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The original version of the article unfortunately contained a
mistake. The published sequence of the species-specific for-
ward primer for Dictyocaulus viviparus is incomplete. The
last 5 nucleotides are missing from the 3′ terminus of the
primer.

Accordingly, the sentence BThese included three
species-specific forward primers for D. viviparus (5′-
GCTAATGTTCTTAATCGT-3′) located 191 bases up-
stream of the 3′ end of the ITS2 region, D. eckerti (5′-
CTATATGGAAATGATGATTACCGT-3′) located 351 bases
upstream of the 3′ end of the ITS2 of D. eckerti and
291 bases upstream of 3′ end of the ITS2 of D. sp.
from red deer and moose, and finally, D. capreolus
(5′-CGAGATACATGTCATATCGA-3′) located 30 bases up-
stream of the 3′ end of the ITS2, as well as one reverse primer

(5′-CACAGTACTTGTTTGCTATCG-3′) located approxi-
mately 363 bases downstream of the 5′ end of the 28S
rRNA gene, which was common for all lungworm species
examined^ should be corrected as follows:

Corrected Sentence
These included three species-specific forward primers for

D. viviparus (5′-GCTAATGTTCTTAATCGTTGATC-3′) lo-
cated 191 bases upstream of the 3′ end of the ITS2 region,
D. eckerti (5′-CTATATGGAAATGATGATTACCGT-3′) lo-
cated 351 bases upstream of the 3′ end of the ITS2 of
D. eckerti and 291 bases upstream of 3′ end of the
ITS2 of D. sp. from red deer and moose, and finally,
D. capreolus (5′-CGAGATACATGTCATATCGA-3′) located
30 bases upstream of the 3′ end of the ITS2, as well as one
reverse primer (5′-CACAGTACTTGTTTGCTATCG-3′) lo-
cated approximately 363 bases downstream of the 5′ end of
the 28S rRNA gene, which was common for all lungworm
species examined.
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