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Chagas disease is a chronic infection with the protozoan parasite [] e D
Trypanosoma cruzi (Trypanosomatida: Trypanosomatidae), which is b = | @ |
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Mepraia spinolai, Psammolestes arthuri, Rhodnius brethesi and Rhodnius e LomarRan e oD n .
ecuadoriensis. Among these species, R. prolixus is considered a primary >equencing of genomic DA by Hlumina,

vector of T. cruzi throughout Central and South America [Fig. 1B].
VectorBase (VB) assembly

Scaffold statistics Scaffold statistics
° Log1o scaffold count (total 16,537) Log1o scaffold count (total 1,270)
Materlal and MEthOdS Scaffold length (total 707 MB) Scaffold length (total 584 MB)
B Longest scaffold (13.4 MB) B Longest scaffold (11.4 MB)
. . N50 length (1.1 MB) "B N50 length (1.5 MB)
As first step, we extracted the DNA and sequenced one R. prolixus 90 length (43.2 KBY A — No0 length (4113 K

individual [Fig. 1C] by long (Oxford Nanopore Technologies) [Fig. 1D]
and short (lllumina) reads [Fig. 1E], assembled the long reads using
-lye 2.8.3-b1695, polished the obtained genome assembly with Racon
.5.0, and posteriorly we scaffolded and annotated it with the software
RagTag 2.1.0 and GeMoMa 1.9.0, using as reference the previous
assemblies and annotations for R. prolixus (GCA 000181055.3;
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Draft Long-Read (DLR) assembly
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Our new assembly has 1,270 scaffolds (Figs. 2A, 3B & 3F) and a N50 of GC (%) 33 94 GC (%) 33 95
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databases, respectively, which are higher than the 96.6% and 95.1% of scatfold N50 length (bp) 1,088,772 scatfold N50 length (bp) 66,963
the current R. prolixus reference, and the 98.2% and 97.7% of the T. scaffold N50 count 170 DS Ulcoun —
rubrofasciata chromosomal assembly, respectively {Ref. 5}. scaffold N90 length (bp) 43,238 scatfold N90 length (bp) 411,296
scaffold N90 count 1,250 scaffold N90 count 401
contig count 47,726 contig count 4,237
2A :
2B SuD FuM contig N50 length (bp) 35,751 contig N50 length (bp) 516,430
500-10,000 ? T. rubrofasciata 1
< - contig N50 count 4,418 contig N50 count 299
g 10,000-100,000 _-ﬁ vectorsose vy R- prolixus VB contig N90 length (bp) 5,522 contig N90 length (bp) 101,021
é 100,000-1,000,000 . .
3 | =Draft Long-Read contig N90 count 18,563 contig N90 count 1,226
Sy - Assembly (PER) R, prolixus DLR
/000, Figure 3.
: " " " " e M% VectorBase A: Visual representation {Ref_. 6} : of the R. prolixus
] % scaffolds 0 500 1000 1500 2000 2500 - GFA__000181055.3 as§embly available in VectorBasg (VB).
f\l:gggr?wsa;rison of the percentage of scaffold lengths composition between the VB (blue) and DLR (Orange) assemblies. E).ngv—f::cll aigeifglyt?)tb(t)ain ::anl'f.ise;s}tu(c)Ii/ C()IL;LI’l:) POTS CISK
B: Graphical representation of BUSCO completeness among the T. rubrofasciata, R. prolixus VectorBase (VB) reference and our C: Tabular presentation of the VB assembly statistics.
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E: Cumulative scaffold length plot of the VB assembly.
F: Cumulative scaffold length plot of our DLR assembly.

Discussion

We will complement these encouraging results by combining this
reference-based annotation with ab initio and transcriptome evidence,
and we will follow this procedure for the other triatomine species.
These genomes will allow for new research on the genomic basis for
adaptation in these vectors.
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