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Figure S1: The phylogenetic tree of the 11 AMF sequences constructed by ClustalW method using
MEGA package[a].
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Figure S2: The phylogenetic tree of the 16S rDNA sequences from 40 bacterial isolates constructed by
ClustalW method using MEGA package[a].
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Figure S3: Phylogenetic tree of 41 mitochondrial genome sequences based on multiple encoding vector
method[b]. The 8 clusters are Primates (red), Cetacea (green), Artiodactyla (pink), Perissodactyla (light
green), Rodentia (black), Lagomorpha (dark red), Carnivore (blue), and Erinaceomorpha (grey).
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Figure S4: Phylogenetic tree of 41 mitochondrial genome sequences based on feature frequency profiles
method using 7 mer[b]. The 8 clusters are Primates (red), Cetacea (green), Artiodactyla (pink),
Perissodactyla (light green), Rodentia (black), Lagomorpha (dark red), Carnivore (blue), and
Erinaceomorpha (grey).
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Figure S5: Phylogenetic tree of 59 ebolavirus complete genomes based on multiple encoding vector
method[b]. DRC = Democratic Republic of Congo, EBOV = Ebola virus, SUDV = Sudan virus, BDBV =
Bundibugyo virus, TAFV = Tai Forest virus, RESTV = Reston virus.
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Figure S6: Phylogenetic tree of 59 ebolavirus complete genomes based on Feature frequency profiles
method using 7 mer[b]. DRC = Democratic Republic of Congo, EBOV = Ebola virus, SUDV = Sudan
virus, BDBV = Bundibugyo virus, TAFV = Tai Forest virus, RESTV = Reston virus.
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Figure S7: Phylogenetic tree of 30 coronavirus and 4 non-coronavirus whole genomes using the multiple
encoding vector method[b].



4 SIN26T9
4 SNZTT4
4 SIN2500
4 ZI01

4 SIN26TT
4 SINZ748
4801

| 4 Urbani
4 TW1

4 TOR2

4 HKU-38849

4 CUHK-W1
4 CUHK-5u1D

4 Civet007
'{4 Cret010
2 MHVM
2 MHV2

2 MHV

2 MHVP

2 HCoV-0C43
2 BCoVQl

2 BCoVM

2 BCaVL

2 BCoV

5 HCaV-HKU1
1 PEDV

1 HCoV-NLE3

—_— 1 HCoV-229E

Figure S8: Phylogenetic tree of 30 coronavirus and 4 non-coronavirus whole genomes using the PS
method]c].
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Figure S9: Phylogenetic tree of 30 coronavirus and 4 non-coronavirus whole genomes using the k-mer
method, k=6]c].
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Figure S10: The UPGMA Phylogenetic tree of 30 coronavirus and 4 non-coronavirus whole genomes
based on feature frequency profiles method using 6 mer[b].
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Figure S11: Phylogenetic tree of 30 bacteria whole genomes using the PS method|c].
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Figure S12: Phylogenetic tree obtained by the weighted measure using 48 HEV sequences[d].
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Figure S14: Phylogenetic tree obtained by the weighted measure using 24 Eutherian mammal
sequences[d].
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Figure S16: Phylogenetic tree obtained by ClustalW method using 58 genome datasets from different
species.
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Figure S18: The phylogenetic tree of 9 mammals constructed by our method using PHYLIP package.
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Figure S19: The phylogenetic tree of 9 mammals constructed using multiple encoding vector
method[b].
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