7
individuals had detectable SARS-CoV-2 immunoglobulin G prior to the
first confirmed case in the states of Illinois, Massachusetts, Wisconsin,
Pennsylvania, and Mississippi, suggesting that SARS-CoV-2 infections

»

were occurring weeks prior to recognized cases in at least 5 US states [26]

Infect Dis Ther, Volume 2(1): 10-28, 2021

Indian Ocean Gyre - Wikipedia

What lessons can we learn? Certainly, near-Earth surveillance of
incoming pathogens from space, such as the suggested “Hoyle” shield
needs to be an international imperative [27], as often reiterated by
us [3,28], including for monitoring for tropospheric global transport
of viral plumes as discussed here. But it seems also that once a viral
pandemic is already underway, rising viral-plumes from major infected
zones can potentially be transported to infect other global regions on
a mass scale. Indeed pathogenic re-circulation via the troposphere
during a pandemic is a major factor to consider for societies whose
thinking seems restricted to “hard lockdowns and social distancing”
to prevent or alleviate the spread of airborne viruses. If it is considered
feasible a procedure by which the lower atmosphere and environments
of infected areas could be sprayed with suitable disinfectants from the
air must surely deserve serious attention. Face masks may be useful
during an actual tropospheric in-fall event but may not work in the
way the health authorities have advocated during a real mass outbreak
on the scale of trillions of infectious virions falling from the sky. All the
evidence from the 2™ Wave in the Victorian 2020 epidemic suggests
the Stage 4 lockdown had no impact whatsoever on the course of the
epidemic [3], a conclusion supported by critical analysis of similar
lock downs in the USA [29].

What of the immediate future? Has all the raw cometary dust-
protected virus or the P-to-P plumed-virus (almost certainly assisted
and protected by pollution particles) [30,31], washed down from the
troposphere? The Spanish Flu took two years to run its full course.
COVID-19 is nowhere as lethal but its global reach is similar, implying
a similar magnitude of initiating viral inoculation. If that is a valid
comparison then full viral wash down could perhaps take another
6 months. This time frame is not incompatible with other micron-
sized particle falling-rates as estimated for wash down of radioactive
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tracers following upper-atmosphere nuclear tests in the late 1950s [2].

In conclusion we stress that as scientists we have a responsibility to

accept whatever facts that the universe presents us without fear or

favour. Distorting or even simply tweaking emerging facts in order to

fit a long-established paradigm should be avoided at all cost.
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COVID-19 sudden outbreak of mystery case transmissions in Victoria Australia, May-
June 2021 : Strong evidence of tropospheric transport of human passaged infective
virions from the Indian epidemic

Edward J. Steele, Reginald M. Gorczynski, Patrick Carnegie, Gensuke Tokoro, Daryl H. Wallis, Robert
Temple, Milton Wainwright and N. Chandra Wickramasinghe

We address here issues as Supplementary Information to assist understanding of the main text. For some
computer systems the entire URL link may need to be copied and pasted into Search bar to obtain link.

A. Fragility of paradigms- Ptolemaic epicycles just prior to the first Copernican revolution from the
16" Century

COVID-19 Cases per Day in Australia (Victoria), India, Sri Lanka, Maldives, Kenya,
Madagascar, South Africa, Chile

Distribution of Cases and Clusters in Greater Melbourne Victoria from May — June 2021

Recent Indian PANGO variants NCBI Virus Page 2/ 2855 pages- Screen Shots as 6 June 2021
Newspaper and Media Reports — all significant relevant coverage

Indian ‘delta’ variant (B.1.617.2) now going global as June 19 2021

=

mEE0

A Figure shows Ptolemaic epicycles just prior to the first Copernican revolution from the 16" Century

See also Wickramasinghe, Steele, Gorczynski et al (2020) Virology Current Research

On the Fragility of Empires and Paradigms Virology Current Research Volume 4:1,2020
DOI: 10.37421/Virol Curr Res.2020.4.112
https://www.hilarispublisher.com/open-access/on-the-fragility-of-empires-and-paradigms.pdf

B.COVID-19 Cases per Day in Australia (Victoria), India, Sri Lanka, Maldives, Kenya, Madagascar,

South Africa, Chile Google: “Coronavirus disease statistics”URL is
https://www.google.com.au/search?hl=en&ei=vWxyX7ipM4-
m9QP18If4CQ&g=Coronavirustdisease+statistics&oq=Coronavirus+disease+statistics&gs lcp=CgZwc3ktY WIQAzICCAAyAggA
OgQIABBHOgcIABCxAxBDOgQIABBDULZUWPh1YJF7aABWAXgAgAH2AY gBvA6SAQYWLIEWLIGYAQCgAQGqAQdnd3
Mtd216yAEGwWAEB&sclient=psy-ab&ved=0ahUKEwij4-47¢-4zs AhUPU30KHXX4AZ80Q4dUDCAw&uact=5

This gives you the “Australia” Victoria dashboard (from there you can choose your country in the menu bar scroll)
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C. Distribution of Cases and Clusters in Greater Melbourne Victoria from May — June 2021

Source : The Herald-Sun 4 June 2021

D. Recent Indian PANGO variants NCBI Virus Page 2/ 2855 pages- Screen Shots as 6 June 2021
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E. Newspaper and Media Reports — all significant relevant coverage

Use Google Maps if need be to locate the suburbs and regions identified in Melbourne, Victoria , Australia. The
main suburbs and areas are Wollert, Whittlesea, Altona North, North Melbourne and Reservoir. Other specific
details are in the media reports, although text of key articles is included here.

a. COVID-19 PCR fragments in waste-water catchments during April 2021

* “Two new wastewater COVID-19 viral fragment detections in Daylesford and Benalla “ Government advice
from early April 2021

https://www.dhhs.vic.gov.au/wastewater-testing-covid-19

Advice:

“Viral fragments of COVID-19 have been detected in wastewater samples recently taken from the inlet to
wastewater treatment plants at Daylesford and Benalla.

This follows the detection of viral fragments in Moonee Ponds Main and Ringwood South Branch sewer
catchments announced earlier this week.

Given the prolonged period of no community transmission in Victoria and absence of local cases in these areas,
these are most likely due to a person or people who are not infectious but are shedding the virus.

Victoria’s wastewater testing program is designed to provide early warning of COVID-19, and the possibility
that someone is in the early phase of the virus cannot be ruled out.

People who live in or have visited the Daylesford area from 10 to 12 April, or the Benalla area from 10 to 15
April, should monitor for symptoms of COVID-19 and get tested if any develop. “

*» The Australian online 29.4.21 at 9.45PM by Remy Varga 3 hours ago posted at 6.30 PM

Hundreds told to isolate in Melbourne

Brief:

Hundreds of people in Melbourne’s west and northwest have been asked to isolate after “strong” coronavirus
fragments were detected in waste water.

A total of 246 people had been contacted as a precaution after a positive case travelled from Western Australia,
A Victorian Health Department spokesperson said on Thursday.

“This additional action is being taken due to the strength of the wastewater detection and because a known
positive COVID-19 case, from flight QF778, has been in Victoria in the past 14 days,” the spokesperson said.
“The 246 people who have been contacted today include four primary close contacts of that case and 242
recently returned red and orange zone travel permit holders.

“All of these primary close contacts have recently been tested and have returned negative results. All of the 246
people are being asked to test again out of an abundance of caution.”
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And it is region wide in arc from West to North and some in east. The official waste water detection methods
at: https://www.dhhs.vic.gov.au/wastewater-testing-covid-19

“New Detections:

Northwestern suburbs

April 20-27: Glenroy, Hadfield, Oak Park, Pascoe Vale

April 10-15 and 20-26 (repeat detections): Benalla

Western suburbs

April 20-27: Altona, Altona North, Brooklyn, Newport, South Kingsville, Williamstown, Williamstown North
Northern suburbs

April 20-27: Briar Hill, Bundoora, Diamond Creek, Greensborough, Lower Plenty, Macleod, Mill Park,
Montmorency, Plenty, South Morang, St Helena, Viewbank, Watsonia, Watsonia North, Yallambie, Yarrambat
Outer eastern suburbs

April 20-26: Chirnside Park, Coldstream, Kalorama, Lilydale, Montrose, Mooroolbark, Mount Dandenong,
Mount Evelyn, Olinda, Yarra Glen, Yering

Active detections

Western suburbs catchment

April 18-26: Persons visiting or residing in Albanvale, Burnside, Burnside Heights, Cairnlea, Caroline Springs,
Deer Park, Delahey, Hillside (Melton), Keilor Downs, Kings Park, Plumpton, Ravenhall, Sydenham, Taylors
Hill or Taylors Lakes.

Northwestern suburbs catchment
April 18-26: Persons visiting or residing in Avondale Heights, Calder Park, Hillside (Melton), Kealba, Keilor,
Keilor Downs, Keilor East, Keilor Lodge, Keilor North, Keilor Park, Sydenham or Taylors Lakes.

Eastern suburbs catchment

April 20-24: Persons visiting or residing in Balwyn, Balwyn North, Blackburn, Blackburn North, Box Hill, Box
Hill North, Bulleen, Doncaster, Doncaster East, Donvale, Mitcham, Mont Albert, Mont Albert North,
Nunawading or Templestowe Lower.

Outer northern suburbs catchment
April 17-22: Persons visiting or residing in Epping, South Morang or Wollert.

Comment:
Given the wide spread Melbourne and regions “waste water” detections ( which would be open to the air, that
there have been in-falls with all that pre-winter rain recently early April. Officials are trying to locate source to
to infected travellers. But the wide spread nature, the large dilution factors and the “strong positive PCR
detections suggest a region wide in-fall of at least 1000Km?. But no reported community transmissions or
mystery cases at this stage , first is “Wollert Man” on May 11.
* Herald-Sun Sunday 6 June 2021 by Laura Placella p.9 “ Covid found in suburbs’ sewage’.

b. Wollert Man
* In The Australian online 25.5.21
Melbourne's May Cluster as 25.5.21

May 4: Man in his 30s returns to his Wollert home, on Melbourne's northern outskirts, having contracted
coronavirus in an Adelaide quarantine hotel.

May 6-9: The man is believed to have been infectious during this period, having developed symptoms on May
8, and got tested on May 10. His exposure sites during his infectious period were listed as the Epping
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Woolworths, a CBD restaurant, Friday night trains between Craigieburn and the city which were packed with
footy crowds, an Indian spice shop in Epping, and a warehouse in Altona North.

May 11: The Wollert man's case becomes public. No further cases are identified among his three household
contacts and more than 100 other close contacts.

May 21: Victoria's Health Department reveals it incorrectly listed Epping Woolworths as an exposure site for
the Wollert man, due to electronic banking records and the supermarket's proximity to the Indian spice shop the
man also visited. In fact the man visited Woolworths Epping North. The department also confirms it has
detected strong positive results for coronavirus in sewage from the Wollert and Epping areas. All staff at the
Epping North Woolworths have since tested negative.

May 24: Four family members spread across three households test positive for coronavirus. All live in the
Whittlesea local government area, which takes in Wollert and Epping. Case One of the four is a man in his 30s,
with a man and a woman in their 70s and a preschool aged child also infected. A list of exposure sites for the
four, for dates spanning May 19 to 23, includes the Epping North Woolworths, a swim school Bundoora,
Victoria's third-largest shopping centre Highpoint in the western suburb of Maribyrnong, a stadium in
Brunswick, a service station and soccer field in Reservoir, and several other shops and food outlets in Epping
and Epping North.

May 25: A fifth case is confirmed in a man in his 60s, who had a business appointment with Case One on May

18. Health authorities say the fifth case developed symptoms earlier than the other four cases, who are believed

to have caught the virus via him. Genomic sequencing confirms the five latest cases are closely linked to that of
the Wollert man, but no direct links have yet been established.

* How Wollert Man may have caught B.1.617.1 at Adelaide Quarantine hotel

The Australian May 28 2021 9.33AM by Stephen Lunn “ The 18-second Adelaide hotel Covid-19 breach that
brought misery and despair to seven million Victorians”. Full text is

“It was the sliding doors moment that left nearly seven million Victorians facing another soul-crushing
lockdown.

Just 18 seconds in duration. On May 3 in the Playford Hotel in Adelaide’s CBD, the door to the room of a man
known as Case A was opened for a couple of seconds. Just enough time for the 30-something to collect a meal
placed outside.

Case A, as SA Health has dubbed him in its investigation into how the virus spread inside the hotel, was near
the end of his 14-day quarantine after returning from India. He was tested for Covid-19 on day one, five and 13,
returning a negative result each time.

But unfortunately for Case A, and now for Victoria, he was in a room adjacent to Case B.

In what should have been a red flag given previous incidents of hotel quarantine infections, their rooms were at
the end of a corridor.

SA Health’s report released late Wednesday revealed that twice on May 3 Case A opened his door to collect a
meal, but so too did Case B. He hadn’t been diagnosed with Covid at the time, only starting to show symptoms

“On one occasion, Case B opened his room door to collect his meal, then 18 seconds later Case A opened his
door to collect his meal,” the report says. “This was during the time Case B was infectious but prior to staff
knowing his positive Covid-19 status. A similar situation was observed again on the same day with a time lapse
of less than 12 minutes.
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“Case B opening their door could have resulted in potentially contaminated corridor air either directly exposing
Case A or forcing contaminated air into his room, particularly given Case B’s room was situated at the end of a
corridor and the intervening time period may not have allowed exchange of fresh air to have occurred despite
adequate ventilation levels in the corridor.”

It was potentially the 18-second window that saw Covid-19 pass from one hotel room to another, then, as we
now know from genomic testing, to a northern Melbourne suburb, then across the city into workplaces,
nightclubs and football stadiums.

Spreading far and wide

Since then, infected people have spent time in Bendigo and in Cohuna near the NSW border. A netball match in
Cohuna against a team from the Riverina in NSW has led to people across the border being urged to get tested.
More than 100 people linked to exposure sites who have since returned to South Australia and a number in
Western Australia are being urged to isolate and test.

What’s it all mean? Small businesses smashed. Again. Melbourne’s CBD ghostly quiet. Again. Families denied
access to loved ones in hospitals and nursing homes. Again. Parents dealing with children’s remote learning.
Again. Anxiety and stress. Again.

Part of the anxiety is the unknown. Though Victorian Acting Premier James Merlino and Health Minister
Martin Foley say they take some comfort in that the 26 Covid cases identified so far are genomically linked,
two concerns stand out.

Filling in the gaps

First is a gap in the chain of transmission. Case A was released from hotel quarantine on May 4 and returned to
the north Melbourne suburb of Wollert. He felt unwell and tested for the virus on May 8, receiving
confirmation of his positive status on May 11.

While there has been a genomic link established between Case A and the new Covid cases in Melbourne, no
direct connection has been identified. Only the most general geographic link — that Case A and the so-called
“index case” in the new Melbourne cluster live nearby in the Whittlesea area — has been established.

Second is the pace of the spread. Consider this. The index case, labelled by Victorian health authorities as Case
5 (the fifth positive case identified in this outbreak), is a man in his 60s. He tested positive on Tuesday, but was
believed to be infectious since May 15 and had symptoms on May 17.

He had a business meeting with Case 1, a man in his 30s, on May 18. Case 1 tested positive on Monday, as did
three of his relatives, including a preschool-aged child.

Four of Case 5’s relatives have also tested positive, one of whom works in Stratton Finance, a large financial
firm in Port Melbourne. Five work colleagues have tested positive.

It is understood one of those five spent much of last Saturday evening hopping between nightclubs in the
Melbourne party zone of Prahran and South Yarra.

Others among the cases identified so far had been to two AFL games. The area of the MCG named as an
exposure site following Sunday’s Collingwood-Port Adelaide game included the Port cheer squad.

In short, since Case 1 was identified as Covid-positive on Monday, 14,000 primary and secondary contacts
have been identified by contact tracers. And more than 150 potential exposure sites, public and private, have
been found.

Question of quarantine
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Amid the blizzard of numbers is a bleak reminder of Covid’s considerable dangers. Of the 26 cases in this
cluster, one elderly person is in intensive care. Merlino said the person was “not in a very good way”.

Victorians, again the pariahs of the nation, are now wondering if this fourth lockdown could have been avoided.

Certainly the state’s chief health officer, Brett Sutton, was blunt when asked on Thursday about the genesis of
the outbreak, another case of airborne transmission inside hotel quarantine.

“We have seen it too many times. It happens when doors open in quick succession,” he said. “That is something
we have tried to mitigate in Victoria as much as possible with filtered air purifiers in corridors. That said, hotels
are not the ideal structural environment to keep people (in quarantine).”

c. Whittlesea Cluster

Above timeline and

* The Australian online 29.5.21 by Rhiannon Down 6 hours ago 4.35 PM
“Complex web of connections behind Covid outbreak”

d. Arcare Facility Cluster, Maidstone

* Reported on ABC news online
https://www.abc.net.au/news/2021-05-30/victoria-records-five-new-local-covid-cases/100176658

* The Australian online May 30 2021 post ed 11.20 PM “Coronavirus: mystery case hits lockdown plan” by
Rebecca Urban, Remy Varga, ( also reported Herald-Sun June 12021 p.4-5).

The mystery case of a Melbourne aged care employee who worked for two days while potentially infectious
with Covid-19 has emerged as a priority for contact tracers and a risk to Victoria ending its seven-day

lockdown.

The healthcare worker, a woman aged in her 50s who tested positive on Saturday, has no known link to other
cases in the state’s latest outbreak, which has spread to 40 after five new infections emerged on Sunday.

Victoria’s Covid-19 response commander Jeroen Weimar said the aged care case was an “extreme concern”
due to both the work setting and unknown acquisition source.

Contact tracers were working hard to identify potential exposures within the facility but also the wider
community, he said.

“This is the first mystery case we have seen in this particular outbreak,” Mr Weimar said.
“I am concerned that at this point in time we don’t have an original acquisition source.

“It is our most vulnerable and sensitive setting ... and that is why we have put such an important response into
this since late last night.”

Acting Premier James Merlino described the case as a “very, very serious matter”” and declined to be drawn on
whether lockdown restrictions would be eased on Friday as initially scheduled.

It was a day-by-day proposition, he warned.
“We are three days into a seven-day lockdown,” Mr Merlino said.
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“Today we’re talking about a mystery case. Today we’re talking about aged care.
“There’s a lot of work to do.”

Mr Merlino said health officials were working at an “unbelievable rate” and a majority of more than 4000
primary close contacts across all exposure sites had been tested, with about 70 per cent returning negative tests
so far.

More than 45,000 Victorians were tested on Saturday. A testing blitz was under way on Sunday at Arcare Aged
Care Maidstone, which bills itself as a “five-star” private facility in Melbourne’s west, where residents have
now been subjected to hard lockdown and confined to their rooms.

Staff were provided with upgraded “tier three” personal protection equipment and additional cleaners were also
deployed to the centre, which has recorded seven positive cases throughout the pandemic — all of which were
employees — but no deaths

* The Australian online by Angelica Snowden 6 June 2021 posted 12.30PM “ Two more cases confirmed in
Melbourne aged care”

* The Australian online May 31 2021 posted 9.52 AM by Rachel Baxendale “Second Melbourne aged care
worker test positive”

Brief:
“ A second staff member at a second Victorian aged care facility has tested positive for coronavirus.

BlueCross Western Gardens in the western Melbourne suburb of Sunshine have confirmed a staff member
tested negative on their last day of work, before returning a positive result on Sunday night.

The news comes after a staff member at the Arcare facility in Maidstone, also in Melbourne’s west, tested
positive on Saturday, with at least one Arcare resident since infected.

Contact tracers are yet to link the Maidstone case to the Whittlesea cluster of at least 40 coronavirus cases.
At least two other aged care facilities have gone into lockdown after staff worked across multiple centres.”

e. Delta Cluster variant, North Melbourne

* The Australian online 4 June 2021 at 9.30PM by Rachel Baxendale posted at 8.45 PM “Breakdown cluster
sparks hunt for source”

Health authorities in multiple states are checking genomic sequencing data for all known Delta variant cases of
coronavirus in Australia, as mystery surrounds the origins of a cluster of seven cases linked to a West
Melbourne family who spent six days in NSW.

The revelation that the seven cases are unrelated to Melbourne’s other community-acquired cases came amid
confusion over the Andrews government’s handling of two false positive cases revealed late on Thursday,
which contributed to Wednesday’s decision to extend Melbourne’s lockdown.

Business groups and the state opposition called for the lockdown to end as soon as possible, as Victoria
recorded four new cases, all of which were in quarantine and close contacts of existing cases.

Of 67 community-acquired cases diagnosed in Victoria since a man in his 30s caught the virus in an Adelaide
quarantine hotel and returned to the outer northern Melbourne suburb of Wollert on May 4, 54 are linked to the
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main Whittlesea cluster across Melbourne’s northern suburbs and an associated workplace in Port Melbourne,
while five are associated with a cluster linked to the Arcare aged-care facility in Maidstone in Melbourne’s
west.

* The Australian online as 4 June 2021 posted 2.39PM PM by Rachel Baxendale “Timeline: what we know
about west Melbourne outbreak™

May 19-24:

o Family of four from West Melbourne begin the first day of their holiday, driving from Melbourne to the
Green Patch Campground at Booderee National Park near Jervis Bay on the NSW South Coast.

o It's not known where they stopped in Victoria, but their NSW stops include a cafe, craft centre and
antique shop in Gundagai and the Shell Coles Express Big Merino service station in Goulburn.

e On Friday May 21 they visited a cafe and bric-a-brac store in Huskisson, and a Coles in Vincentia, and
on Sunday May 23 they visited a cafe in Hyams Beach and revisited the Vincentia Coles.

e On Monday May 24 they travelled back to Melbourne, via a bakery and the Big Merino service station
in Goulburn, as well as BP truck stops in Glenrowan, Euroa and Wallan in the Victorian side of the
border.

May 25:

e Adult male family member develops symptoms.

o He works at GTA Consultants, on Levels 24 & 25 of 55 Collins St in Melbourne on this day.

o Authorities in NSW and Victoria initially consider the man and his family to have likely been infectious
from May 23, two days before the onset of symptoms, but extend the period back to May 19 when other
family members later test positive.

May 26-31:

o Family members visit a range of sites in Melbourne's CBD and inner north and west while likely
infectious, including North Melbourne Primary School, Joeys Scouts Carlton, Flagstaff Gardens,
Officeworks QV, Coles Spencer St, male public toilets at 225 Bourke St, and Costco Docklands.

Tuesday, June 1:

o Authorities in NSW and Victoria confirm the adult male family member has tested positive for
coronavirus. Initially he is assumed to be part of the wider Melbourne cluster linked to Adelaide hotel
quarantine, pending confirmation from genomic sequencing.

Wednesday, June 2:

Three more family members test positive, including an adult female and two children.

Friday, June 4:

o Positive results are received for two adults and a child, understood to be a Grade Five student at North
Melbourne Primary School. It's believed the Grade Five caught the virus from a classmate, who is a
member of the West Melbourne family.

e An inconclusive result is received for a second child.

e There are now seven confirmed positive cases linked to the West Melbourne cluster.
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o Chief health officer Brett Sutton reveals genomic sequencing has found the family have the Indian
B.1.617.2 or Delta strain of the virus, as opposed to the Indian B.1.617.1 Kappa strain found in
members of Melbourne's other current clusters.

e While the Delta strain has been detected in hotel quarantine cases up and down Australia's eastern
seaboard, none of these cases is a genetic match for the virus found in the West Melbourne family.

o Sutton says it is possible, given the timing of the onset of symptoms, that the family caught the virus in
NSW.

*» The Australian online 5 June 2021 posted 12.40PM by Rhiannon Down “Delta variant cluster now at nine
cases”

Victorian testing commander Jeroen Weimar has confirmed that two of today’s five new Covid-19 cases are
part of a cluster of the Delta variant.

Mr Weimar confirmed the cluster, which was first detected in one family from West Melbourne who spent six
days in NSW last month, had grown to nine cases.

“Then of course, our new cluster, the Delta variant cluster that we are most concerned about,” he said.
“Nine active cases, that is an increase of two from yesterday.

Mr Weimar said one of the cases was in a child belonging to the second family in the cluster, who have already
had one child test positive.

“One of those is a second child of the second family,” he said.

“So we have two families of four, both active with Covid, and then one where the primary close contact, a
workplace colleague of the first case that was identified a few days ago.

“We have identified some exposure size for that individual.”

*» The Australian online 8 June 2021 by Rachel Baxendale posted 9.30 PM
“Delta dawned from yet another hotel breach”

Link to such a breach is tenuous and unclear see

https://www.abc.net.au/news/2021-06-10/victoria-new-covid-cases-melbourne-lockdown-
restrictions/100203632

f. Reservoir Cluster, in northern suburbs

¢ Outline on ABC news at
https://www.abc.net.au/news/2021-06-10/victoria-new-covid-cases-melbourne-lockdown-
restrictions/100203632

* The Australian online 10 June 2021 by Rachel Baxendale posted at 6.12PM “Household cluster sounds new
alarm”
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A new mystery cluster of four cases in a household in Melbourne’s north has spooked Victorian health
authorities, prompting a backflip on plans to ease rules governing the wearing of masks outdoors.

The about-face came despite an admission from Victoria’s Covid logistics chief, Jeroen Weimar, that there has
been no evidence of outdoor transmission of the virus this year.

Victoria’s health department is also investigating a possible link between a coronavirus-positive couple who
left the outer northwestern suburb of Melton on June 1 and travelled through NSW to Queensland, and a
shopping centre in Melbourne’s outer north visited by nine other cases.

Victoria’s latest cases include a man in his 80s, a woman in her 70s, a man in his 50s and a man in his 20s who
all live in the same household in Reservoir in Melbourne’s northern suburbs.

How they caught the virus remained a mystery on Thursday, with the man in his 80s the first to return a
positive test result on Wednesday, followed by the others. Victoria’s health department said authorities had also
tested “a number of high-risk primary close contacts of the cases outside of the household” and all had returned
negative results, although no detail was provided on the nature of the “high-risk”.

Exposure sites visited by household members included a shopping centre in Bundoora and a service station in
Thomastown on Monday, and a grocery store in Reservoir and Bunnings in Thomastown on Tuesday.

Ahead of an easing of Melbourne’s lockdown on Thursday night, Acting Premier James Merlino warned
Victoria remained on “high alert” for undetected community transmission.

“I can confirm the easing of restrictions that we announced yesterday will proceed as planned from 11.59pm
tonight with one small exception for Melbourne: masks will continue to be required to be worn outdoors in all
circumstances,” he said.

Mr Weimar was asked if there had been any recent examples of coronavirus being transmitted outdoors in
Victoria. “No. We have no evidence that we have seen in this ... outbreak or the most recent ones, of outdoor

transmission,” he conceded.

Acting deputy chief health officer Allen Cheng said instances of outdoor transmission had been confirmed
during Victoria’s second wave of coronavirus last year.

“They’re not very common but they do occur. When there are active cases in the community, I think it’s a small
thing to ask for people to continue to wear masks at all times when outside of home,” Professor Cheng said.

He said Victoria’s public health team estimated “perhaps 5 per cent” of cases in the second wave had been
transmitted outdoors “but, again, it can be very difficult to tell”.

More than 24 hours after Queensland broke news of a positive test from a traveller from Victoria, and NSW
issued a list of sites visited in that state, Victoria was yet to release details of any exposure sites.

The state’s health department said a contact tracing interview was ongoing late on Thursday.

The first member of the couple to test positive, a 44-year-old woman, is believed to have been infectious when
they left home on June 1 and developed symptoms on June 3.

Contact tracers are investigating a potential link to the Craigieburn Central shopping centre, where one of the
couple checked in on May 23, given nine other cases have visited the site during the current outbreak.
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g. Summary of all Mysteries in The Australian 13 June 2021

The Australian Online 13.6.21 Rachel Baxendale posted at 4.30PM

The six missing links in Victoria’s Covid clusters

There have now been six coronavirus cases among Victoria’s two current outbreaks where
authorities have been unable to identify a source of infection, including three this week:

1. The first mystery case emerged on May 24. While the initial May 24 case was linked back to at
least one prior case, the path of transmission has not been established between what has become
known as the Whittlesea cluster and the genomically linked Kappa strain case of a man who
returned to the northern suburb of Wollert on May 4 after contracting coronavirus in an Adelaide
quarantine hotel. The Port Melbourne cluster is a directly linked offshoot of the Whittlesea cluster,
sparked by a close contact who worked at Stratton Finance in Port Melbourne. The Whittlesea
cluster and the Port Melbourne cluster each comprise 32 cases, with an overlap of one case which
fits into both clusters.

2. The Arcare cluster of 11 cases, the first of which emerged on May 31, is genomically linked to
the Kappa strain outbreak. The direct source of acquisition has not been identified.

3. The West Melbourne outbreak of 15 cases are linked to a genomically distinct Delta cluster
sparked by a man in his 40s who arrived in Melbourne from Sri Lanka on May 8. The direct link
has not been established between the man and the cluster - which comprises two families and their
close contacts and first emerged on June 1.

4. Two cases identified on Wednesday and Thursday in a couple from Melton, in Melbourne’s
outer northwest who tested positive in Queensland. While the cases have been genomically linked
to the Kappa outbreak, the direct source has not been identified.

5. Thursday’s new case in four members of a Reservoir household in Melbourne’s north. While
this case has been genomically linked to the Kappa outbreak, the direct source has not been
identified. Exposure sites include locations is Reservoir, Thomastown, Epping and Bundoora, all in
the northern suburbs.

6. Saturday’s single new case in a City of Melbourne resident. Victorian Covid-19 logistics chief
Jeroen Weimar said on Sunday authorities were expecting to receive genomic sequencing of the
case late on Sunday night or on Monday. The genomic sequencing is expected to confirm whether
or not the case is linked to either current Melbourne cluster. “We’re seeing a number of close
linkages we’re exploring between that particular case and other parts of the Kappa outbreak,” Mr
Weimar said. Exposure sites for the case include locations in Docklands, Southbank, Thornbury,
Reservoir and North Geelong.

Note : Through to June 19 2021 number increased a little in each cluster by P-to-P spreads but all clusters were
unlinked to each other — missing links not definitively found as documented in this paper.
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F. Indian ‘delta’ variant (B.1.617.2) now going global as June 19 2021

As this paper was being submitted it seems that the southern Chinese city of Guangzhou may be engaged in a
sudden tropospheric strike of variants from India.

https://www.news.com.au/world/coronavirus/global/china-hit-by-devastating-covid-outbreak-in-the-city-

of-guangzhou/news-story/42a8ac41bd27d3a24620e1888671e08e

Further many other Northern Hemisphere countries (Russia, UK, USA) are also reporting the sudden spread of

the Indian delta variant on real population wide scale.

https://www.news.com.au/world/coronavirus/global/highly-infectious-delta-variant-quickly-taking-over-

the-world/news-story/5325efa0d41c14856a728d92ee597a91
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