WA R RS R R R (9L R)

SHSEI0A13AERE
ORH—F
®AR BRHBERE BmEA E ] Eip R BREMH
R8.8 Rhinovirus sp. R8.6.29 AERER 67 z SIREERLVE
R8.8 Adenovirus 2 R8.6.30 SMERER 97 A %z SREER K
R8.8 Parainfluenzavirus 3 R8.7.6 AMLTEL 1% z SRR
R8.8 SARS-CoV-2(RS.1.3) R8.7.6 COVID19/% L AE 455 B SIRGERE
R8.8 Parainfluenzavirus 3 R8.7.6 AMLETEL 2i% x SIRER VK
R8.8 Human Metapneumovirus R8.7.6 AMLSER 1% z 2IRER K
R8.8 Coxsackievirus A6 R8.7.13 FROMRK 15 £ SREEHE
Parainfluenzavirus 1
R8.8 R8.7.13 SMERER 4% £ SREEHVE
Rhinovirus sp.
R8.8 SARS-CoV-2(SS.2) R8.7.13 COVID19/# i 6% SIFBER R
R8.8 Coxsackievirus A6 R8.7.21 SEIEEE % 1% 3B TREEHLL V&
R8.8 Fluman Metapneumovirus R8.7.21 SHESER 3% E:] SRR
Rhinovirus sp.
R8.8 Rhinovirus sp. R8.7.10 ARIEEL 875% %z BEFANE
R8.8 Parainfluenzavirus 3 R8.7.6 ERER 54 A 5 8t
Human Metapneumovirus
R8.8 R8.7.6 SR, Mk 5% £ &it
Adenovirus 2
R8.8 Adenovirus 2 R8.7.6 SMEIEEE % 3% x 2t
R8.8 Coxsackievirus A6 R8.7.6 2TEIFEEE % 15 3 &it
R8S Human Metapneumovirus R876 hMPVE % 15 @ 8t
Adenovirus 2
R8.8 Rhinovirus sp. R8.7.13 AL EL 2i% 5 2t
R8.8 Human Metapneumovirus R8.7.13 hMPVifi % 1% z 8t
R8.8 Parainfluenzavirus 1 R8.7.13 AMLSEL 107 A x 2t
R8.8 Parainfluenzavirus 3 R8.7.21 fKEXR 15% E:l g2t
R8.8 Rhinovirus sp. R8.7.21 AMREXR 5% x 2t
Parainfluenzavirus 3
R8.8 R8.7.21 SMERER 15 B &t
Adenovirus 2
R8.8 Parainfluenzavirus 3 R8.7.21 At 1% 5 8t
R8.8 Parainfluenzavirus 4 R8.7.27 TRER 15% = &t
R8.8 Parainfluenzavirus 3 R8.7.27 ERER 1% " st
R8.8 Rhinovirus sp. R8.7.27 SMSEXL 25% 5 &t
R8.8 Coxsackievirus A10 R8.7.28 FROMRK 2i% " 8t
R8.8 Parainfluenzavirus 3 R8.7.24 FRORK 1148 5 a2t
R8.8 Parainfluenzavirus 3 R8.7.24 fifizs. F RO 1% " 8t
R8.8 Parainfluenzavirus 2 R8.7.31 K[E XK 15% 5 &t
R8.8 Coxsackievirus A6 R8.7.6 FROMR 67% 3B TREEHAL V&R
R8.8 Adenovirus 89 R8.7.9 IRBE#E R 1% x [REEER{AY:
R8.8 Coxsackievirus A6 R8.7.10 FROMR 97 A " TREEHAL V&R
R8.8 Coxsackievirus A6 R8.7.10 FROR 1% = LEEEER{AY:
R8.8 Coxsackievirus A6 R8.7.11 FROMR 1% E: TREEHAL V&R
R8.8 Coxsackievirus A6 R8.7.15 FROR 2% £ LEEEER{AY:
Parainfluenzavirus 1
R8.8 R8.7.16 ANILIRUFE—F T 4% = LEEEER{AY:
Coxsackievirus A6
R8.8 Coxsackievirus A6 R8.7.21 ANV F—FFR 1% E: TREEHAL V&R
R8.8 Human Metapneumovirus R8.7.2 TREX 175% z Y35 AV
R8.8 Human Metapneumovirus R8.7.23 NHEE 2¢ % 5 20K




R8.8 Human Metapneumovirus R8.7.8 hMPVRE X # 2i% 5 Y3 AV
R8.8 Human Metapneumovirus R8.7.8 hMPV 2% fE 2i% B SEERNER
R8.8 RSvirus A R8.7.11 RSV 1% B SERONE
R8.8 Coxsackievirus A6 R8.7.14 ANV X—F 2% L SHUNE
R8.8 Human Metapneumovirus R8.7.21 hMPV 2i% z Y35 AV
R8.8 Coxsackievirus A6 R8.7.28 FEAH 15% B SHLVER
R8.8 Coxsackievirus A6 R8.7.7 AT ONAERE 2% %z #HE
R8.8 Human Metapneumovirus R8.7.7 ARI N L SEROE
R8.8 Parainfluenzavirus 3 R8.7.10 ARI 627% %z SREEHE
R8.8 SARS-CoV-2(RS.1.3) R8.7.15 COVID19 587% 5 BEFANE
R8.8 SARS-CoV-2(SS.2) R8.7.17 COVID19 397% L) SREEHE
R8.8 SARS-CoV-2(7" / LR HT I & T 5E R8.7.25 COoVID19 458 5 BERONE
LCTRE S

IEREEH KU EFRIA M S Coxsackievirus ABHN 13 ERBLEREIN ., TDSB104EFEARB LU T —FDIEFITHo 1=,
* RLNT, Human Metapneumovirus 31144, Parainfluenzavirus 353108 &f=,

O REFAREBAL (BA)
Rk Rep RE TR | AR | #AR | BEW | BUm | LWhEW | &F
22 2 23 14 0 0 2 10 7 80




