Author Ref Accession Numbers

Aasa-Chapman [1]  AY295200-12, 22-26, 33-38

Bagnarelli [2] AF105432-5961

Bello [B] AY497912-8031

Dacheux [4] AY535425-518

Daniels [5] AJ535590-619

Delwart [6] AF403510-38

Derdeyn [7] AY423908-4198

Fang [8] U69584-93

Frost [9] Obtained directly from Authors
Haaland [11] FJ185853-7678

Hayman [12] AY428618-20

Kuhmann [13] AY357345, AY357515-580
McDonald [14] U69282-391, U69396, U69401-481
Poss [15] AF047981- 8284, -8523, -8536-44, -69, -73, -75-8,

-591, 598-603, 611, 656, 668-9
Quifiones-Mateu [16] U16764, U16772-778

Shioda [17] AB002829-2974, -2988-3019

Spudich [18] AY842796-2807, AY842815-23

Wei [19] AY223719- AY223790

Yi [20] EQ853426—DQ853435, DQ853455-DQ853464,
U588732-EU588968

Zheng [21] AJ418478- AJ418530

Zhu [22] L21224, 1L21234-302

Table S1. Published sequence data. Accession Numbers for previously
published sequences included in cross-sectional, longitudinal and
transmission analyses.
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