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Ticks and tick-borne diseases are severe burdens for healthcare systems and for
animal husbandry amounting to billions of dollars in economic losses worldwide.  Comparison of secondary chemical shifts for full- ~ C22-D31 region in the TSLPI AF2 model (left) and

Due to climate change, ticks’ habitats are expanding, which makes the need for length TSLPI and the cyclic epitope. overlay of 20 lowest-energy NMR structures of the
, ’ , ’ _ cyclic epitope (right). D-Pro-Gly turn is shown in orange.
novel ways of tick control as pressing as never before. One of the desirable
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Results experiments with naive rabbits (control), immunized with the parent TSLPI and tetrameric-cyclic
C22-D31 TSLPI epitope (KLH-epitope) challenged with l.ricinus ticks. The level of antibodies in rabbit

sera (A), tick weight (B) and egg hatching percentage (C).
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