Figure S3. Secondary structure prediction of the N-terminal region of Tip from Herpevirus
saimiri  strains and Tio from Herpesvirus ateles, performed using PSIPRED
(http://bioinf.cs.ucl.ac.uk/psipred/psiform.html). The predicted amphipathic helix (red box) and

the transmembrane domain (blue box) are indicated.

PSIPRED PREDICTION RESULTS
Key
Conf: Confidence <B=low. 9=high>

Pred: Predicted secondary structure (H=helix, E=strand, C=coill
AA: Target sequence

# PSIPRED HFORMAT (PSIPRED U2.5 by David Jones?

Tip C488 Amphipathic helix Transmembrane domain
Conf : 11833343331811115818487763214:E899999998?6433899999999999999999998;E18259

Pred: CCCCHHHHHHHHHHHHCCCCCHHHHHHCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCC
Af: ANLGERGASTURLHUKESNCKQPRERKANERNIUKDLKRLENKINUI ICLUUVUILAVLLLUTULS ILHIGHKS
198 288 218 220 238 248 258

Tip C484
Conf: 11833343321811115818317763214;E8999999998?6338999999999999999999983313259

Pred: CCCCHHHHHHHHHHHHCCCCCHHHHHHCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCG
AA: ANLGERGASTURLHUKESHCKQPRERKANERNIVKDLKRLENKUNATI I CLUVUILAVLLLUTULS I LH I GMKS
288 218 228 238 248 258 268

Tip C484-77
Conf: 222413245321953364544157542BS:ES???????B?ESE 9999999999999997051124777359

Pred: CCCCCCCCCCCCCEEEECCCCCHHHHHCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCEHEEEECC
AA: ANLGASQASTURRHUREGNFKQLRERKANEGKIUKDLKRLEY KUNI ILCLUUILATILLLTGLS ILFIRIKS
158 160 178 188 200 218

Tio
Conf : 133346’?'?53991785311955516553232:EB9999999997533479999999999999999999393719

Pred: HHHHHHHHHHHCCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHC
AR: ANLGQKQGSATSKNGPQIILREATEVESQQATDGGLNHRVEKVEKKLTICUICLLIGILVLLI LLFMLGFLFLLMK
2008 218 228 238 240 258 268




