Supplemental material

Figure S1. Schematic position on their target of PCR primers used for the molecular diagnosis of congenital toxoplasmaosis in
France (2002-2005) for the two main DNA targets (B1 gene and rep529). A. Nucleotide sequence of the B1 gene (GenBank Accession
# AF179871) from (7). Primer sequences from Pelloux et al. (28) red and (>), Robert et al. (30) blue and (=), Burg et al. (7) brown and (#),
Lin et al. (26) purple and (~), Foudrinier et al. (20) blue and (.), Costa et al. (14) green and (:), Bretagne et al. (6) brown and (<), and
unpublished primer pair from Morin and Miegeville pink and (<>) are located under the B1 sequence. The primer sequences are in capital
letters; where two primers overlap, this is indicated by an uppercase to lowercase letter change in the overlapping segment. B. Nucleotide
sequence of the rep529 element (GenBank Accession # AF146527 from Homan et al. (23) and AF487550 (in bold) from Reischl et al.
(29)). Primer sequences from Homan et al. (23) red > signs, Reischl et al. (29) green * signs, Cassaing et al. (8) blue - signs, and Fekkar
et al. (18) brown # signs, are located under the rep529 sequence. The three mismatches between both sequences are underlined (C/T
137, A/G 160, C/T 391) and two gaps are double-underlined (G and A are lacking in AF487550 in position 277 and 370 respectively).
Primers from Reischl et al. (29), Cassaing et al. (8) and Fekkar et al. (18) were designed on one mismatch (C/T 391) and the forward
primer from Cassaing et al. (8) was designed on region 269 to 287 that encompasses one of the gaps. It is noteworthy that three

unpublished primer sequences (one for B1 and two for rep529) remain and are not shown.
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gaatt cgtt cgacagaaagggagcaagagt t gggact aaat cgaagct gagat gct caaagt cgaccgcgagat gcacccgcagAAGAAGGCCTGACTCG
Pel | oux AAGAAGGGCTGACTCG

AACCAGATGTgct aaaggcgt catt gct gt t c TGTCCTATCGCAACGGAGTTCTt cccagacgt ggatttcecgtt ggt t CCGCCTCCTTCGTCCGTCGTA
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Robert CCGCCTCCTTCGICCGTCGTA

at at caggccttct gt TCTGTTCGCTGICTGICTAGGGecaccct t act gcaagagaagt at t t gaggt cat at cgt cccat gaagt CGACCACCTGITTC
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CTCTCTTCAct gt cacgt acgacat cgcat t caagggaagagat ccagcagat ct cgtt cgt gt at t cgaGACAAGAGAGGTCCECCCccacaagacggc
SSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSS>>>>>>GACAAGAGAGGTCCGCCC Pel | oux

CTCTCTTCA Robert

t gaagaat gcaacatt ctt gt gct gcct cct ct cat ggcaaat gccagaagaagggt acgt gt t gcat cat aacaagagct gt attt cccgct ggcaaat

acaggt gaaat gt acct ccagaaaagccacct agt at cgt gcggcaat gt gccacct cgect ct t gggagaaaaagaggaagagacgct gccget gt ttt

gcaaat gaaaaggat t cattttcgcagt acaccaggagtt ggatttt gt agagcgt ct ctctt caagcagcegt at t gt cgagt agat cagaaaGGAACTG
Burg GGAACTG

CATCCGITCATGAG: at aagaaaaAAATGT GCGAATGAAAGAGACCCTAATGIgt t t gcat aggt t gcagt cact gacgagc TCCCCTCTGCTGECGAAA
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Li n TCCCCTCTGCTGGCGAAA

Morin and M egeville AAATGTGCGAATGAAAGAGACCCTAATGI<><><><><>I>I>ISISIS SIS ISISISISIS SIS ISISISI>L

AGTgaaat t cat gagt at ct gt gcaACTTTGGTGTATTCGCAGATTGGTCGCct gCAATCGATAGI TGAccacgaacgct TTAAAGAacaggagaagaag
BB HH PR H T H R H PR R H R R CCACGAACGCTTTAAAGA Bur g

AGT CAATCGATAGT TGACCACGAACCCT Lin

>SS SIS SIS SACTTTCGTGTATTCGCAGATTGGTCGC Morin and M egevil | e

at cgt gaaagaat acgagaagaggt acacagagat agaagt cgct gcggagacagcgaagact gcggat gactt cact cccgt cgcaccagcagcagagg
agt gccgggcaagaaaat gagat gcct agaggagacacagcgt gtt at gaacaaat ct att gaggt t t cgcgaagaggagggaacat att at at acagaa
gaagaacaagagacgt gccgcat gt cgct aagccat cggaagggat gct cagaaaat ggcacagt at cacattacagttccgttgattcgtctgatggtg
acgaaaggggaagaat agtt gt cgcaccaaaact ggct agttgttatttt gaagaagacgagagat ggagt gaaccaccaaaaat cggagaaaat cgatg
gtgtcacgttttttgtcagacttcactttgtgcagaagcattgcccgt ccaaact gcaacaact gctctagegtgttcgtctccattccgtacagtcttc
aaaaat acaaaagagaacattccagcaacttctgcctttgttcttttagcct caat agcaggat gacgcctccctcctatctttcagccaacccagcaaa
caccgacgaact ct ct gt agagt aacaaagagaaggcaaaacgcgccat cacgaacact cgcagagat gat acagagacgt gt cat caggacaaggt t gg
tcgcttaattttctgtatatagcatttttagaat gcacctttcggacct caacaaccgt gcaaaaggat cgccacct ggt gt ct cTTCAAGCGTCAAAAC
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GAACTATCct gt at at ct ct caaGGAGGACTGGCAACCTGE gt cgacaacagaacagct gcagt ccggaaat agaaagccat gaggcact cc AACGEECG

Costa GGAGGACTGGECAACCT GG & & crrr ooy
AGTAGCACCTGAGGAGAL acaaaCTGCTAAACGGTCCGGGTGAAACAAL agagagt act ggaacgt cgccget acTGCCCAgt t gt CATGCCATcgacgt
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