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Tandemly repeated DNA sequences are found in the genome of higher eukaryotes, and have
also been demonstrated in Trypanosoma cruzi. Repeated DNA sequences are potentially useful
for the diagnostic detection of T. cruzi (A. Gonzales et al., 1984, Proc. Natl. Acad. Sci. USA, 81:
3356-3360).

We have isolated two clones from a genomic library of T. cruzi (Y strain) that contain, in one
clone a family of at least seven copies of a repetitive sequence of approximately 600 base pairs,
and in the other an independent copy of the same sequence. One copy of the repetition {HSP) and
the independent clone (HCR) were sequenced by the Sanger procedure (Fig.). This sequence
nybridized to four strains of T. cruzi tested and did not hybridize to eleven species of trypano-
somatids from five different Genera, being a good candidate for diagnostic assays.

GenBank accession numbers: HSP #M31919, HCR # 31920,
Key words: Trypanosoma cruzi — DNA sequence — repetitive DNA

el
H5# 1 AGGCCTTETTAGECGGARCGGCAGCGTCAGRCATGTTTTGCaTTCTTRAATTACCTTTCGTGCACTCTCAGCAGGATC FTCAL CAARC ACRARGALRACACACAGSGARAGGGGLAGGAGHRG
Stu 1
H5FP CAGTHRGCGLOCACACGLAGAGRAAT aCACCHARALARCALGGTAGARGAR TGGCACRARGSGCAGAC cACACAARCACACC TTCAGTTACTCTATAGTGCTTTICA. .. .CR. .G. .. ... C
R Pl f f
HCR 1 GTLGRACCAGCCARAARARRARAARHARAARAGCACCETCAARCCTTT ., CARRARCATAGTCATAAC

Pst 1
HSP A.CETLGCRARTGCcACACAL . GRABANGOG T THCTRCAGCL . CAGCAC TGRGATLGAGRARCARARRACA . FACARANATAARRACAARAARC ARAA . GTTCT . ATAATG . BRARACGG . . ATGLC
N N N N N N RN AN R N R R R A R R R R R R R R R A R R R R R N P4 EY TN REIRTE N
HCR RCCGTCOCGHARTOTHCACACBORARGARGLGL TGL TGCAGCCNCRAGCAC TELHGR TGAGHARCARARACAC RACARARATAAARACARR . ACRARARGT TCTGGTARTGGRAAARACGGGEC ATGL

MSP ﬂ TEETETE[H[EEETEHEEHGTTEHITHTCETTﬂTETﬂEEﬂEETEEEEEHCEtHEHTEEHTE CGA. EHHEE:EHEE TTEHHEgHHHHTﬂﬂﬂTEEETHETTETTETTEEE EEEETTET
AR e A N A N A R N N R RN E R R R R R NN N A N R A A R R A
HCR EHETEETETEEHEEEETEHEEHETTEH TATLGTTATCTACCAGGTGCGCCAAG . HEHTGEHTEHEEHEEHHEE HEGETTEHHEEﬂﬂHﬂTHHHTEEETHETTETTETTEEEHEE ETTLT

Pst |
HSP TCACgBCTTTCTTGGTGRCCTTCTTTBCGCATEGCTTCTTGGLCACYCTTATT . ARCAGCTTTCTTOgL YTGLTRCAGGCTTCYTCTTIGGGGCGGCCCTCTTICTTCGCAGCRGCTTC TTCRCGLG
I R - O I R I N A A A A A E N A T R R R R AR R R N A R R N R A N R
MCR TCAC . 6CTTYLTTG . TA.CCTTLTTITGCGC . TRCTTCTT . GCACTCTTATYCARCAG . TTTCTTG.CTGCTGCRG.CTTCTTCTYIGEG . CS . CCCTCTTETTCGCAGCRAGC TTCYTCRALG . C

Stu ]
HSP TGTTICTTAGLgGTCTTETTGGCRGCRGL TTCTTAGCCGE . TGCCTTLTTCOGGLGAGGLCT
SRR N AN R N A A N A S R AR R N

HCR TGTTTCTTAGCAGTCTTCTTOGLGOCRGLETTCTTAGCLGLGTGLCTTCGTCTGLGRGGLECTTCTTEGGLGOARC GO AGCGTCAGACATGT T TTSCGTTLTTARATTCLTTTCETRCACTCT

HCR CAGCRGEGATCTTTTCAACSGEAAAGRAT TTATGRGCARTGTTITYGTCCGTTGT YCLCGC CRAGACGRL TCCGARGGLATLL
: l

H5P 1 ROGCCTTCTTOOGCOORAACGBCAGCGTCAGRCATGTTTTGE aTTCTTAARTTRCCTTTCGTGCACTYCTCAGCAGG . ATCTT AG
AR N N N N N S A N R A E R RN R N N A R
HCR 47 RGGLCTTCTTGOOGLCOORACOGLAGCLTCAGRCRTIGTTTTIGCGTTCTTAAARTT .CCTTTCRTGCACTCTCAGCAGGGATCTT 546

Alignment of the segments of biggest homology between the two sequences. The arrows indicate a second region
of homology (alighment shown in the lower part of the figure),
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