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Nucleotide Sequence Homology among Three Poliovirus Serotype Genomes
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RATE OF MUTATION

Replication of dsDNA genome ---- 10 ~ 104

Holland et al. (1982) Science 215:1577
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1,2

301

39

209

1225
=== CCU GAU GCA CTG CGG GAC AUG GGA CUC Uil
Pro Asp Ala Leu Arg Asp Met Gly Leu Phe

GGA UCC CUG AAG
Gly Ser Leu Lys

GGC CAA AAD AUG
Gly Gln Asn Met

---885b---

2425
€ AGC GUG CGC UUG AUG CGA GAU
Phe Ser Var Arg Leu Met Arg Asp

1
==A GCC CCU AUG UGC UGU GAG UUC AAU GGA U
Ala Pro Met Cys Cys Glu Phe Asn Cly

A AGA AAC AUU ACC
Leu Arg Asn Ile Thr

GOG UGU AAD GAC 1D

---€87b “"TAla Cys Asn Asp Phe

2706
GC AUA GAG UCU UUC UUC GCG CGG
Gly 1Ile Glu Ser Phe Phe Ala Arg

2654
=CU GGG GCC ACA AAU CCA CUA GUC CCU UCU G
Gly Ala Thr Asn Pro Leu Val Pro Ser

AU ACA GUG CAA ACC___ 51 b ---
Asp Thr Val Gln Thr ~

AGG UCA GAG UCU A
Arg Ser Glu Ser Ser

5
=== AAC GCC UCC AAA UUC CAC CAG GGG GCA CUA
Asn Ala Ser Lys Phe His Gln Gly Ala Leu

GGG GUA UUC GCC
Gly Val Phe Ala

ACA GUC CGU GAA

=== 112D 1 val Arg Glu

1686 2002
==A UUA AAU UUD GCU AGU GAG UCC UCC CCA GA € GAU CCC AUA CUC UGC CUG UCA
Asp Asp Pro Ile Leu Cys Leu

Leu Asn Phe Ala Ser Glu Ser Ser Pro Ser

G AUU CCA AUC ACC
Glu Ile Pro Ile Thr

AAA CCA CAU ACA GA

--=315b --- Lys Pro His Thr Asp

1475
=AC CAG ACA UCA CCU GCC CGU AGG UUC UGC C

Gln Thr Ser Pro Ala Arg Arg Phe Cys GIn  Met Asp Ile Leu Gly Phe Val

CG CUG GAU UAC cuc
Pro Val Asp Tyr Leu

UCG ACA CCC AGA ©

LA eS Ser Thr Pro Arg Glu

UUC ACG ULU CUG UUC UGU GGA UCC AUG AUG --—-
Phe Thr Phe Leu Phe Cys Gly Ser Met Met

ACC ACA CA- --
Thr Thr

GGU GCA Vi-- --
Gly Ala

2528
ACG GUG GGG GCG GCA ACG UCU AGA GAC GCU ---
Thr Val Gly Ala Ala Thr Ser Arg Asp Ala

CUC uUcu CC- ==
Leu Ser

2385
AG AUG GAC AUC CUU GGU UUU GUG UCA GCG U=- =

Ser Ala

1581 2563
--G ACC AAC AAC UGU GCU ACA CUG GUA CUC CC A AAC ACU GAA GCC AGU GGA CCA GCA CAC UC- --

Thr A=n Asn Cys Ala Thr Leu Val Leu
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14,15

GAU
Asp

AUG
Met

AL
Tle

GCA
Ala

ucc
Ser

AGU
Ser

GUA
Val

GCA
Ala

AUA
Ile

cuc
Leu

AUG
Met

AAG
Lys

AUA
Ile

uua
Leu

uce
Ser

Pro

U UAC 6UG AAC UCC___ga . AGA GAC GCU CUC CC
Pro Tyr Val Asn Ser Arg Asp Ala Leu Pro

1633
GUA AAG CAC AAU AAU UGG GGA
Val Lys His Asn Asn Trp Gly

AU GCA AUA UUA
Ile Ala Ile Leu

GAG AUG GAC AUC

faa’62b “TTGlu Met Asp Ile

1639
CAC AAU AAU UGG GGA AUU GCA
His Asn Asn Trp Gly Ile Ala

AUA UUA CCA UUG AUU GAC AAC ACA

--- 879b -—-

Ile Leu Pro Leu Ile Asp Asn Thr

2479
G GGG UUA GGU CAG AUG CUU GAA AGC
Leu Glu Ser

1662
UUA CCA UUG GCC CCA UUA AA
Leu Pro Leu Ala Pro Leu

Lys Gly Leu Gly Gln Met

U UUU GCU AGU GAG
Asn Phe Ala Ser Glu

AAA GCG CUA GCA CA
Lys Ala Leu Ala Gln

1664 2445
AU ACC ACA CAU AUA GAG CAA AAA GCG

Tyr

CCA UUG GCC CCA UUA AAU U

Pro Leu Ala Pro Leu Asn Thr Thr His Ile Glu Gln Lys Ala

U GCU AGU GAS UCC b CGC UUG AUG CGA G
Phe Ala Ser Glu Ser 780 Arg Leu Met Arg Asp

2337
GC GUC UUC UAC CAA ACC AGA AUA GUC
Arg Val Phe Tyr Gln Thr Arg Ile Val

1619
AUA GAU AGU AUG GUA AAG C
Ile Asp Ser Met Val Lys

AC AAU AU UGG GGA___ o1\ ___
His Asn Asn Trp Gly Gly Gly Tyr

GGC GGA UAC AUC A
Ile Ser

Asn Thr Glu Ala Ser Gly Pro Ala His

2396
CUU GGU UUU GUG UCA GCG UGU AAU GAC UUC ---
Leu Gly Phe Val Ser Ala Cys Asn Asp Phe

2519
GUC CGU GAA ACG GUG GGG GCG GCA ACG UCU =---
Val Arg Glu Thr Val Gly Ala Ala Thr Ser

AUG AU~ ==
Met

CUA G—- -
Leu

GUC C--
Val
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Pro Leu Ala Pro Leu Asn Thr Thr His Ile Glu Gln Lys Ala

U GCU AGU GAS UCC b CGC UUG AUG CGA G
Phe Ala Ser Glu Ser 780 Arg Leu Met Arg Asp

2337
GC GUC UUC UAC CAA ACC AGA AUA GUC
Arg Val Phe Tyr Gln Thr Arg Ile Val
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AUA GAU AGU AUG GUA AAG C
Ile Asp Ser Met Val Lys
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His Asn Asn Trp Gly Gly Gly Tyr
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Ile Ser

Asn Thr Glu Ala Ser Gly Pro Ala His
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Val Arg Glu Thr Val Gly Ala Ala Thr Ser
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Met
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Leu

GUC C--
Val
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