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Abstract

Keywords: pneumonia; encephalitis; unknown infectious diseases; pathogen analysis

In recent years, climate change, over-exploitation of the environment and
global transportation results in occurrence of emerging and re-emerging infectious
diseases and the spread of these pathogens quicker than ever. It has become a great
concern of international public health departments or research area to detect
unknown pathogens instantly and accurately in the early epidemic, to clarify its
original infection and propagation pathways and to integrate various social,
educational, medical and health and other information to develop appropriate control
strategies for effective control of the diseases. Some of emerging/re-emerging
pathogens caused pneumonia or encephalitis, such as SARS coronavirus, avian
influenza H5N1, MERS-CoV, 2009 pandemic HIN1, H7N9, EV-DG68 et al. If the first
appearance of these pathogens in human was found with only dependence on the
alertness of clinicians, who deduce pathogens according to clinical symptoms of
patients and presumably pathogen infection route, without clear laboratory test
evidence, it will cause public panic because of unknown pathogens and be unable to
effectively curb the spread of disease. It will take considerable social cost. Thus, in
the face of rapid change and the spread of infectious disease pathogens, it plays a key
role for disease prevention and control how to use effectively limited biological
specimen to look for known or unknown pathogens in a short time. For the
surveillance of emerging / re-emerging respiratory viruses, the present project intends
to establish a systematic surveillance networks for pneumonia, encephalitis and
unknown infectious diseases and to develop a standardized approach to specimen
retrieval and laboratory testing. The surveillance system is based on the Notifiable
Disease Surveillance System to monitor unexplained severe pneumonia, encephalitis
and unknown infectious diseases. Staff of hospitals across the country and the local
health personnel collect specimens and send them to the laboratory of Centers for
Disease Control, Taiwan. The processes of pathogen detection integrate the
advantages of the various techniques of molecular tests to establish a platform for
unknown pathogens. In addition, the project strengthens the collection of pathogens
and aggregates analysis of gene sequence data. When the unknown emerging
infectious disease occurs in the future, it can be rapid detected and compared to
understand the possible source of infection, disease trends and to benefit outbreak
investigation, the data obtained serve as a future prevention policy development and
related diseases research important reference. The project makes us understand the
etiologic spectrum of severe pneumonia, encephalitis and unknown infectious
diseases. The project will effectively address domestic unexplained infectious
diseases, emerging pathogens and prevent infectious diseases in real-time to reduce
the social impact.
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L P },%mf\' p # - 1997 & {2 H5N1 ~ 2003 # SARS ~ 2012 # & # &+ % & 2015 & 3%
® MERS-CoV -~ 2009 # pandemic HIN1 2 2019 # COVID-19: 323 5 £ DI R3TAE % 2
ATE LR s A 1 4),%[1 4] > 5K 2003 # SARS 16 - WHO 2% 2 & = 2 P R 7]
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ﬂ?*&&#&%éﬂg.1rh*%*ﬁ*@@w’;uiﬁﬁﬂﬁﬂﬁ@@4f
REH-URBRAZRETUFRAIEFIEL Y BEZE-HRFIE HFLF - PR
#£ % /FE;&},%}E'%Q ) i #%‘r&*:}fﬁ&v‘?ﬁ%%{ °
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P R g RO L A 2F o g @ £ s (RSY) 0 J s 4 (Rhnovirus) o 4 i
¥ i # (metapneumovirus), 1% =+ 5 4 (bocavirus), & in g s # (parainfluenza) £ % < B 3
foB g ¢ B R F L5 L s R [6] o O 2 R Wk Rl AT E-E B B 5 AT A
BRSO o 8 7 w43 IR 4o human metapneumovirus, coronavirus SARS, NL63, HKU1
MERS, human bocavirus #[1,2,7-11] - @ 3 iz & 5% R 4 07 2 f T B g ST
< B cg ~ consensus PCR #F » 7 e pF R 5 4 Av st R dvom RO 2 o RO )

(microarray)#? % i@ & @ 5 (high throughput sequencing) = % » &bk i * [11] -

PaARe E2 B HEAF A ER LT RIER AR BRER R
PRERIFE  HBAREGHET REEFH DT LG FIRLREL DR
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RS LT REFE LR R 2 FEREBRM S RO EAE S L E
EnE A BT RS R EHORTR/E TG LB %ﬁ“é LR TEE_[12] 0 4 1999
# 5 k& I 1 Nipah virus 3 % & §[13]12 2 2010 # > 2204 5 3= = 2 4 0 Cyclovirus
BA[14] > B 3opm RISHGE Ak R e ¥ RUR R o BEom B ORPG LEPY TR R B ATE
AR LR > EONTERTR G L HE P EH e LR AR
BEFARBEFTY - MABRREFT2EF7T 500 kp 24 R 3 Feeh 203 ) % 1 55 25
EATPEHEE AL S LR R MR o 0 G A6 ET A TR
%] » ¢ 4% herpes simplex virus ~ varicella zoster virus 2 Mycobacterium tuberculosis % » ¥
7 21% 1 & B A AR BE L [15] o gt b2 R A 2007 & AR (T2 > WP ORI IR
w253 G %k ¢ & F 52%7 3 PR F top FI[16] o Ap ik waR 7 2 < AR4RT 7 1E16-30%
T IR AR F] [17] 0 B SR G G o P R TR A2 B R
E I xE R P e
7 M R F] € g & P-i# 54 = (unexplained critical illnesses and deaths of possible

infectious etiology, UNEX) 1 % d %?:J}%'h*-ﬁ%ﬁj » BT A EPER N % FrE g g e 4 &t
FE ez 9 Flt UNEX #2020 Xfrd 2 B pb et 757 7 LARDEBRE R
Poo ¥ BB HId| 2 AEp ¢ w3t 1005-1908 & ) B 5 =t £-4F UNEX i& 17 £ fl > few iV
PR ES A 1T A9 RERLE S AR AR LRS- LpL LB FE
FAE AL E2 BRE R F I URTIE TR AN AL FL L AP Y
e EHFICE 137 2B % > B9 dd gk s E g (29%) & e iE Lk A E R (26%0)E § o
B g 28%BR7Ed AR FH IS TN ZRHER > ¢4 Neisseria
meningitides - Bartonella henselae - Chlamydia pneumoniae #* = > 2 % influenza ~
enterovirus ~ Epstein-Barr virus % 5 4 [18] » & (/1 & ch &> % ®> 1999 # 3F 4 West Nile
virus Ho K HERA N ot AR F Y 0 Br UNEX E RIS ATR B A B sl £
& 4 [19] - P % % B Arizona ~ Washington ~ Minnesota ~ California % -+ 35¢ # UNEX ¥
(KL AR AL L R E

& K ATE e o R A IR > 4e SARS-CoV, MERS-CoV, SARS-CoV-2 4§ it i
H5N1, H7N9, 2009 #74]/g HINL % -+ 7 &4 EF& B %%E*/I;‘a o RY egy EFD—;]Z e T
A FE 7 2 if i 17 real-time PCR &R = /2 9051 F B2 845 B 7] a3k 3+ > 3P real-time

PCR ¥ B> 2 L3725 R ¥ P cHE & 1 o 7] real-time PCR fi® = #3p) F eh i 4| |ee
&



REE FRRMRER 4 T UL EFLA] BEF RN w AP AT
Bt R 18 e B oAz > #4512 multiplex real-time PCR = j2 i& (7 ¢ dv— b (FH 5

6 M 7o R & o multiplex real-time PCR £233 & 15422 B ket > M7 5 =
BB UL BEAFIZANNGS) - AP EFELLIRAteMiE  FF P AKRKEHR
W2 B 2 RS R L RERT &0 A KRG HATER @ Lop o i pad BRD S
&@~?ﬂﬁvﬁﬁ@%%\ﬁ%ﬁmﬁtﬁiﬁﬁawﬂﬁﬂ’ﬁvﬁﬁi;;W?
BB REST ROB R SR (TR A RPARRKETE M AR PER 2T o

Qg i
L22 A wg 3 RERPL AERPLFREAREIFZ LBEHAEF LR
PR ER L E R B R R () 52 LG R R AR f SRE R AR
THETFFERF ~ R 2 3R EFR%R  RARS R EEZ LB L HEF )
B T W AR TR #*EF o FF oo AP RFBERETE S PFARBE
SrNFPE %ﬁﬂm@%’@%iﬂo
R R R S Fleid sF2 72 PR FIE e W L 8 ed X R R A EEALE PR
B oo FpfE £ P R FE g L 300-400 B % 0 %5k 200-250 1 % o
2. WX E R iE fi--firfb:;g—j BABE T 3@EE:
(1) %R AT 38 & & i 3F PF E TP UT
(2) 2pp B %o ¢&%§&H48¢ﬁm%@
(B) B X » BETH L2
1AM g TRT
(1)Acute onset with bilateral infiltrates consistent with pulmonary edema (within 48
hours)
(2)Pa0O2/Fi02 <200 mmHg
(3) No clinical evidence for an elevated left atrial pressure (i.e. exclude heart failure
related)
2 ¥E R F BT e e BN R o
3 AP RFIG LR R ER AT 4G
(1) &Egre (-B22p) o



(2) # #4218 38°C -
(8) MM BT (bl R~ 758 F 2 L) dh B
S FE- I o

(@) ¥ rpr 2 m- THHEFE (RE2F 5T @E) -
4 P-BH P RFFS LTS E-

GRRT AR GHhRATRAFILE R RFER RN -

AR R MR R d o RARLFEEY BERAADLEABE -
5. R W A2
multiplex real-time PCR/RT-PCR : 4¥+351 425 i # ¢ ;})%},%!,géﬂ‘r—:‘;r:?.z TR
YW £ I 4E
FRKGA SR EBE B A TR T RERES 42 AR B R

if I PF R o i34t real-time PCR/ % RT-PCR = j2 th3l 3 foff 44 5 7|

N
&)

[20,21] ~ 54 [22] ~ +# 5 i b & g 4 [23] ~ =k g5 4 (229, OC43, NL63, HKUL,
MERS)[24-26] ~ * #F i ** 5 & (metapneumovirus)[27] ~ # -+ 5 4 (bocavirus)[24] ~ &l &
4 1-4 Al(parainfluenza type 1-4)[23,24] ~ % 5 % [23] ~ f 5 # [28] ~ * 25 H & e 7 s 4
% 1,2 3[29] ~ E e 4 (CMV)[29] ~ S22 F  FA[30] ~ #* & 3 (301 % -

X e k78 P i@ 35 influenza A virus, influenza B virus, RSV, adenovirus,
metapneumovirus, rhinovirus, HSV1, HSV2, CMV, parainfluenza type 1, 2, 3, 4,
coronaviruses (229E, OC43, NL63, HKU1, MERS), human bocavirus, parvovirus, VZV,

enterovirus, Legionella pneumophila, Mycoplasma pneumoniae 24 f&.5 & #

oW B3 P ¥ 7 influenza A virus, influenza B virus ~ Human adenovirus ~ RSV -~
Coronaviruses (229E, OC43, NL63, HKU1) ~ HSV1 ~ HSV2 ~ VZV ~ CMV ~ HHV6 ~ Human
metapneumovirus ~ parainfluenzatype 1 ~ 2 ~ 3 ~ 4 ~ Bocavirus ~ Polyomavirus (JC ~ BK ~
WU -~ KI) ~ Parvovirus ~ Enterovirus ~ Enterovirus D68 ~ Human Parechovirus ~ Rhinovirus ~
Japanese Encephalitis virus ~ Dengue virus ~ West Nile virus ~ Chikungunya virus ~ Toxoplasma
gondii ~ Mycoplasma pneumoniae ~ Hendra virus ~ Niphavirus ~ Acanthamoeba - Naegleria
fowleri ~ Chlamydophila pneumoniae 40 T R 10
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B HRALE R E TR E PR K 42 real-time PCR + &2 % % 247 - 7 Bt ¥ 9
Yo L ER AL AR PR P2 F 4 real-time PCR F £ S % A 47 o F % Fde
T 1 (1)F #4&xF & (Takara Cat. #6110A) © 1 #* p & % f& 5 B~ % 2L MagNA Pure Compact
Instrument (Roche Applied Science):& 7tk &1 fa 5 B~ > B~ Sl F B2 2k > 1% "E 8 1%
 f&(random octamer):ig {7 & #4-F J& > & = % — 3% cDNA (first strand cDNA) © %% £2 51
+365°CiT* b admis > B3k > 1% PrimeScript RTase reverse transcriptase & {7
Fasrk o F gt 5 A 30Cie* 10 ~ 4818 » £ =x 50C i®* 60 ~ 48 > & {8 95°C i
* 5 4 45 - (2) Real-time PCR &~ J&(LightCycler® 480 Probes Master) : 20uL. DNA £ ¢cDNA
A 4= 22 1x LightCycler 480 Probes Master ~ 200nM forward primer ~ 200nM reverse primer
2 % 100n M hydrolysis probe ;& & - ;& & $ 2 LightCycler 480 % *t(Roche Diagnostic):&
FF R F BIEZ4oT 195°C 10sec s 4 45 cycles z_ & J&(95°C 10 sec ~50°C 30 sec »
72°C 1sec)» # s 30sec *#:%(cooling): 40°C -
2 % il & %R (high throughput sequencing)# /Bl 4 5t © & 3 = R4 de novo TR 4 15 15
S O BRFEAKI AT ERTVHEHATAFREEI A o W AR R
B2 R TR ET - FHRAF I ATHR T EAL ARG BTE B
12 B AT e (1)F 45 & (Invitrogen) B~ 10 ul 5P~z $xpg > 1% A BAEHS PR
(random octamer)it {7 & f#4xF &> & = % — %% cCDNA (first strand cDNA) : ¥ & &2 51 3 »¢
70°C 1 * 10 ~ 4815 % 3tk > £ 1 * transcriptor reverse transcriptase & {7 & & 4xF J&
FRiER L A5 CIiE* 60 48 - & = 2. % — % cDNA 44 ~ DNAligase -~ DNA
polymerase 2 RNase H » 16°C i¥#* 2 /] BF% = % = "&£ = (second strand synthesis) o
(26~8 =% - "% CDNAZ R LHE - A2 S BEFHELE TR -Q)EALI7 447
22 B RERE ASATFIN R B Lt ¥ Genebank FALE o
1o B v AT

(3)3% %
HRERERSS

2020 & 1-10 # i 47 % £ # £ 107 & > 4p i 2016-2020 & » 2016 & 52 £ & i i3
AHIN1pdmOO - i 47 % - 2020 & 1 " 47 B S M b 5 (- )-2020 & 17 i
L E 107 6] 0 2 ¢ 62 5I(57.9%) W dp kAl - 2 ¢ pd 53 6] e T



19 ] » co-infection 10 &) - :),;3% B %7 » A/IHIN1pdmO9 29 &, influenza B 7 &], CMV 4
&, Rhinovirus 3 ] A/H3N2 3 &, HSV1 2 &, adenovirus 2 &], RSV1 ], Metapnueumovirus
1 &, coronavirus OC43 1 & » 7 B Jp F]5% X 1 & R R [ r*i F 7 ICU ;ﬂ" € $ 3 3R R

£ -

2020 17 3 10 % & 3- 107 @5 L Epal 4R B Ko 2 ¢ ok g Al @ ¥ 4 multiplex
RT-realtime PCR # (¢ % influenza A virus, influenza B virus, RSV, adenovirus,
metapneumovirus, rhinovirus, HSV1, HSV2, CMV, parainfluenza type 1, 2, 3, 4, coronavirus
229E/OC43/NL63/HK/MERS, human bocavirus, parvovirus, HPeV, VZV, enterovirus,
Legionella pneumophila, Mycoplasma pneumoniae % 25 i R Wi R)E wmF 4 ik
THe Bk 0 vt 4 2016-2020 # = P i SR ¥TiESRECP 0 2016 & F) S8R HINI1pdmO9 Ji
BN A PR F L 4R HopeH 0 2020 # 4 F_F] HINIpdmO9 ji g it 7 o i i 4R B
%44 (B-)>2020 & 17 {57 COVID-19 A ff - M P2 @A HE4F b 4
T IR 2 AR E 2020 2B R > TP 251 0T A S (RS
A) o Eg R £k x5 65 kK 1k 355%% (W= B) © 2016-2020 - s Al e o
%)% 43.0-57.9% > 2020 # fetg oA hiB R Y o RAE R A opE B3 B e
2 /19 & > co-infection 10 & (M=) 2020 & Atk ! },%4} iE Y o AR e
:fﬁa% 53 ] > fw F& E 7 19 &) > co-infection 10 & - :f};aa* B %7 > A/IHIN1pdmO9 29 &,
influenza B 7 &, CMV 4 i, Rhinovirus 3 ] A/H3N2 3 &, HSV1 2 ], adenovirus 2 &,

RSV1 &, Metapnueumovirus 1 ], coronavirus OC43 1 ] o (% - ) °

AP R P RF ERSE

2020 # 1-11 " L FA P RFPGULEEE TP T BR 29696 2K AT
i R -

MERS-CoV & iRl # 5% :

F 2012 &4 @ &3 ¥ 22 2015 # i B BEF MERS-CoV £ - 4 32 i 37 22 % 5% > 2020
# 110 P TRkt E 3 0o BRI SR e Y L AR SRR P R T LS
2 107 t R RE S BEF S5
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MO EHERVENE R
2020 FF 1-11 " :E 4% 67 B B A B R(232 b k) H Y 24 BER KR N R
7% % AHLIN1)pdmO09-1 & # & % influenzaB-6 i # % % adenovirus-4 B # % 7 RSV »

7T ®# % 5 Coronavirus NL63

mRET T LBRR:

107 26 P B2 RERER AR AT H LF BHFECSFEAF 2% > *23-FE* 3 fi
o> 2% (1)F % % 2 multiplex real-time PCR;# & 2. The

BIOFIRE" FILMARRAY' Respiratory 2.1 plus Panel :#&| o & 38 & ke k5 L

B o
SARS-CoV-2 3 % & 2 A FI2 A :

FHERBBRE  FABE IS LRUAHI I HRI LERIIH R ER
Ct 2T A5 3N (Ble ) R pIEFHPARAE 4% RiF5%5 > 5 (F
I)e

SARS-CoV-2 £ 2 A FIZ A :

2020 & > 7B COVID-19 #H - 2@ a1l 2L p $R % - 6lp ¥ B2 BB~ B

%520 330 Ao BB BRI REAE S F S Bdehd FEHE O AT

%5%ﬂ%’%3%*CWE&VLO’3Hﬂﬁ@ﬁ%?%ﬁ%@%ﬁﬁ%»&“%
» Bk kR R E R T pF S CladeG GR,GH % 4 » 4 7 4 4 end Spg 43
oo pd v cladeO (Rl1) o

(4)3:t#

RBERE 23 GRBEATHET G > FREEATEG L op TS B {
%u&’%mgiﬂ%&%iﬁﬂ%mrﬁ’wimmﬁ&ﬁkiﬁﬁ—&@%ﬁﬁ%
RiEHT °éﬁ%#ﬁﬁﬁ%ﬁ%ﬁmdﬂwﬁﬁﬁﬁ’ﬁﬁﬁ%v?#?iiﬁfé‘“ﬂﬁi
EF RN I HR R REFEGEEA L RFENSBER SR iFFELR
ﬁiﬁ%ﬁ%ﬂﬁ%ﬁﬁ%%%iiﬁ°ﬁ%§%%ﬂ%037Hﬂﬁéﬁrﬁﬁ%ﬁ
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EEHETAREIR k) > 2006 #1 P42 kAL L5 TRBELRETAEEE L
AU AR A ERES  EPA S AR T RS e AR L REF o S FIET
BT E EF)F ByET g E L g 3F TR o 2009+ pandemic HINL, 2012+
MERS-CoV 20134# H7TNO % % f&#78 o if 55 M 130 > Teak itk ¥ % L& 4 > WHO
FIERE RO THARRIEREHEF P RFE L AP F R TR L R T AL
ARy W LR OEE > F RS BAAE Y SRTR R RN -

AP EE AR A RERIESE BB L FR S ER AR TEREL
Whte k> #4457 L g R g HERRMZ BREWE TR TE R o
BnAr o (TR BRE TR SRS 2 R o M F2E LBL AR fA SRR E
B ATAIAALERE & ¢ et FE SR E 4 B 4 (MERS-CoV)it {7 R 4R » i i
2016-2020 R L LR FBFEEFR > DL BF FARHRME P HE L
ANEEERRR LR BENATRNF LA R 402016 # HIN1pdmO09 + i (7 » 3 X &
FAAEBEEEB %Y HINIpdMO9 | % #ic> 20172 H3N2 5 & 4 mp 24 & jn (7 4 4] >
LT RTMBEEEBEEHIN2S f#co & @EAR PT2017E 5B AP ALTR F Pl
g e HINIpdmO9 vt &) i (] +510%) » e i 3 & el 4% ¢ 3 IHINIpdm09 9% > 4p %+
STHINZ 155] 0 & 1t BIP AR B 20AL T R Lo ks T i R FIHINZE % TRk 24
b BT B R AR HF £ o A HINIpdm09R L ek 7 % 247> @ 479 L £ g o
2018#1-47 BRI+ 5 ¢ AL RINE BHF LRI W L B R e IBAI
BopF X AP EER > Vi EBAIRE pA @ Al Lap v bty Mo 2019, 2020
# £ A HINIpdm09im &+ 5 SRR B+ L RIRE R P ERB R K
HINIpdm09im & s 3 PP A3 4e (% - ) -

20134 < PR A SR AHTNOR B > 32 & o e F5RB I~ Bk 50IB R 7
BHILAR A B R T 0 H P R LG H56 5 B - R WATUAL R RIS 0§ -
TR PR FPE g HTHTNO » #9702 > A3 3 7 i I g &I iR R gk 2
BRoPREFREF > LI A DEEE0 > ERBHRIENE -

multiplex real time PCR FIE At R § 22 % - 4 if > © = 2 fh A F RS 4 na
o PTG P EAFGORE A ﬁ‘%? BRG] F HE RS 4 P A FIDNAE =
i J1 0 % & kR FE 5 G (FH 4 B e (positive control) - 5 de & 3 I g R A

SEEA FREGEORRPIEE G RBEDTHE PR AT F e A2 25 FpAH
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ereal time PCR— ;2 - multiplex real time PCR = ;2 f R e = S e S e
Wk FELIEEY N AATZEERBHIT 57 o real time PCR™ 2+ SR R 3
EFEE T - BEH%T SNGSeikdy 0 FIP NGSHER 2 wF r R g
i E T h AR o fe P T pereal time PCR™ j2 » A FF R & eh Nie (7 0 1Y
&ERHRT R

(5) 3 &1 3k

1ig & Fp b 2 caHTNO ~ HSNX -~ MERS-CoV ~ H6N1 ~ COVID-19 %4+ ¢ ~ % B
FEE RO MG R TEE AR E MR GFRE R R EREF QAT E 23R RR
RAkGE AEBLRT d FREDR R TS 2O FES P 2R
Afe Ak FLAPITREFE M ERRERET Lo FREZ ATEITRDYL
PG ¢ TR RE AN CTRATHE PARGOREE AR FHER
Fren@ AP i TREE R TR O RS ATR G A2 BB R g

F R ﬁ\“x °

‘3:

2. MEATRATER B R HRT ¢ o THPARM F IR ER A TS R T
},%Eﬂﬁx Al FIHINO -HONLIRE 4 Bk % 5 e SRS BB R > fede gl FF 8
HiEm R MRS oo 2 ATHATERRWE ROEY
3@%ﬁ%kﬁ%?ﬁ%%@%’ﬁ%ﬁ%ﬁ@%%%’ﬁ@%%?ﬁﬁ\ﬁﬁ‘ﬁ
FRICE BPRERG O FET TPEF > KRR RE TR T RS ATR G LY

il
Pedrn A U TR R R R o

2

4. 2020+ #7375k & SARS-COV2 5ldz 23k~ nf7 » A FZE 22 K%L L R
FA P o 2 AL 0 BRR T RIEL R * ASARS-CoV2 ez -
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# =~ 2016-2020 & ** L £ e e 2 E SR R B S B

Microbes detected 2016 2017 2018 2019 2020
HIN1pdm09 151 10 11 82 29
H3N2 6 15 4 11 3
Influenza B virus 10 3 10 3 7
H7N9 0 1 0 0 0
Adenovirus 6 12 3 1 2
RSV 1 5 8 3 1
HSV1 4 7 9 26 2
CMV 3 0 5 39 4
Coronavirus HK 0 1 2 0 0
Coronavirus 229E 4 0 0 1 0
Coronavirus NL63 5 1 2 0 0
Coronavirus OC43 2 0 1 0 1
Enterovirus 1 2 1 9 0
Rhinovirus 2 5 6 10 3
Metapnueumovirus 1 10 4 2 1
Parainfluenza 1 0 0 1 0 0
Parainfluenza 2 0 2 0 2 0
Parainfluenza 3 0 0 1 2 0
Legionella pneumophila 7 8 8 26 0
Mycoplasm pneumoniae 4 0 2 5 0
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