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[E Cansensus GC GTGTE"II'I'GGTGGGAEAIEE CTCAAC CET GMAGATETGC CaC CTGGTIT C EAGETGAG"IFGETCEGGTGIG'ITATTAE EAAIUAE CMAGCATITGGTAE GTGGTE CTTC E'I'TMAGGE GACACTCACAGGGC GTGETGMEAE EGGG&TE C GGE CAGATC GTGGTG'ITGTCTTE C CTGACAGGTEGGTE
12 Sequences 3580 3590 SSED 3610 3620 3630 3640 3650 3660 SETD 3680 3690 STEID 3'?10 3?20 3'?30 3?40 3'?50
TCOL25,. TS GOGTGTCTTGET AL ACCTCALC COTCAAGATC TG CAC CT G T T T CAGC TEAGT G TC LG TG RT TAT TACCAGEC CAAGC AT T GETAC GTGHTCCTTCCTTALGGC CACACTLACAGGGC TG TEARACACCAGGGTC C GG CAGATCGTGGTETTGTCTICCCTRACAGGTCGETC
ABRTOOQ70P. 103 GOGTGTCTTAGT FHEACACCTCALC COTCALGACCTGCCAC CTGTT T CAGC TEAGT G TC LG THRT TAT TAC CARAC CAAGC AT T FETAC GTGHCCCTTTC TTALGGC CACACTLACAGG O TG TEARACACCGGEATC C GG CAGATCGTCGTETTETCTIC CCTRACAGGTCGETC
LBTOOZ94. 105 GCGTGTCTTGETGGEACACCTCAAC COTGAMGATC TGO CACCTGGT T CAGC TAAGTGCTCCGGTGRTTAT TACCARAC CAAGCATTGETACGTGHICCTTCCTTAAGGLGACACTEACAGGGC GG TEALRCAC CCGGATC CGGL CAGATCGTGGTGTIGTCTTCCCTGACAGGTCGGTE
LETOZ2304N.US GCGTGTCTTGETGGGACACCTCAAC COTGAMGATC TGO CACCTGGT T CAGC TEAGTGLTCCGGTGRT TAT YACCARAC CAAGCATTGETACGTGHICCTTCCTTAAGGLGACACTEACAGGGC GTE S TCARACAC CGGGATC CGGL CAGATCGTGGTGCTGTCTTCCCTGACAGGTCGGTE
ARTO1284A.105 GCGTGTCTTGETGEGACACCTCALC CCTCALGATC TG CACCTGGTTTL CAGCTEAGTGCTCCGGTGRT TATTACCAGGC CAAGCATTGECAC GTGGTCCTTCCTTALGGCGACACTLCACAGGGCGTGCTEARACACCAGGGTCCGGLCAGATCGTGGTGTTGTCTICCCTGACAGGTCGGT
ARTOOLEA. TS GCGTGTCTTGETGEGACACCTCALC CCTCALGATCTGCCACCTGGTTTL CAGCTEAGTGCTCCGGTGRT TAT CACCARACCAAGCATTGETAC GTGGTCCTTCCTTALGGCGACACTLCACAGGGCGLGCTEARACACCGGEATCCGGLCAGATCGTGGTGTTGTCTICCCTGACAGGTCGETE
ABRTO096P. 105 GOGTETCTTGE T FREACACCTCALC COTCALGATC T L CAC CTG T T T CAGC TEAGT G TC LG TR T TAT TACCAGGC CAAGC AT T FFCAC GT G HTCCTTCCTTALGGC GAC ACTLACAGG O TG TEARACAC CAGGETC C G CAGATCGTCETETTETCTIC CCTRACAGGTCGETC
ABRTOO30P. T3 GOGTETCTTGETFREACACCTCALC COTCALGATC TGO CAC CTG T T T CAGC TEAGT G TCC G TCAT TAT CACCARAC CAAGC AT T FETAC GTGHTCCTTCCTTALGGC GACACTLACAGG O TG TEARACACCGGEATC C GG CAGATCGTCGTETTETCTIC CCTRACAGGTCGETC
LBTOO3SR. TS GCGTGTCTTGETGGEACACCTCAAC COTIGAMGACTTGCCACCTGET T CAGC TEAGTGLTCCGGTGRTTAT CACCARAC CAAGCATTGETACGTGHICCTTCCTTAAGGL GACACTEACAGGGC GTGC TCAGACAC CGGGATC CGGL CAGATCGTGETGTIGTCTTCCCTGACAGGTCGGTE
LETOO041P. 105 GCGTGTCTTGETGGEACACCTCAAC COTIGAMGACTTGCCACCTGET T CAGC TEAGTGLTCCGGTGRTTAT CACCARAC CAAGCATTGETACGTGHICCTTCCTTAAGGL GACACTEACAGGGC GTGC TCAGACAC CGGGATC CGGL CAGATCGTGETGTIGTCTTCCCTGACAGGTCGGTE
ARTO116A.TT5 GCGTGTCTTGETGEGACACCTCAAC CCTCALGACCTGCCACCTGGTTTL CALCTGAGTGCTCCGGTGRT TAT CACCARACCAAGCATTGETACGTGGTCCTTCCTTALGGCGACACTLCACAGGGCGTGCTEARACACCGGGGTCCGGLCAGATCGTGGTGTTATCTTCCCTGACAGGTCGETE
ARTO118A.173 GOGTETCTTGET G RCACACCTCALC CCTCAAGATC TG CAC CTG T T T CAGC TEACTGC TC CG G TG R T TAT TAC CARAC CAAGCAT T GETAC GTGHTCCTTCCTTAL GG CACACTLACAGGGC TG AGAAACACCAGGAT G GETCAGATCGTGGTETTGTCTICCCTGACAGGTCGETC
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@ Consensus GC GTGTC'II'TE GTGGGAC.IEC CTCAACCC'II'GMGATCTGF CACCTGGTI'II'C CAGCTGAG’IFGCTCC }GTGIGTTA'I'TAC CAJIUAC CM&GCAT'II'GGTAC GTGG'IFC CTTC CTTAJIRGGC GACACTIIZACAGGGC GTIGCTGAAACACIIZGGGATC CGGIC CAGATC GTGIIZ;TGTTGTCTTIC C ‘TGACAGG’IFC GGTC
12 Sequences 3580 3590 Je00 S6l0 3620 S630 3640 S650 3660 3670 3680 S690 3700 3710 3720 3730 3740 3750
TCOLl25.1T5 GLGTGTCTTGETGEEACAC CTCAAC L TCALGATC TG CACCT T T T CAGC TEAGTGC TCC PTG T TAT TAC CAGGC CAAGCATTGETACGT FETC CTTC CTTALGGL GACACTCACAGG GO GT GO TEARACACCAGGETC O CAGATCGTGETCTTETCTIC COT FACAGGTC GGTC
LETOO70P. TS GCGTGTCTTAGTGGGACAC CTCAACCCTGAL RACCTGLCACCTGGTITCCAGCTEAGTGL TCCGGTG T TAT TACC AL CCALGCATTGGTACGTGGCCCTTTCTTAAGGC GACAC TCACAGGGCGT GO TCALACACCGEGATC OGGL CAGATCGTGGTGTTGTCTTCCETGACAGGTC GGTC
LBTOOZ94. 175 GCGTGTCTIGGTGGGACAC CTCAACCCTGAL A TC TG CACCTGGTITCCAGCTAAGTGL TCCGGTG T TAT TACCAAL CCALGCATTGGTACGTGGTCCTTCCTTAAGGC GACAC TCACAGGGCGE GO TCALACACCCGEATCOGGL CAGATCGTGGTGTTGTCTTCCETGACAGGTC GGTC
AFTOZ3I0AN, T3 GCGTGTCTTRGTGEGACACCTCAACCCTGALGATCTGCCACCTGGTTTCCAGCTGAGTGCTCC GG TG TTATYAC CAALCCAAGCATTGETACGTGGTCCTTCCTTALGGC GACACTCACAGGGCGTESTGARACACCGEGATCOGGL CAGATCGTGGTGCTGTCTICCCTGACAGGTCGGTE
AETO1Z284.173 GCGTGTCTTRGTGGGACACCTCAACCCTGALGATCTGCCACCTGGTTTCCAGCTGAGTGCTCCGGTGGTTAT TAC CAGGCCAAGCATTGGCACGTGGTCCTTCCTTALGGC GACACTCACAGGGCGTGCTEARACACCAGGGTCOGGLCAGATCGTGGTCTTGTCTICCCTRACAGGTCGGTC
ARTOOS5A. TS GLGTGTCTTGETGEEACAC CTCAAC LT CALGATC TG CACCT T T T CAGC TEAGTGC TCC PTG T TAT CAC CAMLC CAAGCATTGETACGT FETC CTTC CTTAAGGL CACACTCACAGG FOGE GO TEARACACC AT C O CAGATCGTGETCTTETCTICCO T FACAGGTC GGTC
ABTOO9GP. T3 GLGTGTCTTRGTGEEACAC CTCAACCCTGAARATC TG CACCTFGT I TCCAGCTEAGTGL TCC BTG T TAT TAC CAGGL CALAGCATTGECACGTGETCCTTCCTTAAGGC GACAC TCAC AGGECGTFOTEALACACCAGGGTC O CAGATCGTGETFTTGTCTTCCETRACAGGTC GGTC
LETOO30P.1TTS GLGTGTCTIGGTGGGACAC CTCAACCCTGAL A TC TG CACCTGGTITCCAGCTEAGTGL TCCGGTCATTATCAC CAAL CCALGCATTGGTACGTGGTCCTTCCTTAAGGC GACAC TCACAGGGCGT GO TCALACACCGEGATCOGGL CAGATCGTGGTGTTGTCTTCCETGACAGGTC GGTC
LBTOO3SP. TS GLGTGTCTIGGTGGGACAC CTCAACCCTGAL R CTTGLCACCTGGTITCCAGCTGAGTGL TCCGGTGGTTATCACCAAL CCAL GCATTGGTACGTGETCCTTCCTTAAGGC GACACTCACAGGGCGT GO TCAGACACCGEGATCOGGLCAGATCGTGGTGTTGTCTTCCETGACAGGTC GGTC
AETO041P.T73 GCGTGTCTTRGTGEGACACCTCAACCCTGALGACTTGLCACCTGGTTTCCAGCTGAGTGCTCCGGTGGTTATCAC CAALCCAAGCATTGETACGTGGTCCTTCCTTALGGC GACACTCACAGGGCGTGCTEAGACACCGEGATCOGGL CAGATCGTGGTCTTGTCTICCCTGACAGGTCGGTE
ARTO1164.175 GLGTGTCTTGET AT AC CTCAAC O LT GALGAC C TG CACCT T T T CAACTEAGTGC TCC PTG T TAT CAC CAMLC CAAGCAT TG TAC GT FETC CTTC CTTALGG L GACACTCACAGG GO GT GO TEARACACCGLHET OO CAGATCGTGGTCTTATC TICCCTFACAGGTC GGTC
ARTO1184.175 GLGTGTCTTGETGEEACAC CTCAAC LT GALGATC TG CACCT T T T CAGC TEAGTGC TCC PTG T TAT TAC CAMLC CAAGCATTGETACGT FETC CTTC CTTALGGL CACACTCAC AGG GO GT CrAGAAAC A CCAGEAT FOGETCAGATCGTGETCTTETC TIC CO T FACAGGTC GGTC
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E Consensus ACCAC CTIC-GC'I'TGGTC G"II'I'CATGGAGGIGCATGCC CaC IGGC— CGCTG;}TC GTGCMIGGGAT GGTCIIS CTGCACTGG"IFGC CATGCEC ?GCAC CACTC IC GTACAGD CTIC-ATAGGGTGGIIS GGLGEFCCC IC L) CCAGTC—TG;IEC GTC CGTGG;}GC GCAACATGGGGTG’ITCMLCTGATCMCCA’I‘I‘
11 Sequences 1a0 190 200 210 220 230 240 250 260 270 2a0 290 300 310 320 330 340 350
UCO125.173 ACCACCTGGCTTGGTCGTTCATGRAGGGCATGCCCACGEEANCGCTGATC GTGCAALGGEATGGGTCCCTGCACTGGTGLCATGCGCOGCACCACTCCOTACAGCCTEATAGGGTGGLGGLGGEGCCCCOCCAGTGTGACGTCCGTORAGCGCALCATGGGETCTTCALACTGATCAAACCATT
ABTOO70FP.TUA ACCACCTGGCTTGGTCGTTCATGRAGGGCATGCCCACGEEANCGCTGATC GTGCAALGGEATGGGTCCCTGCACTGGTGLCATGCGCOGCACCACTCCOTACAGCCTEATAGGGTGGLGGLGGEGCCCCOCCAGTGTGACGTCCGTORAGCGCALCATGGGETCTTCALACTGATCAAACCATT
AETOOZ0A, TS ACCACCTGGCTTGGTCGTTCATGRAGGGCATGCCCACGEEANCGCTGATC GTGCAALGGEATGGGTCCCTGCACTGGTGLCATGCGCOGCACCACTCCOTACAGCCTEATAGGGTGGLGGLGGEGCCCCOCCAGTGTGACGTCCGTORAGCGCALCATGGGETCTTCALACTGATCAAACCATT
ABTOZ394N. 175 LCCACCTGGCTTGGTCGTTCATGGAGGGCATGOCCACGGGAACGETEATCGTGCARL GGGATRGGTCCCTGCACTGGTGLCATGEGCGGCAC CACTCCGTACAGC CTCATAGGGTGGLGGCGGGCCCCOCCAGT GTGAC GTCCGTGEAGL| G ARCATGGGETGTICAACTGATC AALCCATT
ABTO1284.1T05 LCCACCTGGCTTGGTCGTTCATGGAGGGCATGOCCACGGGAACGETEATCGTGCARL GGGATRGGTCCCTGCACTGGTGLCATGEGCGGCAC CACTCCGTACAGC CTCATAGGGTGGLGGCGGGCCCCOCCAGT GTGAC GTCCGTGEAGL| G ARCATGGGETGTICAACTGATC AALCCATT
ABTOO55L, IS LCCACCTGGCTTGGTCGTTCATGGAGGGCATGOCCACGGGAACGETEATCGTGCARL GGGATRGGTCCCTGCACTGGTGLCATGEGCGGCAC CACTCCGTACAGC CTCATAGGGTGGLGGCGGGCCCCOCCAGT GTGAC GTCCGTGEAGL| G ARCATGGGETGTICAACTGATC AALCCATT
ABTOOZ0F. TS A CACCTGGCTT G TCGTTCAT G A GECAT GO CCAC GEEANC L TEATC GT R AR GEEATRGETCCCT AL TR T FOCAT GO GCGECAC CAC TC COTACAGC CTEATAGEGT GG GG GO C OO CAGT CTCAC GTC CETGRAGC|GALC AT T ETTCALAC T AT CAAACCATT
ABTOO3ISF.US ACCACCTGGCTTGETCGTTCAT G FAG AT GO CCAC GEEANC L TEATC GTFC AR GEEATRGETCCCT AL T T CATGC GO GECAC CAC T COTACAGC CTEATAGEGT GG GG G FCC C OO CAGTCTCAC GCTC CETRRAGC|GALCATGHEETETTCALC TEAT CAAACCATT
ABRTOO41F. TS ACCACCTGGCTTGETCGTTCAT G FAG AT GO CCAC GEEANC L TEATC GTFC AR GEEATRGETCCCT AL T T CATGC GO GECAC CAC T COTACAGC CTEATAGEGT GG GG G FCC C OO CAGTCTCAC GCTC CETRRAGC|GALCATGHEETETTCALC TEAT CAAACCATT
ARTOL164A. 105 ACCACCTGGCTTGETCGTTCAT G FAG AT GO CCAC GEEANC L TEATC GTFC AR GEEATRGETCCCT AL T T CATGC GO GECAC CAC T COTACAGC CTEATAGEGT GG GG G FCC C OO CAGTCTCAC GCTC CETRRAGC|GALCATGHEETETTCALC TEAT CAAACCATT
AETO115A.T3 ACCACCTGGCTTGGTCGTTCATGRAGGGCATGCCCACGEEANCGCTGATC GTGCAALGGEATGGGTCCCTGCACTGGTGLCATGCGCOGCACCACTCCOTACAGCCTEATAGGGTGGLGGLGGEGCCCCOCCAGTGTGACGTCCGTORAGCGCALCATGGGETCTTCALACTGATCAAACCATT
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S2 Figure. Genomic locations of primers and probes for detection of HPgV-2 by quantitative PCR (qPCR)



