Assembly and annotation of Trypanosoma congolense V==
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The kinetoplast: a complex mtDNA system
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The aim of this study
is to compare
structure and gene
content of the
kinetoplast DNA
(kDNA)  of T.
congolense (Tc, strain
IL3000) and T. brucei
(Tb, strain EATRO
1125%). Tc maxicircles
and minicircles are
being assembled from
lllumina reads using
the KOMICS pipeline2.
Short and long
transcriptomes  are
analysed using
lllumina and PacBio
sequencing and
bespoke
bioinformatics tools.
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Comparison of 7. brucei and T. congolense gRNA gene cassettes
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As(v1)

T T T T Tb T
A6v2  129(0)

COX3  227(0) 9B(0) 547(0) 559(0) 41(0) 35(0)
3 50(0) 24(0) 145(0) 146(0) 10(0) 7(0)
Ra 79000  NA 328(0)  NA 45(0) NA
cve 60) 40 340 300 00 00
MURFZ  1(0) 1(0) 260 250) 40 100
ND3 34(1) 31(0) 2108) 19%(0) 13(0) 290
ND7  190(0) 107(1) 551(0) 558(4) 87(0) 75(0)
NDB(vI)  86(2) 35(2) 261 (12) 251 24) 46(0) 37(0)
NDB.v2  B6(1)  NA 260(2) NA 47(0) N
80(0) 52(0) 21(0) 26(0)
62(0) 21(0) 28(0) 34(0)

129(0) 68 (1) 443(0) 458 (8)

NA 444(0) A

28(0) 30(0)
8(0) N

ND9. 346 (0) 322 (0)
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3 5

total  1159.(5) 441(4)  (24)  (36) 398(0) 274(0)

Each gRNA has a unique 5' “anchor” region of 6-10 nt length that binds via Watson-Crick base-pairing to pre-
and partially edited mRNA transcripts. The central “guiding” region of each gRNA directs U-
insertion/deletion editing of the mRNA using both Watson-Crick and GU wobble base-pairing.
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