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Table 1 - Evolu;ion;ry characteristics of
. RFo1_AE B.
I ntrOd u Ctl on € - — typ:alue (HPD)? of the evolutionary parameter
The major of HIV-1 subtype are CRFO7_BC, B and CRFO1_AE in Taiwan. This study supported the HIV-1 subtype and  Genetic ﬂm&
evidence of origin and transmission pathway of HIV-1 CRF01_AE genotype in Taiwan. focation regton Rate of evolution® IMRCAC
Materials and methods CRFOI_AE waie
The study collected HIV-1 seropositive blood samples (N=310) from hospital in Taiwan in 2007. We use Taiwan env (197;,92%?})689.9)
phylogenetic analysis to detect HIV-1 virus strains of the subtypes in env gene. The coalescent theory and Subtype B (4_(23;?3.2)
molecular clock analysis were used to estimate the evolution rate and time for “The Most Recent Common i{é:lz%grzi) o (198%}:-3:9:97-4)
Ancestors (TMRCA). (Cluster2) (1981.9-1995.0)
Taiwan (past 2007)  env (1968.2-19842)
Results Thailand and env (196;.917-?582,5)

There is clustering phenomenon after phylogenetic analysis revealed that a total of 9 CRFO1_AE sequences,
and the bootstrap values is greater than 75%. The variation of our cases and the sequences before Taiwan
2007 (n=20) is 0.098.

Our cases are 89% from male and the average age is 35.7. Five of all sequences are IDUs (56%). The
evolution rate of CRFO1_AE is 8.2x1073 (4.9x10-3-11.6x10-3) and subtype B is 6.2x103 (4.2x10-3-8.2x10-3).
The TMRCA of CRF01_AE in Taiwan were dated to 1984.6 (1978.2-1989) and subtype B in central Taiwan
(cluster 1) were dated to 1991.9 (1985.8-1997.4), and the skyline plot showed the CRFO1_AE origin from

g Conclusions
Our estimate of CRFO1_AE of Taiwan is 1984.6 (1978.2-1989.9)
and the evolution rate is 8.2x107 and subtype B in central
Taiwan is 1991.9 (1985.8-1997.4) and the evolution rate is
6.2x103 (4.2x1073-8.2x1073).
1985 and subtype B origin from 1980 in Taiwan. D - This study first presents the origin estimation of CRF01_AE in

Fig. 4 - Phylogenetic analysis. CRFO1 AE cluster
(HIV-1 env NJ tree bootstrap 1000) (hootstrap:100%) 1aiwan and subtype B in central Taiwan.
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