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Abstract
In order to alleviate the impact of healthcare spending on the the “last mile” of
medicine, we built a system to predict a user’s illness simply based on a description of their symptoms. Electronic medical records and clinician notes are difficult
to access and so we explore online medical data bases as data sources. From the
data on the Freebase, Mayo Clinic, and Wikipeida data bases, we trained a Naive
Bayes, Logistic Regression, Random Trees, and Cosine Similarity Model Many of
the techniques we employed were aimed at eliminating over-fitting and improving
generalization.
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Introduction

According to recent OECD estimates, healthcare expenditures for developed countries account for
10% to 20% of their national economies. In order to alleviate the impact of healthcare spending
on the the “last mile” of medicine, we built a system to predict a user’s illness simply based on a
description of their symptoms. Originally we’d hoped to develop a classification system on top of
electronic medical records, clinician notes, and the ICD-10 disease classification system. We were
unable to find publicly available EMRs so instead we created Doctor Bayes, an illness classification
system whose education comes only from reading about medicine on the web.
There are many interactive disease classification applications available but we wanted to see how
well we could classify diseases solely based on plain text collected from the web and generated by
a user. The input to our algorithm is raw, unprocessed, plain text, like the text that you are reading
now. This text would be generated by a user. The output is the name of a disease, in text form,
selected from a list of diseases known by and supplied to the algorithm. We implemented many
algorithms to transform the input to an output, of which a Naive Bayes model was most effective.
This is a supervised learning task because we know the disease each document is describing. Below
are some example inputs and outputs. The model outputs the top five most likely disease with their
probabilities.
Q >> Redness, itchiness and difficulty opening eyes in the morning.
A >> 1, Conjunctivitis (Pink Eye), 6.6e-08, Glaucoma, 7.7e-10, Dermatitis, 1.6e10, Blepharitis , 8.3e-11 Sleepwalking.
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Related Work

In the work most related to ours, researchers from 3M built an automated tagging scheme, which
takes clinician notes and predicts a standardized disease code [15]. For their testing and training, they
were able to use Electronic Health Records (EHRs) and found that regularized logistic regression
could give them a 56% accuracy. While we originally wanted to pursue a similar task with labeled
EHRs, we were unable to find any publicly available datasets of medical records or clinician notes
(the 3M researchers used data from 3M’s proprietary database). Thus, we had to find and create our
own datasets. Our work on this is specified in our section on Data. An interesting differentiation is
that our mismatch of datasets puts a much larger emphasis on our system’s ability to generalize.
There is a long history of machine learning being applied to medical classification. Most major
reviews for medical classification provide a wide overview of different learning methods [8][12][4].
These reviews suggest that these methods to diagnostics across all of medicine. However, almost
all their examples only to binary classification of a single disease. That is, oncologists build cancer
detectors, cardiologists build heart disease detectors[14], and so on. Our system is different in that
it is a general diagnostics system, relevant to first-pass classification of any illness (as long as it’s
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our automated catalog). Similar sentiment can be found in modern overviews of learning methods
in medicine.
As our classification methods focus on using plain text analysis to predict diseases, we also reviewed
modern methods in text classification. Of specific interest was work on Baysian pragmatic reasoning, where a speaker model is used to help shape the probabilities of hearing certain utterances [5].
The key concept of that work is that, if three things can be described as ”cold” but two of them are
”cold and wet”, then a speaker saying ”cold” is more likely to be referring to the not wet one. If
we treat our document counts as a model of speech, then cosine similarity (which performs normalization across every feature vector in the training set) can be seen as performing the same desired
effect. This method performed very well on our dataset.
One of our primary and most successful methods for classification came from using multinomial
Naive Bayes, which have a long history of success when used with other methods like tf-idf [7].
Other papers in the field have suggested the use of priors to help over-fitting [13]; we implemented
a set of priors for all our classes and found it was actually detrimental to our results.
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Data

Our data consists of free text we collected from Mayo Clinic, Freebase and Wikipedia. With the
known structure of the Mayo Clinic and Freebase databases, we were able to extract both a list
of symptoms and a description for each disease from the two sources. We unified our data by
exploiting Freebase’s list of available aliases for each disease. After unifying our sources, there
are 486 different possible disease classes. For each class we have 5 examples, two from Freebase
(descriptions and symptoms), two from Mayo Clinic (descriptions and symptoms), and one from
Wikipedia bring us to a total of 2430 examples. We use the Wikipedia examples as a test set and
the other examples as a training set. The reason we do this instead of cross validation is because
we cannot split any of the data sets, because each example set contains only one example of each
disease. Therefore, any testing scheme is going to pit one example set against the others in terms of
testing and training. We chose Wikipedia as the testing set due to its more free form nature which
would better reflect informal human writing. In order to avoid giving away the correct label to our
learning algorithm, we remove all instances of the disease name from the Wikipedia articles. We
also created a set of 80 handwritten testing examples which model what a human might input into
the system; these handwritten examples consistent our best example of real user input.
3.1

Priors

We could not find a cumulative list of occurrences for all diseases so we decided a way to gauge
the likelihood of a disease would be the number of results in a Google search (ex: ”Alzheimer’s”
of results for diseases
Medical). Each prior was calculated as Number
. Generating priors in this manner
Total number of results
turned out to be a failure and actually decreased our results in both the top 1 prediction and top 5
prediction.
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Feature Extraction

We extract features from plain text data sources by building a document-term matrix. Each row
represents a document (a disease article), each column represents a term (a word), and each element
represents the number of times the term (column) appears inside the document/disease article (row).
User queries are vectorized the same way we generate a row for the document-term matrix. Terms
in user queries which were not present in any of the documents are discarded. All of our feature
engineering is aimed at reducing the feature space because we identified this problem as having
high variance (prone to overfitting) for most of our learning algorithms due to the training error
being much higher than test error. We implemented five techniques: Tf-idf weighting, Stemming,
Stop words removal, Document frequency based removal, and Non-alphabetical removal.
Tf-idf is a weighting scheme for word counts in the document-term matrix. Term frequencies are
weighed according to:
(
tfw =

1 + log(countw ) if countw > 0
0 otherwise

Where tfw is the new term frequency for element w and countw is the observed term frequency
from each document for element w (note this is element wise). The inverse document frequency
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weighting is give by:
idfw = log(N/(1 + Nw ))

Where idfw is the idf weight of element w, N is the number of documents, and Nw is the number
of documents containing the term corresponding to the column of element w.
For each document, the raw count of each feature/term is passed through the term frequency weighting function, then multiplied by the inverse document frequency weighting. Tf-idf weighting has
two big effects: words which are common to many documents have a very low weight and are essentially eliminated if they are too common because the weighting is so low (reducing our feature
space), and a disease with a single word appearing many times in its articles is not tied so closely to
that word.
Stop words are a human made list of word that carry no information, which are removed from the
documents. Document frequency based removal refers to removing words that are in more than 90%
of documents. Non-alphabetical removal refers to removing words that do not contain alphabetical
characters. The idea behind these techniques is that the words they remove are not predictive of
which disease a user might have because they are words that do not mean anything they only contribute to statistical noise. With these techniques we reduced our number of features from 11067 to
10740.
Stemming is a process that reduces a word to a more basic form. For example, the words ’reduces’,
’reduced’, ’reducing’, and ’reduce’ map to ’reduc’ after stemming. Stemming tries to capture the
meaning of a word but discards its grammatical form. By applying stemming we reduce our number
of terms from 10740 to 7577 (with all other techniques applied).
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Methods

We implemented several learning algorithms for this problem: Multinomial Naive Bayes, Logistic
Regression, Cosine Similarity, and RandomTrees. The implementations of these algorithms are
described below. We also implemented an SVM, Bayesian Network, Gradient Boosted Trees, and
Artificial Neural Network, but these algorithms were implemented for the CS 221 portion of this
project and are not described in this paper.

5.1

Naive Bayes

Naive Bayes algorithms are a set of supervised learning algorithms based on applying Bayes’ theorem with the naive assumption of independence between every pair of features. Bayes theorem gives
us:
p(y|x) =

p(y)p(x|y)
p(x)

Where y is the class label we predict and x is a feature vector we want to classify. Since we want to
predict the class label with the highest probability given our feature vector, we have:
y = arg max p(y|x) = arg max
y

p(y)p(x|y)

y

p(x)

= arg max p(y)p(x|y)
y

The Naive Bayes assumption that the probability of a word appearing in a document is conditionally
independent of any other words appearing in the document gives us:
y = arg max p(y)p(x|y) = arg max p(y)
y

y

n
Y

p(xi |y)

i=1

where xi is the value of the ith feature in x, which in our case is the occurrence of a given word in
the document. We compute the likelihood of each disease and rank them based on their probability.
We implemented the Multinomial version of Naive Bayes which models p(x|y) as a multinomial
distribution. The distribution is parametrized by the vectors θy = {θ1 , ..., θn }, where n is the number
of words in our dictionary and y represents a disease. θyi represents the probability of word i
occurring in a description for a given disease. By maximum likelihood, we estimate our parameters
N +α
as θˆyi = Nyyi+αn , where Nyi is the number of times feature i appears in descriptions of disease y in
the training set and Ny is the total number of all words that occur in the descriptions of diseases y. α
is a smoothing parameter and was empirically chosen to be one. The priors, p(y), were not learned
from the data set in our case, but rather were supplied as described in the ”Priors” section, or were
assumed to be uniform.
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5.2

Logistic Regression

To use Logistic Regression in a multiclass classification problem we used a one versus rest scheme.
Let C be the number of classes in the classification problem. Under this scheme, we train C Logistic
Regression models, one for each class, each of which provides a probability that the input vector
belongs to its class. We can order classes by probability from most likely to least likely and choose
the most likely for prediction.
1
Each Logistic Regression model is trained with ”l2” regularization where λ = 10
. λ was chosen
empirically. The mathematics behind each of the models is derived below.
Each model learns a parameter vector θ with the same length as the input vector. The probability
each model predicts is given by:
1
hθ (x) = g(θT x) =
1 + exp(−θT x)
Where x is the input feature vector. To find the value of θ we maximize likelihood of the data:
`(θ) =

m
Y

p(y

(i)

|x

(i)

; θ) =

i=1

m
Y

y (i)

(hθ (x))

1−y (i)

(1 − hθ (x))

=

i=1

m
X

y

(i)

log(hθ (x)) + (1 − y

(i)

)log(1 − hθ (x))

i=1

Applying regularization:
`(θ) = −

m
X
λ T
(i)
(i)
θ θ+
y log(hθ (x)) + (1 − y )log(1 − hθ (x))
2
i=1

Now we derive the stochastic gradient ascent rule to find the maximum likelihood..
d
dθj

`(θ) = (y

= (y

1
g(θ T x)
1
g(θ T x)

− (1 − y)
− (1 − y)

1
d
T
)
g(θ x) − λθj
1 − g(θ T x) dθj
1

T

1 − g(θ T x)

T

T

)g(θ x)(1 − g(θ x))

d
dθj

T

θ x − λθj

T

= (y(1 − g(θ x)) − (1 − y)g(θ x))xj − λθj = (y − hθ (x))xj − λθj

This gives us the stochastic gradient ascent rule:
θj := θj + α(y

5.3

(i)

− hθ (x

(i)

(i)

))xj

− αλθ

Cosine Similarity

Cosine Similarity can be thought of as a nearest neighbors method. Cosine Similarity stores the
document term matrix. Then, when the user enters a query, that query is also transformed into
a vector of word counts. To predict a disease from a query, for each document (documents and
diseases are interchangable in this model) the algorithm calculates a score for the document query
pair, given by:
d~ · ~q
scored =
~ 2 ||~q||2 )
(||d||
Where d~ is the vector representation of document d, ~q is the vector representation of the query.
This score represents the cosine of the angle between the query and the document vector. The
algorithm sorts the documents by this score and returns this list as the result, with higher score
meaning the document is a closer match to the query. The top scoring document is given by:
d~ · ~q
d = arg max
~ 2 ||~q||2 )
d (||d||
In order to avoid having multiple documents map to the same disease in the result, documents
that map to the same diseases are combined in the document-term matrix before normalizing the
document vectors. This is done by adding the document vectors element wise.
5.4

Random Trees

We used the scikit-learn implementation of random trees. We did some hyper-parameter tuning and
found results stopped improving after about 100 trees. We also found that having no fewer than four
examples in a leaf node was a good way to reduce tree depth and improve generalization. In addition,
we tried a variant of Gradient Boosted Trees that has recently been popular in Kaggle competitions
[2]. We found that the results were generally no better than the random forests we were already
using, and the long training time (on the order of hours) discouraged us from trying to parameter
tune an improved variant.
4

(a) Error on Training Set: Training on both Freebase
and Mayo Clinic data and testing on the Freebase descriptions, these are our top five accuracy results.
(b) Data Set Error Analysis: Using all of our feature
manipulations with the given training data, these are the
top five accuracy results. To provide a sense of significance of these results, Random Guessing would have
a 0.021% top one accuracy while physicians average
a 55.3% top one accuracy [9]. The best Naive Bayes
model achieves a 63% top one accuracy on the manual
test data and 67% top one accuracy for Wikipedia test
data.
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Results

As seen in figure 1b, the algorithm that yielded the overall the best results for the manual test set
was Naive Bayes. TF-IDF was the feature manipulation that dramatically increased the results for
almost all algorithms. We consider the manual test sets the best metric for success because they best
represent an input that a user of this application would input.

Figure 2: Feature Manipulations Error Analysis: Using all of our data sources with the given feature
manipulations, these are the top five accuracy results.
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CS221 Project

In general, we’d used this concept of disease classification across both our CS229 project and CS221
project. Here we provide a terse summary of the methods explored in our CS221 project. In general, our CS221 project focused on exploring relationships across our dataset and designing novel
classification methods. We implemented LSA [3], and LDA [1] to perform automated document
similarity, to automatically match articles across our datasets. Similarly, we used word2vec [10] to
train our own word embeddings on our corpus and compared those to the results from GloVe [11]
for symptom alias detection. Additionally, we implemented a Bayes Net for classification and a
5

Figure 3: Using Naive Bayes with all of our feature extraction techniques, we train the model on a
subset of the diseases and test only on diseases in that subset to produce the plot below (classes are
equivalent to diseases).
novel method for applying convolution neural networks to text classification ( by using our word
embeddings to order our feature vectors, unlike previously published work on text CNNs [16] [6] ).
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Conclusion/Thoughts for industry

There are many web applications that predict diseases, all of them using hand crafted metrics and
experts in the field to construct the model. Using only free text from the web and no field knowledge,
we were able to get results that were comparable to the 55.3% success rate seen by physicians. This
was done in two months without medical records or heavy clinical testing and we still had problems
we wanted to tackle, such as finding priors and reducing medical jargon.
Although doctors are irreplaceable, it would be beneficial to the healthcare system to have a way
to reliably get an assessment of health without human interaction. We see this application going
beyond a plain text description of symptoms, to a fully interactive system that can measure full
biometrics and gauge health in ways that a human simply can’t. We are far from the day where we
can reliably get a diagnoses and prognosis for medical conditions, but artificial intelligence will play
a key role in the improvement of medical paradigms in the years to come.
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