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Prameny odborné literatury

Pravidlo druhe:
Zékladem védecke prace je studium literatury.

?? Proc€ ale Cist néco, co jiz bylo objeveno ??

- neopakovat stejny pokus se stejnym materidlem
- vlastni nové napady a mySlenky

- spravne postupy vedouci k vysledku, styl odborného textu
- nelze napsat védeckou praci

Zdroje:
- ustni

- psan¢ — knihy, Casopisy

- elektronické — internet
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Historie a souCasnost védeckych Casopisu

- 17. az 19. stoleti — Casopisy obecné védecké — prirodovédné Casopisy (1665 F, VB)
- 19. stoleti — specializace na obory — botanika, zoologie, matematika, chemie (1820)

- doposud — dalsi specializace — napt. anatomie, fyziologie, genetika
fotosyntéza, uCeni a pamét’

1! Pfi vyhledavani starSich ro¢niku - u ¢asopisu s dlouhou historii mohlo dojit ke zméné
jeho nazvu napft. Plant Physiology and Biochemistry se diive jmenoval Physiologie végétable
nebo Journal of Plant Physiology dtive jako Zeitschrift fiir Pflanzen-physiologie

- 70. 1éta 20. stoleti — ,,Studia Biophysica* zvetejiuje Clanky jen jako mikrofiSe (zmenSeniny
na plochém filmu, Ize Cist pouze ve Ctecim pfistroji), v tiSt€ne verzi jen rozsirena
abstrakta

- konec 20. stoleti — CD-ROM - cena stejna jako u tiSténé verze, sleva pii odbéru obou
(European Journal of Biochemistry)

- Casopisy se zacinaji objevovat na internetu — jen obsah — spise reklama = bezplatna
sluzba, pozd¢ji kompletni pristup = placena sluzba
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The Case for Methanol

Jak vypadaji védecké ¢lanky

FRIGIDA-Independent Variation in Flowering Time of
Natural Arabidepsis thaliana Acc

linked to the vernalization-independent,
Callele that behaves as a null alle




Jak vypadaji ¢lanky Prameny odborné literatury

,,Short communication‘

(Kratky ¢lanek k zajiSténi priority objevu nebo zvetejnéni vysledkl
omezeného rozsahu, nové vyuziti metod atd.)

Pivodni védecké sdéleni

Prehledné referaty - reviews
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Puvodni védecké sdéleni

- nema shrnujici charakter oproti review

- podava zpravu (protokol) o konkrétnim vyzkumném tkolu s konkrétnimi cily a zavéry

- struktura takovych ¢lankt je pevné dana:
Nadpis (Title)
Jména autort s adresami
Abstrakt (Abstract)
Uvod (Introduction)
Material a metody (Materials and Methods) TAIMRD x IMRAD
Vysledky (Results)
Diskuse (Discussion)
Podékovani (Acknowledgements)
Seznam literatury (References)

- jsou ale 1 odchylky dle zvyklosti ¢asopisu - Materials and methods na konci ¢lanku (Cell)
- Results and Discussion spolecné (viz. IMRAD)
- + Summary na konci ¢lanku (nebo soucasti Diskuse)
- Key words pod abstraktem
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Co najdeme v jednotlivych ¢astech

Nadpis (Title) — vypovida o obsahu samotn¢ prace — hledani a vybér ¢lanku na zaklad¢ slov
uvedenych v nadpise + o ¢em clanek je

FRIGIDA-Independent Variation in Flowering Time of
Natural Arabidopsis thaliana Accessions

J('rlathan D ‘f‘\.’errler..*"r ]ustin O. Borevitz,*'* N. Henriette Uhlenhaut,’
“* and Detlef Weigel* 2

Manuscript received September
Accepted for publication Januan

FRIGIDA
delay flowering
flowerir J'm-:th ]1;-1blLs (
due to

mutation we

. Lz-0 flowers late because of ]Jl"']'l levels of FILU expression, even Lhnu"h it has a f‘lt‘]tt]uﬂ
in FRL Finally, eXtreme array mappin entified cenomic 1 ons linked to the vernali m-independent,
lateflowering habit of Bur-0, which has an alternativ ely spliced FLC allele that behaves as a null allele.
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Co najdeme v jednotlivvch ¢astech

Jména autoru s adresami — lze vyuzit pti objednavani clanku, ptipadné pti vyhledavani dalSich
publikaci podle jména autora

FRIGIDA-Independent Variation in Flowering Time of
Natural Arabidopsis thaliana Accessions

Jonathan D. Werner,™' Justin O. Borevitz,*!* N. Henriette Uhlenhaut,*"
]Crseph R. Ecker,*$ Joanne Chory*** and Detlef Weigel*1?

Manuscript received September
Accepted for publication Januan

FRIGIDA
delay flowering
flowerir Jm-th ]11bLL\ (
due to

0 .I'-J-a‘_f ar !-!.t.f.

functional

FRI In con . Lz-0) flowers late because of "]1 levels of fh"rnpwwun even Lhilll""]l it has a deletion

in FRL Finally, eXtreme array mappin entifiec DITIiC ons linked to the vernali m-independent,
lateflowering habit of Bur-0, which has an alternativ -:1__. spliced FL.C allele that behaves as a null allele.
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Co najdeme v jednotlivvch ¢astech

Abstrakt (Abstract) — nejdulezité;si ¢asti — vystizné sdéluje co a na Cem se zkoumalo, jakych
bylo dosazeno vysledkii a co z toho vyplyva (zavér) = strukturovany

FRIGIDA-Independent Variation in Flowering Time of
Natural Arabidopsis thaliana Accessions

Jonathan D. Werner,*! ]u'stin O. Borevitz,*'* N. Henriette Uhlenhaut,*"
Joseph R. Ecker,*5 Joanne Chory*** and Detlef Weigel*?

.“fr-lnf a‘

script received Septemb
Accepted for publication Januar

FRIGIDA (F 2 !
delay flovy g time in - : functi 1 in I'fF cause the early
0 quumh the variation among wild accessions

netic ]uu in wild ms that influence ﬂimtllﬂ" tim

efforts to diss auses for vz imlfpmdﬂn a

found new function alleles in FLE, as well as late-flowerir

An FLCng ;

FRI In contrast, Lzt "L expression, even though it has a deletion
in FRI Finally, eXtreme arr. ll} P 1]}[11 enti ons linked to the vernalization-independent,
lateflowering habit of Bur<), which has an ¢ : y ced FLC allele that beh: 8

- vyhledavani ¢lanki probiha 1 na zaklad¢ slov v abstraktu,
- na zaklad¢ abstraktu se rozhoduji o objednani ¢lanku
!!! Nestaci vSak Cerpat informace pouze z abstrakti !!!
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Co najdeme v jednotlivych castech

Uvod (Introduction) — stru¢ny piehled literatury, tvod do problematiky, co je jiz znamého v
dan¢ problematice — citace, které¢ vyuzijeme pii hledani dalsi literatury o
daném tématu, na jeho konci vétSinou Cil publikované prace nebo nosna
hypotéza vyzkumu

*-].mr s decision to initiate reproductive development been approached through the isolation and character-
A is an important event that is controlled 1H. the ization of mutants with altered flowering tim
intersection of an endogenous program with er number of flowering-time ¢
mental facto ch as temperature and ll""]lI Biotic and a scaffold of the underl
abiotic factors affecting ]-]:l.mg o C la i been constructed (for reviev
able a habitats, requiring plants ize in sens thll-\cw ind DEAN ; RLE and COUPLANI
ind AMASING 20 As may be expected,
ork i 1sis of an extensive b
of physiological, g
main pathways that regulate the key floral identi
have been outlined: photoperiod, \-‘Et'nn]izmiﬂn. aL Ltnnn—

in conjunctio
elerate flowering in the presence

when plants with high levels of the floral inhibitor FL.C
are exposed to an extended period of winterdike tem-
peratures. This process, called vernalization, causes epi-
genetic

repre of flowering. Independently of vernalization,

A1 atively regulated by the autonomous path-

. originally thought to function indepen-

C _nth nt the environment. Recently, however, it has

been found that this pathway may mediate re =
to ambient growth temperature (1
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Material a metody (Materials and Methods) — jaké metody se v feSeni dané problematiky

pouZzivaji

MATERIALS AND METHODS

Plant material: A list of accessions and their phenotypes can
be found at http:/ naturalvariation.org/werner. Most acces-
sions were obtained from the Arabidopsis Biological Resource
Center or Lehle Seeds. The LerK and CviK accessions are parents
of the Ler/Cyi recombinant inbred line set in which the EDJ
allele of CRY2 was identified (Fir-Assar ef &l 2001) and were
kindly provided by Maarten Koornneef (Wageningen, The
Netherlands). Combinations of functional and nonfunctional
FRI and FLC alleles in Col (LEg & al 1994b:; Micoaers and
Amasivo 2001) were kindly provided by Rick Amasino (Madi-
son, WI). All lines were propagated prior to genotypic and
phenotypic analysis.

Gro -wth Lundm- ns: “‘\E‘f‘ﬂ\ were st 1"~]Trl; erirrl in l m] ni U lr.-

n;'ﬂﬂ'n.t'lt' then sown onto pr E"«-.n:l} ed ""IIl]J\]IJ]]'l.L"

Mn. no. 5 (McConkey, Garden Grove, CA) and thinned after
5 days. Plants were grown in a growth room at 22" under 16
ht provided by a 3:1 mixture of Cool-white and Gro-

ania) fluorescent bulbs, followed by 8 hr of darkness.

For tht‘ long-day surveys, six plants for each line were raised
in one pot, L-'!u:f']]t l'nl several control FENOWYPEes grown in
three blocks of six plants. Over the course of the experiment,
the pots were randomized across all flats several times and
flats were rotated across and between shelves on a daily basis.
Vernalization treatments were performed at the seedling
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Co najdeme v jednotlivych Castech

of Col, and two replicates each for the early and late-flowering
pools. Analvsis of the hybridization data was similar to that
described previously (Woryn « al 2004). For the Bur-0 < /i3
F, population (n = 330), the 65 earliest and the 65 latest
plants, as measured by davs to flowering, were pooled and
processed similarly. A total of eight samples were prepared
and hybridized: three replicates of Bur-0 and ##3 and one
sample each for the pools,

Lz-0 % Ler QTL mapping: A total of 178 F, plants from the
cross of Lz-0 to Ler were grown in long days and genotyped
for 32 markers distributed across all five chromosomes with
an average distance of 15 cM, and a genetic map was deter-
minedusing MapMaker/EXP 3.0 (LanDER o al. 1987). Marker
order was as expected from the physical locations of the mark-
ers in the Col reference sequence.

Vysledky (Results) — shrnuje a popisuje hlavni vysledky

RESULTS

Association of FRI deletions with flowering-time ef-
fects: We measured the flowering times of 145 single-
seed descent accessions in long-day photoperiods and
genotyped them for the Col and Ler FRI deletions. As
observed in previous surveys ( JoOHANSON ef al. 2000; LE
CoRrge el al. 2002; STINCHCOMBE ef al. 2004), the FRI
deletions first described in the Col and Ler laboratory
strains occur with considerable frequency amoeng acces-
sions, with 34 having the Lertype and 46 the Coltype

deletion (Figure 1}. No accession has both deletions,
as expected due to their very tight linkage (253 bp).
The effect of these deletions on flowering was obvious,

For OTL analysis presented in the text, composite interval
mapping was performed with QTL Cartographer 1.16¢
iBasTen o el 2002) using model 6 with a window size of 4.00

J- D. Werner & al.

Ig is likely identical to *Indel2” found in the BUI accession
8 (LE Corrre & al. 2002), Accession Or4) was found to have
6 ' a novel 1-bp deletion in exon 2 of FRI, causing a frameshift
"'2 : ] i Tl in the coding sequence that leads to a premature stop
o Lll i']||| |||| i o oo el codon.

While we found variation at the nucleotide and amino

8 42 . q m— -
&l B 1 acid level in the remaining seven early accessions [Daf(l}-
4 g 12, Dra-0, Est, Shahdara, Van-0, Wa-1, Wil-1], none had
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Diskuse (Discussion) — diskutuje - kriticky hodnoti a porovnava vysledky s vysledky jinych

autoril a hypotéz

- ovéteni spravneho pochopeni obsahu abstraktu — uvadim citaci ve spravném kontextu?

DISCUSSION

Previous studies of natural variation in flowering time
in A. thaliana either have focused on a small number of
accessions (e.g., GAZZANI e al. 2003) or did not include
genetic analyses (e.g, STINCHCOMBE ef al. 2004). Here,
we examined variation of flowering time in a large col-

lection of singleseed descent accessions available from
stock centers. We have confirmed and extended previ-
ous observations regarding the frequency and magni-
tude of effect of two natural FRIdeletions. Furthermore,
we not only have estimated the extent of variation likely
to be due to genetic loci other than FRY, but also have
carried out initial genetic and molecular analyses of
accessions that have interesting flowering phenotypes
with respect to their genotype at FRL
With the identification of the Or-0 friallele, there are
now at least 10 different mutations known to disrupt
the FRI coding region (JoHANSON et al. 2000; L CoRRE
)2 ; GAZZANI éf ¢ ). At least 84 of the 145
15 that we surveved carry F of-function
alleles, with the Col and Ler deletions being, by far, the
most prevalent. At a minimum, the prese or absence
of natural fiW alleles are responsible for of the varia-

tion in long-day flowering time seen in our experiment.
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Seznam literatury (References) — uplny vypis citovanych praci
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Vyznam (shrnuti):
- dle nadpisu vyhledavam
- dle abstraktu se rozhoduji, zda ¢lanek objednam
- na zaklad¢ rychlého Cteni (obrazky a tabulky s prislusnymi popiskami) se rozhoduji, zda-li
ma pro mne clanek néjaky vyznam a zda budu Cist dal
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Prehledné referaty — reviews (pichled literatury)

- podava prehled o souCasném stavu problému na zaklad¢ jiz publikovanych ¢lanku - shrnujici
review

nebo

- informuje o hlavnich oblastech pokroku, ukazuje budouci smér vyzkumu, vyty€uje noveé
hypotézy

- idedlni piehled literatury skloubi oba typy dohromady

- existuji jesté dalsi typy prehlednych referath a takeé tzv. minireview
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rehledné referaty — reviews (prehled literatury)

- ¢leni se na: Uvod (Introduction), vlastni text ¢lenény na kapitoly

Z4vér a nastinéni budoucnosti; soucasti muze byt 1 abstrakt

Severe acute respiratory syndrome (SARS)—paradigm
of an emerging viral infection™

A. Berger®*, Ch. Drosten®, H.W. Doerr®, M. Stiirmer®, W. Preiser®

Yich-Street 40, D-60596 Frankfur! a. M., Germg

icine, Hamburg, (ermany

Accepted 9 March 2003

Abstract

An acute and often severe respiratory illness emerged in southern China in late 2002 and rapidly spread to different areas of the Far East
as well as several countries around the globe. When the outbreak of this apparently novel infectious disease termed severe acute respiratory
syndrome (SARS) came to an end in July 2003, it had eaused over 8000 probable cases worldwide and more than 700 deaths.

Starting in March 2003, the World Health Organization (WHO) organised an unprecedented international effort by leading laboratories
working together to find the causative it. Little more than one week later, three research groups from this WHO-coordinated natwork
simultaneously found evidence of a hitherto unknown coronavirus in SARS patients, using different approaches. After Koch®s postulates had
bezn fulfilled, WHO officially declared on 16 April 2003 that this virus never before seen in humans is the cause of SARS.

Ever since, progress around SARS-associated coronavirus (SARS-CoV ) has been swift. Within weeks of the first isolate being obtained., its
complete genome was saquenced. Diagnostic tests based on the datection of SARS-CoV RNA were developed and made available freely and
widely: nevertheless the SARS case definition still remains based on clinical and epidemiclogical eriteria. The agent’s environmental stability,
methods suitable for inactivation and disinfection, and potential antiviral compounds have been studied. and development of vaccines and
immunotherapeutics is ongoing,

Despite its grave consequences in humanitarian, political and economic termms, S ARS may serve as an example ofhow much can be achieved
through a well-coordinated international approach, combining the latest technological advances of molecular virology with more “traditional ™
techniques carried out to an excellent standard.
© 2003 Elsevier B.V. All rights reserved.

% Sewere acute mespiratory syndrome (SARS); Coronavirs; SARS-associated coronavirus { SARS-CoV); Laboratory diagnosis; Transmission:
nfection: Epidemiology: Antiviral treatment; World Health Organization (WHO)

1. Introduction enormous scales, and when the disease’s ability to spread

——— to distant areas within a very short period of time became
obvious (World Health Organization, 2003d). A definition
was developed for suspected and probable SARS cases,

Severe acute respiratory syndrome (SARS) is the latest
in a series of emerging infectious diseases, and certainly
acute and often

one of the most widely publicised. This based on clinical and epidemiological eriteria: it has since

2. Search for the causative agent

On 17 March 2003, the WHO set up a worldwide network
of virological laboratories investigating SARS cases (Warld
Health Organization, 2003a). The investigations conducted
by the members of these networks were coordinated by
WHO's Department of Communicable Disease Surveillance
and Response (CSR) through normally daily telephone con-
ferences and a password-protected internet website. Thus
results and planned further studies were communicated
and views and comments exchanged almost in “real-time”
which made possible the rapid progress in elucidating the
i sent. In its final form, this network compri
13 participating laboratories from ten countries (Waorld
Health Organization Multicentre Collaborative Network for
vere Acute Respiratory Syndrome Diagnosis, 2003).
ations had soon ruled out a novel influenza virus

ed

aetiolog

Investig
strain. possibly of avian origin, as the cause of SARS,
and then focussed on members of the Paramyxoviridee
family. including human metapneumovirus (hMPV), and
Chlamydic-like organisms, including Chlamydia prewmo-
nige. However, further investigations did not confirm these
findin
SARS patients but not in all (WHO multicentre collabora-
tive networks for severe acute respiratory syndrome (SARS)
diagnosis, 2003). Almost nobody knew at that stage that
virologists in Beijing had already discovered a new virus in
samples from some of the earliest SARS patients. However,
the official line in China at the time was that the nowvel

s; the said agents were indeed found in a number of

Z4ver (Shrnuti), prip.

underwent seroconversion against [his coronavirus, Using
cells infected with patient isolates as antigen for indirect
immunoflucrescent antibody tests (Drosten et al. 2003a:
Ksiazek et al., 2003; F

present or past infection with this agent could be detected in

1. Furthermore, no evidence of

limited surveys of healthy contral individuals not suffering
from SARS (Ksiazek et al., 2003). This strengthened the
case for the novel coronavirus being the cause of SARS,
but only after it had been shown to cause a similar ill-
ness in arificially infected macaques could it be regarded
as fulfilling all four of Koch's postulates (Fouchier et al.
2003; World Health Organisation Multicentre Collaborative
Networks for Severe Acute Respiratory Syndrome Diagno-
sis, 2003). On April 16, 2003, less than a month after the
laboratory network had been brought into existence, WHO

officially announced that a new coronavirus, never before
seen in humans or animals and now provisionally termed
SARS-associated coronavirus (abbreviated as SARS-CoV),
was the cause of SARS (Kuiken et al., 2003).

3. Virology
—

Coronaviruses are large, enveloped, positive-stranded
RNA viruses with a diameter of 60-220nm. Most but not
all viral particles display the characteristic appearance of

surface projections, giving rise to the virus family’s name
{corona, Latin, = crown). They have the largest genomes of
all RNA viruses. Bas y
that involves the formation of “nested” mRNA molecules

d on their unique transcription stre

Fig. 1. Serocomversion during the course of SARS demonstmted by [FA using SARS-CoV-infected Vero cells. Serum samples from wife of Frankfurt index
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Prehledné referaty — reviews (pichled literatury)

- ¢leni se na: Uvod (Introduction), vlastni text ¢lenény na kapitoly, Zavér (Shrnuti), ptip.
Z4vér a nastinéni budoucnosti; soucasti muze byt 1 abstrakt

8. Antiviral treatment
9, Conclusions and outlook

MNo specific treatment recommendations can be made

i the The rapi ] in identifvin he causatiy ent of
25 : ] a collaborative effort—rather than a

A, Berge

efully this app
imode] for future i

: o ¢ ime health
and thoro 2t tra d Hea oanization, or health
200 7 ? 5
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