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Electron micrograph: None available 

 
 

Phylogeny: The phylogenetic tree was constructed using the large subunit terminase protein homologs of 
B2 and related phages with phylogeny.fr in �‡�R�Q�H��click�·��mode [8]. "The "One Click mode" targets users that 
do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run 
and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and 
PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes 
the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping 
procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., 
Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [9] for 
details."   
 

 
 
 

B. Proposal 2: To create a new genus,  Lidleunavirus, consisting of two species in this 
subfamily. 

 
 
Source of the name of the taxon:  This genus is named after the first phage of this type Lactobacillus 
phage Ldl1. 
 
Reference:   



April 2019 

Page 6 of 10 

Casey E, Mahony J, Neve H, Noben JP, Dal Bello F, van Sinderen D. Novel phage group infecting 
Lactobacillus delbrueckii subsp. lactis, as revealed by genomic and proteomic analysis of bacteriophage 
Ldl1. Appl Environ Microbiol. 2015;81(4):1319-26. 

 
History:  “Ldl1 is a virulent phage infecting the dairy starter Lactobacillus delbrueckii subsp. lactis LdlS. 
Electron microscopy analysis revealed that this phage exhibits a large head (73 nm) and a long (399 nm) 
tail���·����Lactobacillus phage ViSo-2018a was isolated from a natural whey culture from Gruyere cheese in 
Switzerland using Lactobacillus delbrueckii subsp. lactis isolate NWC_2_2 as the host bacterium. 
 
GenBank Summary: 
 

Phage name RefSeq No. INSDC  Size 
(Kb) 

GC%  Protein  tRNA Overall 
DNA 
sequence 
identity 
(**) 

% 
common 
proteins 
(**) 

Lactobacillus 
phage Ldl1 

NC_026609.1 KM514685.1 74.81 37.8 79 1(*) 
100 100 

Lactobacillus 
phage ViSo-
2018a 

 CP031026.1 72.36 37.4 87 1 
87.2 84.8 

(*) None listed in the NCBI genome summary; discovered using tRNAscan-SE 2.0 at 
http://lowelab.ucsc.edu/tRNAscan-SE/ [5] 

 
 
BLASTN homologs:  The next most closely related phage is Lactobacillus phage P2 which shares 4.6% 
identity with Ldl12 [1-���@�����%�/�$�6�7�1���W�U�H�H�������‡BLAST computes a pairwise alignment between a query and the 
database sequences searched. It does not explicitly compute an alignment between the different database 
sequences (i.e., does not perform a multiple alignment). For purposes of this sequence tree presentation 
an implicit alignment between the database sequences is constructed, based upon the alignment of those 
(database) sequences to the query. It may often occur that two database sequences align to different parts 
of the query, so that they barely overlap each other or do not overlap at all. In that case it is not possible to 
calculate a distance between these two sequences and only the higher scoring sequence is included in the 
tree.�· 
 

 
 
Electron micrograph: None available 

 
 

** Determined using BLASTn at NCBI [1-3] 
*** Determined using CoreGenes 3.5 at http://binf.gmu.edu:8080/CoreGenes3.5/ [6] 
 

https://www.ncbi.nlm.nih.gov/nuccore/NC_026609.1
https://www.ncbi.nlm.nih.gov/nuccore/KM514685.1
https://www.ncbi.nlm.nih.gov/nuccore/CP031026.1
http://lowelab.ucsc.edu/tRNAscan-SE/
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Phylogeny: The phylogenetic tree was constructed using the large subunit terminase protein homologs of 
B2 and related phages with phylogeny.fr in �‡�R�Q�H���F�O�L�F�N�·���P�R�G�H���>���@. "The "One Click mode" targets users that 
do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run 
and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and 
PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes 
the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping 
procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., 
Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [9] for 
details."   
 

 
 
 

C. Proposal 3: To create a new genus, Lenusvirus, consisting of three species in this 
subfamily. 

 
 
Source of the name of the taxon:  This genus is named after one of the first phage of this type 
Lactobacillus phage Lenus. 
 
Reference:   
None 

 
History:  Both Lactobacillus phages Lenus and Nyseid were isolated in Denmark from organic waste 
runoff using Lactobacillus plantarum as a host.  Lactobacillus phage SA-C12 was isolated from silage in 
Ireland using Lactobacillus brevis SA-C12 as the host strain. 
 
GenBank Summary: 
 

Phage name RefSeq No. INSDC  Size 
(Kb) 

GC%  Protein  tRNA Overall 
DNA 
sequence 
identity 
(**) 

% 
common 
proteins 
(**) 

Lactobacillus 
phage Lenus 

 MG252693.1 78.89 37.2 131 3 
100 100 

Lactobacillus 
phage Nyseid 

 MG765276.1 79.22 37.1 125 4 87.2 88.6 

Lactobacillus 
phage SA-C12 

 KU052488.1 79.1 37.5 121 4(*) 78.6 72.5 

(*) None listed in the NCBI genome summary; discovered using tRNAscan-SE 2.0 at 
http://lowelab.ucsc.edu/tRNAscan-SE/ [5] 

 

** Determined using BLASTn at NCBI [1-3] 
*** Determined using CoreGenes 3.5 at http://binf.gmu.edu:8080/CoreGenes3.5/ [6] 
 

https://www.ncbi.nlm.nih.gov/nuccore/MG252693.1
https://www.ncbi.nlm.nih.gov/nuccore/MG765276.1
https://www.ncbi.nlm.nih.gov/nuccore/KU052488.1
http://lowelab.ucsc.edu/tRNAscan-SE/
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BLASTN homologs:  The next most closely related phage is Lactobacillus phage ATCC 8014-B2 which 
shares 43.6% identity with Lenus [1-���@�����%�/�$�6�7�1���W�U�H�H�������‡BLAST computes a pairwise alignment between a 
query and the database sequences searched. It does not explicitly compute an alignment between the 
different database sequences (i.e., does not perform a multiple alignment). For purposes of this sequence 
tree presentation an implicit alignment between the database sequences is constructed, based upon the 
alignment of those (database) sequences to the query. It may often occur that two database sequences 
align to different parts of the query, so that they barely overlap each other or do not overlap at all. In that 
case it is not possible to calculate a distance between these two sequences and only the higher scoring 
sequence is included in the tree.�· 
 

 
 
Electron micrograph: None available 

 
 

Phylogeny: The phylogenetic tree was constructed using the large subunit terminase protein homologs of 
B2 and related phages with phylogeny.fr in �‡�R�Q�H���F�O�L�F�N�·���P�R�G�H���>���@. "The "One Click mode" targets users that 
do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run 
and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and 
PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes 
the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping 
procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., 
Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [9] for 
details."   
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D. Proposal 4: To create a new genus, Maenadvirus, consisting of three species in this 
subfamily. 

 
 
Source of the name of the taxon:  This genus is named after one of the first phage of this type 
Lactobacillus phage Maenad. 
 
Reference:   
Chen X, Xi Y, Zhang H, Wang Z, Fan M, Liu Y, Wu W. Characterization and adsorption of Lactobacillus 
virulent phage P1. J Dairy Sci. 2016; 99(9):6995-7001. 
 
History:  Lactobacillus phages Maenad and Satyr were isolated in Denmark from organic waste runoff 
using Lactobacillus plantarum as the host bacterium. Lactobacillus phage P1 was isolated in Inner 
Mongolia using fermentation broth from Lactobacillus plantarum IMAU10120�����‡The phage had an isometric 
capsid about 71.7 nm and a long noncontractile tail (about 272 nm long, 11.3 nm wide).�· 
 
GenBank Summary: 
 

Phage name RefSeq No. INSDC  Size 
(Kb) 

GC%  Protein  tRNA Overall 
DNA 
sequence 
identity 
(**) 

% 
common 
proteins 
(**) 

Lactobacillus 
phage Maenad 

 MG765274.1 78.65 39.1 109 4 
100 100 

Lactobacillus 
phage Satyr 

 MG744354.1 81.08 39.4 111 4 
89.2 96.3 

Lactobacillus 
phage P1 

 KX223815.1 73.79 39.0 86(#) 2 
77.7 65.1 

Lactobacillus phage P2 should be considered a strain of P1 
(#) the genome of this phage is underannotated 

 
 
BLASTN homologs:  The next most closely related phage is Lactobacillus phage ATCC 8014-B2 which 
shares 59.9% identity with Maenad [1-���@�����%�/�$�6�7�1���W�U�H�H�������‡BLAST computes a pairwise alignment between 
a query and the database sequences searched. It does not explicitly compute an alignment between the 
different database sequences (i.e., does not perform a multiple alignment). For purposes of this sequence 
tree presentation an implicit alignment between the database sequences is constructed, based upon the 
alignment of those (database) sequences to the query. It may often occur that two database sequences 
align to different parts of the query, so that they barely overlap each other or do not overlap at all. In that 
case it is not possible to calculate a distance between these two sequences and only the higher scoring 
sequence is included in the tree.�· 
 

** Determined using BLASTn at NCBI [1-3] 
*** Determined using CoreGenes 3.5 at http://binf.gmu.edu:8080/CoreGenes3.5/ [6] 
 

https://www.ncbi.nlm.nih.gov/nuccore/MG765274.1
https://www.ncbi.nlm.nih.gov/nuccore/MG744354.1
https://www.ncbi.nlm.nih.gov/nuccore/KX223815.1
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Electron micrograph: None available 

 
 

Phylogeny: The phylogenetic tree was constructed using the large subunit terminase protein homologs of 
Maenad and related phages with phylogeny.fr in �‡�R�Q�H���F�O�L�F�N�·���P�R�G�H���>���@. "The "One Click mode" targets users 
that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to 
run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and 
PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes 
the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping 
procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., 
Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [9] for 
details."   
 

 
 
 
 
 
 


