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TEXTO 1 
 

WHEN IS IT SAFE TO EAT SALAD AGAIN? 

For lovers of leafy greens, these are not salad days. A multistate outbreak of E. coli infections has been 

linked to bags of chopped romaine lettuce, and information from different sources about the risk has 

been confusing, making many of us scared to eat salad. 

This week, the Centers for Disease Control and Prevention reported the outbreak has grown to 53 

cases in 16 states — that’s 18 more sick people since April 13. Fortunately nobody has died, but nearly 

70 percent of those infected have been hospitalized with a nasty toxin-producing strain of E. coli, and 

several have developed kidney failure. The C.D.C. has not identified the exact source of the outbreak, but 

experts suspect that it came from the Yuma, Arizona region. As a result, the agency is advising 

consumers to avoid all bagged, chopped romaine lettuce in grocery stores and restaurants that was 

grown there. 

But here’s the catch. Bagged salad doesn’t typically list the region where it was grown and processed. 

And most of the cases so far have come from restaurants. And lots of leafy greens look alike. How do you 

even know if your bag of mixed greens contains romaine? Both the C.D.C. and Consumer Reports agree 

that if you don’t know for sure what’s in your salad, don’t eat it. But Consumer Reports thinks the 

C.D.C.’s advice is “impractical” and is now urging consumers to avoid all romaine lettuce, whether it is 

bagged or not. 

Here’s a little salad trivia for you. Most of the bagged romaine grown in North America for grocery 

stores and restaurants comes from Salinas Valley in California. But in late fall and winter, the industry 

moves to Yuma, Arizona. Given the time frame of the outbreak, it’s pretty clear that the infected romaine 

must have come from Yuma, but other than that, little is known about the source of the outbreak. It’s 

most likely from an animal (cow, deer or wild pig). It could have come from an animal defecating in a 

field or water runoff contaminated with E. coli. The good news is that this month, most of the industry’s 

bagged romaine production has shifted back to California. However, it’s likely that Yuma-sourced 

bagged romaine is still in the food supply. 

Consumers wonder when they can start eating bagged romaine again. Lettuce has a short shelf life and a 

lot of retailers have taken bagged romaine off shelves. “Hopefully with it being in one particular growing 

region and that region moving to California, it won’t be too much longer,” said Laura Gieraltowski, who 

leads the C.D.C.’s food-borne outbreak response team. That said, she urged consumers to wait for the all-

clear from the C.D.C. before eating chopped romaine. 

“It’s a fast-moving outbreak,” she said. “We’re getting reports of new illness daily from our state and 

local health departments.” 

https://www.nytimes.com/2018/04/19/us/e-coli-romaine-lettuce.html
https://www.cdc.gov/ecoli/2018/o157h7-04-18/index.html
https://www.cdc.gov/ecoli/2018/o157h7-04-18/index.html
https://www.consumerreports.org/e-coli/avoid-eating-romaine-lettuce-again-consumer-reports-says/
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Escherichia coli is in our intestines, the environment, foods and animals, but most of the time it doesn’t 

make you sick. However, this particular strain — Shiga toxin-producing E. coli 0157:H7 — is 

particularly dangerous. Symptoms appear from one to 10 days after eating and can vary, but may 

include severe stomach cramps, bloody diarrhea and vomiting. While the people affected range in age 

from 10 to 85 years, the median age is 34 — meaning the bug is making otherwise healthy, strong 

people really sick. The hospitalization rate for E. coli illness is typically around 30 percent, but this 

strain has put 67 percent of the cases in the hospital. Five people have developed hemolytic uremic 

syndrome, a type of kidney failure. Given delays in reporting, those numbers are expected to grow. 

The other concern is that unlike a recent multistate outbreak of salmonella in eggs, which resulted in a 

recall of a specific egg product, no specific grower, supplier or brand has been identified as the source of 

the romaine outbreak. 

Infections linked to the outbreak have been found in 16 states, illustrating how widely bags of romaine 

are distributed around the country. You can find a list of states where cases have been reported on the 

C.D.C. website. Most of the reported cases have come from Pennsylvania (12), Idaho (10), New Jersey 

(7), Montana (6) and Arizona (3). New York, Connecticut, Ohio and Michigan have had two cases each, 

with one case each in Alaska, California, Illinois, Louisiana, Missouri, Virginia and Washington state. 

Most people can’t reliably distinguish romaine from other forms of lettuce, Ms. Halloran said. A head of 

romaine lettuce is more oblong than the round shape typical of iceberg. “It’s the one with the pointy 

football shape,” Ms. Halloran said. “When it’s chopped up you’re not going to see that. It’s a bit crunchier 

and chewier than bibb lettuce. The outer leaves are dark green and the inner leaves are yellow so color 

isn’t going to tell you. If you’ve had Caesar salad you’ve almost certainly had romaine lettuce.” 

Fonte: Adaptado de: When is it safe to eat salad again? Disponível em: 
https://www.nytimes.com/2018/04/19/well/eat/romaine-lettuce-salad-food-poisoning-e-coli.html. Acesso em: 21 abr 2018. 
 

 

TEXTO 2 
 

‘GENE MAP FOR DEPRESSION’ SPARKS HOPES OF NEW GENERATION OF TREATMENTS 

Major depressive disorder (MDD) is a notably complex illness with a lifetime prevalence of 14%. It is 

often chronic or recurrent and is thus accompanied by considerable morbidity, excess mortality, 

substantial costs, and heightened risk of suicide. MDD is a major cause of disability worldwide. MDD is a 

brain disorder. Although this is not unexpected, some past models of MDD have had little or no place for 

heredity or biology. Our results indicate that genetics and biology are definite pieces in the puzzle of 

MDD. 

Scientists have raised hopes for more effective treatments for depression, a condition that affects over 

300 million people globally, after mapping out the genetic foundations of the mental disorder in 

unprecedented detail. In the world’s largest investigation into the impact of DNA on the mental 

https://www.cdc.gov/salmonella/braenderup-04-18/index.html
https://www.cdc.gov/ecoli/2018/o157h7-04-18/map.html
https://www.cdc.gov/ecoli/2018/o157h7-04-18/map.html
https://www.nytimes.com/2018/04/19/well/eat/romaine-lettuce-salad-food-poisoning-e-coli.html
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disorder, more than 200 researchers identified 44 gene variants that raise the risk of depression. Of 

those, 30 have never been connected to the condition before. By tripling the number of gene regions 

linked to depression, scientists now hope to understand more about why the disorder strikes some but 

not others, even when they have similar life experiences. The work could also help in the search for 

drugs to treat the condition which affects as many as one in four people over a lifetime.  

“If you have a lower genetic burden of depression, perhaps you are more resistant to the stresses we all 

experience in life,” said Cathryn Lewis, professor of statistical genetics and a senior author on the study 

at King’s College London. Previous work with twins suggests that genetics explains about 40% of 

depression, with the rest being driven by other biological factors and life experiences. If people are 

ranked according to the number of genetic risk factors for depression they carry, those in the top 10% 

are two-and-a-half times more likely to experience depression than those in the bottom 10%, Lewis 

said. While the scientists found 44 gene variants linked to depression, these are only a small fraction of 

the total, because many more will have had too small an effect to be discovered in the latest study. “We 

know that thousands of genes are involved in depression with each having a very modest effect on a 

person’s risk,” said Lewis. “There is certainly no single gene for depression.” 

Clinical depression is a debilitating condition the causes of which are still largely unknown. According to 

the World Health Organization, it is the leading cause of disability globally, costing the global economy 

as much as $1tn annually with no country on the planet immune. Sufferers can experience a range of 

“losses” – of appetite, mood, sleep, concentration, love, joy, enthusiasm, energy and serenity. As many as 

3% of people with major depressive disorder attempt suicide.   

But there are few new treatments in the pipeline, as big pharmaceuticals companies have largely 

withdrawn from expensive research into the next generation of anti-depressants. In the study, the 

researchers pooled seven separate datasets from the UK, the US, Iceland and Denmark, to glean genetic 

information on 135,000 people who reported having depression, and 345,000 mentally healthy 

individuals. The scientists then compared DNA across the groups to find gene variants that were more 

common in those with depression. 

The work, published in Nature Genetics, revealed a substantial overlap in the genetics that underpins 

depression and other mental disorders such as anxiety, schizophrenia and bipolar disorder, but also 

body mass index, where DNA that predisposes people to obesity also raises the risk of depression. As 

expected, many of the genes reported in the study have a role in how neurons grow, operate and send 

signals around the brain, where two regions known as the prefrontal cortex and the anterior cingulate 

cortex are the most important for depression. Gerome Breen, a co-author on the paper, said that some of 

the gene variants they found are linked to neurotransmitters such as serotonin, which existing 

antidepressants work on. But other gene variants point to new biological mechanisms that the next 

generation of drugs might target. “What we’ve had in recent decades is a shortage of new mechanisms 

that underlie depression and psychiatric disorders,” he said. “The hope is that in new data we identify 

https://www.theguardian.com/society/2017/mar/31/depression-is-leading-cause-of-disability-worldwide-says-who-study
http://nature.com/articles/doi:10.1038/s41588-018-0090-3
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New processes that can be targeted by newly developed types of drugs, which have different 

mechanisms of action to existing medications.” 

It will take more research to confirm that the gene variants found in the study are really linked to 

depression. Many of the participants involved in the research self-reported depression, which is far less 

reliable than a clinical diagnosis. This means that some of the gene variants the scientists link to 

depression could turn out not to be involved in the disorder. 

Jonathan Flint, who studies the genetics of depression at the University of California in Los Angeles said: 

“Our current treatments for depression are relatively ineffective – roughly speaking, only about half of 

patients improve – so we really need better therapies. To discover new treatments and to deliver the 

ones we have more effectively, we need a better understanding of what causes depression. Finding 

genetic risk variants is a way to do just that – the risk variants point to genes that are involved in the 

disease, and thus provide clues to how depression arises.” 

Fonte: Adaptado de Ian Sample. 'Gene map for depression' sparks hopes of new generation of treatments.  
Disponível em: https://www.theguardian.com/science/2018/apr/26/gene-map-for-depression-sparks-hopes-of-new-
generation-of-treatments; https://www.biorxiv.org/content/early/2017/07/24/167577.  Acesso em: 26 abr 2018 
 
 

QUESTÕES 

As questões de 1 a 5 referem-se ao TEXTO 1: 

1) O artigo visa 

(A) alertar a população sobre o risco do consumo da alface romana. 

(B) criticar as ações do Centro de Controle de Doenças. 

(C) comunicar a proibição do consumo da alface romana. 

(D) apontar soluções para o surto de E. coli. 

2) Como as sugestões do Centers for Disease Control - CDC e do Consumer Reports sobre o 

consumo de saladas divergem? 

3) Sobre a origem da infecção, o texto informa que 

(A) a procedência da alface infectada certamente é de Salinas Valley, California. 

(B) a contaminação provavelmente ocorreu por meio de um animal. 

(C) a empresa fornecedora da alface ensacada tem sua sede em Yuma, Arizona. 

(D) a alface produzida em Yuma foi totalmente retirada da rede de suprimentos.  

4) Analise as seguintes informações: 

I. As informações sobre os riscos de infecção têm diminuído o medo da população. 

II. Laura Gieraltowski acredita que, em breve, será possível consumir a alface romana ensacada  

novamente.  

III. O formato da alface romana ajuda o consumidor a identificá-la facilmente em saladas. 

IV. O número de estados atingidos pela infecção demonstra uma ampla distribuição da alface. 

V. Assim como aconteceu com o surto de salmonela, ninguém foi responsabilizado pelo surto de E. coli 

causado pela alface romana. 

https://www.theguardian.com/science/2018/apr/26/gene-map-for-depression-sparks-hopes-of-new-generation-of-treatments
https://www.theguardian.com/science/2018/apr/26/gene-map-for-depression-sparks-hopes-of-new-generation-of-treatments
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São VERDADEIRAS: 

(A) todas. 

(B) apenas I, III e IV. 

(C) apenas III e V.  

(D) apenas II e IV. 

5) Por que a estirpe de E. coli destacada no artigo é mais preocupante do que as demais? 

As questões de 6 a 10 referem-se ao TEXTO 2: 

6) Analise as seguintes afirmativas sobre o ‘mapa genético da depressão’ 

I. Ele possibilita a cura para as novas gerações. 

II. Ele consiste numa pesquisa sobre os fundamentos genéticos dos distúrbios mentais. 

III. Ele explica melhor como a depressão ‘escolhe’ seus pacientes. 

É/São VERDADEIRA(S): 

(A) apenas I. 

(B) apenas I e II.  

(C) apenas II e III. 

(D) todas. 

7) Sobre as investigações dos impactos do DNA na depressão, é CORRETO afirmar que 

(A) a genética tem sido considerada desde o princípio. 

(B) uma baixa carga genética de depressão pode indicar maior resistência ao estresse. 

(C) o mapeamento genético considerou o triplo de indivíduos investigados. 

(D) estudos recentes com gêmeos atribuem 40% dos diagnósticos de depressão a causas genéticas. 

8) Como foi realizada a pesquisa pelas empresas farmacêuticas e quais os resultados obtidos?  

9) De acordo com Gerome Breen e Jonathan Flint, como as descobertas da pesquisa poderão 

influenciar o tratamento da depressão? 

 

10) É CORRETO o que se afirma em: 

(A) “30”, destacado no 2º parágrafo, refere-se a variantes genéticas. 

(B) “which”, destacado no 2º parágrafo, refere-se a medicamentos. 

(C) “but”, destacado no 5º parágrafo, pode ser substituído por “though” sem prejuízo de significado     

         ao parágrafo. 

(D) “thus”, destacado no 8° parágrafo, pode ser substituído por “whereas” sem prejuízo de significado              

ao parágrafo. 
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