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Comparison of:

(R) ./wwwtap/.31224.1.9eq PY element 30 bp

(B) ./wwwtmp/.31224.2.9eq T_brucei T.brucei 3'UTR 657 bp

using matrix file: DMA (5/-4), gap-open/ext: -14/-4 E(limit) 0.08

70.8% idenmtity in 24 nt overlep (7-30:459-482); score: 57 E(10000):
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PY  CCCCCTCCCCTTCCCTTCTCCCCC

33 3333 %3 3333 333 %3 33
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Supplementary Figure 3.
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A. Structure prediction of the 3’ UTR from Hsp83 of Trypanosoma brucei. The prediction
was performed with the UNAfold V3.4-1 using Mfold utilities. The highly defined arm (red

nucleotides) is enlarged.

B. A PPT with partial homology to the Leishmania regulatory sequence is shown.



