
 

Tokenization Algorithms

Conclusion

Token Length Distribution
Transformers rely heavily on a  self-attention mechanism,
which allows the model to weigh the importance of different
words in a sentence relative to each other.
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starts with a large base vocabulary of possible subwords 

repeatedly removes the least impactful subwords 

desired vocabulary size is achieved

saves probabilities of each token and its possible tokenizations

UNDERSTANDING PROTEIN 
LANGUAGE MODELS 

input:�"alper",�"alpest"
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BPE

split to single-character tokens

combine the most frequent pairs in one token

continue till the necessary vocab size is reached

Unigram

input : "Ilya is supercalifragilisticexpialidocious”

WordPiece

split into words, then split non-vocabulary words into subwords

'Ilya',�'is',�'supercalifragilisticexpialidocious'

'Ilya',�'is',�'super',�'cali',�'fra',�'gil',�'istic',�'ex',
'pia',�'lido',�'cious'

Tokenization project

Attention and Transformers

Tokenization is a process, where text is broken down into
smaller units, called tokens. These tokens can be words or
characters. Tokenization allows the model to more effectively
identify patterns and dependencies in the data, which is
important for accurate prediction and language understanding.
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BPE vs Character tokenizer
prediction of protein stability 

 

Byte Pair Encoding (BPE) performs not as good as character
tokeniser in predicting protein stability. We assume that this
is due to insufficient training of the model. It is also possible
that the problem lies in the size of the model.

Datasets

We utilized the UniProt-SwissProt, UniRef, and TAPE
datasets, which provide meticulously annotated protein
sequences and functional data. Our analysis focused on
fluorescence and protein stability data.
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