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Comparative Phylogenetic Analysis of E6 and E7
Proteins of Different 42 Strains of HPV
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Simultaneous phylogenetic analysis of E6 and E7 proteins of 42 different HPV strains was carried out in
detail.  Both E6 and E7 proteins of different HPV strains consistently showed evolutionary divergence into
two major distinct lineages. While E6 protein was further differentiated into 7 smaller lineages, E7
differentiated into 8 lineages. Multiple Sequence Alignment (MSA) results revealed their amino acid profiles
demonstrated conserved lineage-specific substitutions independently. Dendrogram topologies of E6 and
E7 proteins among different HPV strains were very similar which showed that in most of the strains of
HPV, both the proteins were evolved in a similar manner. Also, similar phylogenetic profiles among different
HPV types having fully / highly conserved residues were observed, suggesting possible functional similarities
among different strains. Completion of evolutionary analysis of the E6 and E7 proteins of 42 HPV strains
revealed co-dependent evolution of genes with some variations.
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       Abstract

Introduction
Human Papillomavirus (HPV) is one of the most common
virus groups in the world today affecting the skin and
mucosal areas of the body. Over 140 different strains of
HPV have been identified (1) which infect different parts
of the body. The most visible forms of the virus produce
warts (papillomas) on the hands, arms, legs and other
areas of the skin.  Table 1 illustrates different diseases
associated with various HPV strains. HPV belong to the
Papovaviridae family. They consist of 72-capsomere
capside containing the viral genome. Capsomers are
composed of two structural proteins: the 57 kD late protein
L1, which accounts for 80% of the viral particle, and the
43-53 kD minor capside protein L2. The HPV genome,
a double-stranded DNA molecule consists of eight
kilobase pairs (kbp) nucleotides. Arrangement of the 8-
10 open reading frames (ORFs) within the genome is
similar in all papillomavirus types and partly overlapping
ORFs are arranged on a sole DNA strand. The genome
can be divided into three regions: the long control region
(LCR) without coding potential; the region of early
proteins (E1-E8) & the region of late proteins (L1 & L2)
(2). Among all different viral proteins, it is found that E6
and E7 are necessary for HPV-induced malignancy (3).

One key activity of E7 is to overcome the pRB tumour
suppressor block (4). Binding of E7 to pRB and its related
members result in the liberation of E2F transcription
factors, which play key role in promoting host cell and
viral DNA synthesis. E7 also binds and activates cyclin
complexes, such as p33-cyclin dependent kinase (5, 6)
which control progression through the cell cycle. HPV
E7 proteins of both low and high risk types have an ability
to promote unscheduled DNA replication in spinous cells
(7-11). E6 protein can overcome the p53 protective control
pathways (12), which are important in preventing the
genetic damage that may lead to cancer. So our objective
was to study the evolution of E6 & E7 proteins among
various strains of HPV by comparative phylogenetic
analysis whose genomes have been completely
sequenced (13).  This study thus represents an up-to-
date, rigorous and in-depth phylogenetic analysis of E6
& E7 proteins of HPV. The genomic variation of HPV
variants obtained from phylogenetic analysis is an
essential factor for understanding biological differences
of these viruses and contributes further to studies on their
infectivity and pathogenicity.
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42 different strains of HPV, based on sequence length,
Molecular weight and Isoelectric Point (pI).

Phylogenetic analysis of E6 protein of 39 strains of
HPV revealed genetic divergence of virus proteins into
2 lineages (1 & 2) which further differentiate into 7 small
lineage (I to VII) whereas E7 protein of 42 strains of
HPV also revealed into 2 lineages (1 & 2) which further
differentiated into 8 different lineages (I to VIII)
(Fig 1).  It was found that lineage I, II, III, IV of
Phylogenetic tree of E6 proteins appeared as diverged
from lineage V (HPV types 92, 96) which itself diverge
from lineage VI and VII initially in the evolutionary scale.
In case of E7 proteins of HPV strains, lineage I, II, III,
IV, VIII appeared to diverged from lineage V which
initially diverged from VI and VII (Fig 1).

Further MSA results also revealed that 69.5 %
conserved amino acids lineage I (HPV 1, HPV 63) of
E6 protein were fully conserved whereas 18.4 % were
highly conserved in. While in case of lineage I (HPV 1,
63) of E7 protein, 52.6% were fully conserved amino
acids and 20% were strongly conserved. Lineage II of
both E6 (HPV 2, 71, 90, 10, 61, 6, 54, 7, 32) and E7 (2,
10, 18, 41, 71, 54, 61, 90) had low percentages of fully
conserved and strongly conserved residues (Table 3).
Lineage III (HPV 16, 34, 18, 26, 53) of E6 proteins had
30.6 % conserved amino acids and only 17.1 strongly
conserved amino acids in the scale of evolution but in
case of E7 protein lineage III (HPV 16, 34, 26, 53) it was
only 25.2% and 22.4% respectively. Lineage IV of E6
(HPV 4, 50, 88, 112, 48, 60, 109, 41) showed low
percentage of conserved residue compared to lineage
IV of E7 proteins (HPV 4, 88, 60, 112) but a comparable
percentage of conserved amino acids were there in case
of lineage VI of both E6 and E7 proteins. E7 protein of
HPV types 9 and 113 (lineage VII) had 83.8% fully
conserved amino acids and 8.6% strongly conserved
amino acids whereas E6 protein of lineage VII (HPV
9,113,100) had only 49% and 20.9% respectively. Lineage
VIII of E7 protein (HPV 101, 103, 108) which was absent
in E6 protein as there was no E6 protein in those strains
identified, showed 51% fully conserved residues and 21%
strongly conserved residues in evolutionary
scale (Table 3).
Discussions

From the comparison of table 2, we found that the
number of amino acids in E6 protein of different strains
of HPV varies from 138 to 159 having molecular weight

in the range of 15.80 kD to 19.18 kD and pI from 5.51 to
9.16 except HPV type 96 which has longest E6 protein
(225 amino acids, Mol Wt. 26.04 kD & pI 9.07).
However, the number of amino acids in E7 protein of
different strains of HPV varies from 86 to 104 having
molecular weight in the range of 9.47 KDa to 12.8 KDa
and pI 4.07 to 4.80.Though for most HPV, transmission
routes, pathogenesis and duration of infection are only
poorly understood, phylogenetic analysis of both E6 and
E7 proteins of different strains of HPV (Fig 1) revealed
that in most of the strains of HPV both E6 and E7 proteins
were evolving in a similar manner (Table 3). As lineage
I (HPV 1, HPV 63) of both E6 and E7 proteins showed
similar type of evolution in the time scale, this may indicate
similar type of pathogenicity of these types mainly
associated with common warts as mentioned in genomic
database (16) and reported by Michael et al (17).

The MSA results of different lineages obtained from
E6 and E7 phylogenetic tree reflected the variation in
different lineages, i.e. in the process of evolution whether
there were any insertions or deletions and how many
numbers of amino acids were fully conserved or strongly
conserved in the protein sequences (Table 3). Raiol et
al also explored the nucleotide variability and phylogeny
of the high-risk HPV-31, -33, -35, -52, and -58, in samples
from Central Brazil (18).

The different HPV types in different lineages may
associate with different types of nongenital and anogenital
diseases as mentioned in table 1 which give some sort
of clinical relatedness to our study. The study provides
the genetic diversity of HPV types which may help to
understand the oncogenic potential of the virus and to
improve management of patients. More than 140 different
strains of HPV have been identified however, only
genomes of only 42 HPV types have been completely
sequenced so far. Sequencing of rest of other strains of
HPV may help further evolutionary analysis of HPV.
Conclusion

The phylogenetic tree topology obtained on E6 and E7
proteins analysis of 42 HPV strains revealed some sort
of divergence among different strains. MSA results
among different lineages suggested some variations in
amino acids. Besides, also suggested that some conserved
residues among divergent lineages of the both the proteins
may not be a random process but instead involves
mechanisms which lead for causing specific carcinomas.
Future investigation into specific protein may provide
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evidence for understanding co-evolutionary patterns of
virus proteins. Also phylogenetic analysis and genetic
characterization of other HPV proteins along with E6
and E7 may discover some more functional significance
of lineage-specific amino acid changes in the internal
proteins of HPV. Also further studies on E6 and E7
proteins especially their three dimensional structures may
lead to design efficient genome based drugs and vaccines
for different carcinomas of HPV.
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