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Fig S1: Sequence comparison of hEN4 with its paralogs hENT1, 2 and 3. A) hENT4 and
hENT3 sequence comparison: Identity - 20.175, Similarity - 165. B) hENT1 and hENT4 sequence
comparison: Identity - 19.37, Similarity - 148. C) hENT2 and hENT4 sequence comparison: ldentity
- 20.035, Similarity - 146. The sequences were obtained and aligned using Uniprot server.



