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 Primers                                         Sequence                                                                      

Table S1. The list of primers for PCR 

IE62SRT-F             5’-ccggtaccgctagcgccaccatggatacgccgccgatg-3’  

IE62SRT-R2          5’-gggtttaaacgctgagtttgtctgtctcgatggaccaccga-3’ 

IE62SRT-R1           5’-gggtttaaacgacgactctttggctttttctccactgggct-3’ 

IE62N-F1                 5’-cctctagagctagcgccaccatggatacgccgccgatg-3’  

IE62N-R1               5’-gggaattcacgactctttggctttttctccactgggct-3’ 

IE62N-F2                 5’-gggaattccaaccgggatatcgatccatcagcggtccc-3’  

IE62N-R2             5’-taacggcggtacccgcccgtccggtggca-3’ 

YSRT-F3               5’-cctgaattcccggcaccccgggtccggagcatctcc-3’ 

SRT-F5                  5’-aacgaattcgtttcggcattatccgga-3’ 

SRT-R5                  5’-gatcgatatcccggttggatatt-3’ 

SRT-F6                  5’-aacgaattcgtttcgtcttcatcctct-3’ 

TAD-P4-F               5’-cccgaattcggtaccgccgtttaaacatggcgtcggagaacaagcagcgccccggctccccg-3’  

TAD-P4-R              5’-cagagccagctgtcgcggcgagacggcgtc-3’ 

NYFP-F                 5’-tttgaattcgccaccatggtgagcaagggcga-3’ 

NYFP-R              5’-tttgcggccgcttaggtaccgtcctcgatgttgtg-3’ 

CYFP-F                 5’-tttgaattcgccaggatgggcagcgtgcagctc-3’ 

CYFP-R                5’-tttgcggccgcttaggtacccttgtacagctcgt-3’ 

YIE62-F               5’-tttgaattcatggatacgccgccgatgcagcgctct-3’ 

YIE62-R2             5’-tttcttaagaaaaaaatgctttatttatgttagctcttcgccaacatc-3’ 

IETAD1-F            5’-tttggtaccatggccagccagcgcagcgacttcgcc-3’ 

IETAD89-R2          5’-tttgcggccgcttagccggcggccgagggcgaccgc-3’ 

YVP16-F                5’-tttggtacctcgacggcccccccgaccgatgtcagc-3’ 

VP16-R2                5’-tttgcggccgcttactacccaccgtactcgtcaatt-3’ 

YEAP-F                  5’-cctggtaccatggcccccgtgaagaagctggtggtgaaggg-3’ 

YEAP-R                 5’-gaagcggccgcttaatcctcgtcttcctcctcttcttcgtcctg-3’ 

YETIF-F                5’-ggatctagaatgtttgctgccggggaagagaacgat-3’ 

YETIF-R                5’-ggaaagctttcaaatgtcaaacatctggttgagctcatcgcc-3’ 

Y62SRT-F               5’-cctggtaccatggatacgccgccgatgcagcgctctaca-3’ 

Y62SRT-R3            5’-aacttaaggatattttgtttcgtcgacccaccatcatt-3’ 

YSRT-F                  5’-cctggtaccgcaccccgggtccggagcatctccatctca-3’ 

YSRT-R                5’-gaagcggccgcttgccttcgtcgctgtcgctgtcgtcggagga-3’ 

YSRT-R3                 5’-cctgatatcccggttgctcctcctcgccgccttcgtcgctgtcgct-3’ 
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Figure S1. The nucleotide sequence alignment of Oka IE62 and IE62 mutants. (A) The 

nucleotide sequences of pOka IE62 (Accession: AB097933) (1) are completely the same 

with the IE62 gene (2) used in this studies. All numbers refer to the number of nucleotide 

sequence from the first ATG of  IE62 gene. Dashes represent gaps introduced for maximal 

alignment. The serine-rich tracts (SRTs) of VZV IE62 and EHV-1 IEP are in blue and red, 

respectively. Asterisk (*), conserved nucleotide sequences. DNA sequencing results of intact 

IE62 (B), IE62∆S (C), and IE62∆S-IEP SRT (IE62∆S-S) genes (D). The start and end 

nucleotides of the sequence alignment are indicated by arrows.  
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pOka IE62     AGAGCGTTTTTGGCCCTGCCGGGAAGATCCCACGCACCAGACCCGATTGAGGATGACAGC 

IE62          AGAGCGTTTTTGGCCCTGCCGGGAAGATCCCACGCACCAGACCCGATTGAGGATGACAGC 

IE62∆S        AGAGCGTTTTTGGCCCTGCCGGGAAGATCCCACGCACCAGACCCGATTGAGGATGACAGC 

IE62∆S-S      AGAGCGTTTTTGGCCCTGCCGGGAAGATCCCACGCACCAGACCCGATTGAGGATGACAGC 

              ************************************************************                                    

 

pOka IE62     CCAGTGGAGAAAAAGCCAAAGAGTCGTGAGTTTGTTTCGTCTTCATCCTCTTCCTCGTCG 

IE62          CCAGTGGAGAAAAAGCCAAAGAGTCGTGAGTTTGTTTCGTCTTCATCCTCTTCCTCGTCG 

IE62∆S        CCAGTGGAGAAAAAGCCAAAGAGTCGTGAATTC--------------------------- 

IE62∆S-S      CCAGTGGAGAAAAAGCCAAAGAGTCGTGAATTCCCGGCACCCCGGGTCCGGAGCATCTCC 

              ***************************                                                             

 

pOka IE62     TGGGGATCGTCATCGGAGGATGAAGACGATGAACCCCGGCGCGTTTCGGTGGGAAGTGAA 

IE62          TGGGGATCGTCATCGGAGGATGAAGACGATGAACCCCGGCGCGTTTCGGTGGGAAGTGAA 

IE62∆S        ------------------------------------------------------------ 

IE62∆S-S      ATCTCATCGTCGTCCTCGTCCTCGTCCTCGATGGACGAGGACGACCAGGCGGATGGTGCC 

                                                                           

 

pOka IE62     ACTACAGGCAGCAGGTCCGGACGCGAACACGCCCCTTCCCCGTCAAATTCGGATGATTCG 

IE62          ACTACAGGCAGCAGGTCCGGACGCGAACACGCCCCTTCCCCGTCAAATTCGGATGATTCG 

IE62∆S        ------------------------------------------------------------ 

IE62∆S-S      GGGGCGAGTAGCTCCTCTTCGTCGTCCTCCGACGACAGCGACAGCGACGAAGGCGGCGAG 

                                         

 

pOka IE62     GACTCAAATGATGGTGGGTCGACGAAACAAAATATCCAACCGGGATATCGATCCATCAGC 

IE62          GACTCAAATGATGGTGGGTCGACGAAACAAAATATCCAACCGGGATATCGATCCATCAGC 

IE62∆S        ------------------------------------CAACCGGGATATCGATCCATCAGC 

IE62∆S-S      GAGGAG------------------------------CAACCGGGATATCGATCCATCAGC 

                                                  ************************ 

 

pOka IE62     GGTCCCGATCCGAGGATTCGTAAGACCAAACGTCTTGCGGGGGAACCGGGGCGCCAGAGA 

IE62          GGTCCCGATCCGAGGATTCGTAAGACCAAACGTCTTGCGGGGGAACCGGGGCGCCAGAGA 

IE62∆S        GGTCCCGATCCGAGGATTCGTAAGACCAAACGTCTTGCGGGGGAACCGGGGCGCCAGAGA 

IE62∆S-S      GGTCCCGATCCGAGGATTCGTAAGACCAAACGTCTTGCGGGGGAACCGGGGCGCCAGAGA 

              ************************************************************ 

 

                                                                      1,380                                

pOka IE62     CAGAAATCATTTTCCCTGCCGCGATCCAGAACCCCGATAATTCCCCCGGTGTCGGGGCCG 

IE62          CAGAAATCATTTTCCCTGCCGCGATCCAGAACCCCGATAATTCCCCCGGTGTCGGGGCCG 

IE62∆S        CAGAAATCATTTTCCCTGCCGCGATCCAGAACCCCGATAATTCCCCCGGTGTCGGGGCCG 

IE62∆S-S      CAGAAATCATTTTCCCTGCCGCGATCCAGAACCCCGATAATTCCCCCGGTGTCGGGGCCG 

              ************************************************************ 
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Figure S2. Comparison of C-terminal nucleotide sequences of IE62 and  IE62∆SSc 

genes. Eleven amino acid sequences (boxed region: SSSSSSEDEDD) of the SRTc of IE62 

were mutated to SAGAGSALGDD (SRTc of IE62∆SSc). 
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Figure S3. The interaction of the IE62 SRT with EAP results in the formation of 

globular structures. Bimolecular complementation (BiMC) assay to detect the interaction 

of cellular EAP and SRT-IR2P. Rabbit kidney RK13 cells were cotransfected with the 

constructs shown above each panel and examined by confocal microscopy at 48h 

posttransfection.  
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