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. Abstract Results _________ Conclusions

Background: Approximately 2,500 new HIV diagnoses are reported annually in Canada. The Canadian HIV = = = = = Among first time diagnosed, ART-naive individuals in Canada:
Strain & Drug Resistance Surveillance Program monitors HIV drug resistance (DR) in these newly diagnosed, HIV Drug RESIStance HIV SUbtype DIStrIbUtlon InfECtlon CIUSterS ] Brue FessEnes Eravelenes
ART-naive individuals. Here, we present data on the regional distribution of HIV subtypes and DR, as well as _ Until 2001 . the Canadian HIV epidemic was between 90-95% subtvbe B _ d
results of molecular analyses giving an indication of transmission patterns within and between provinces. For the 2004 calendar year, 568 serum specimens from newly s then, S ngduaI e oy prevaleloﬂce Ofylfon B rﬁ,ﬁgégjé}i P Current estimates for prevalence of drug resistance of 9.7% remain consistent with
" " " H - 1 L B05-291. . . = . .
Methods: Diagnostic sera from newly diagnosed HIV positive individuals from provincial partners were diagnosed HIV infections were submitted to the program. subtypes II:OF 2004, we observed 84% subtype B 100 :;)5242 805042, o historical rates” which have varied from 6.5% to 11.5%.
. . . . ) ) . . [ PRomete. « IDU
anaIyzec] for HIV subtype and genotypic DR. Population-based sequencing was perfo!’med on _PCR products PCR product was obtained from 95.2% of the specimens of which ! _I—[I,%Bosm + 64% Recent 4— P DR prevalence varies considerably with a 3-fold interprovincial difference in DR rates.
and DR interpreted using the Stanford HIV Database and IAS guidelines. Phylogenetic analysis was performed 99.2% generated useful DNA sequence resulting in 537 interpretations The overall prevalence of 16% non-B masks the regional distribution of 7 el——— B05 271, > DR | 13 900 it | b
- —ioini i - i i : : : : : — 1cos070 Cluster B revalence remains the highes : n the province that has historica a e
2 melgnlper=elnng AnElErs {Ga=7) es Imsliemense [T M= .. of subtype and drug resistance. subtypes, which ranged from 8.7% in province B to 35.6% in province C. | ‘°°8—|888'__$5f§§§6g;9] 1o o highpest DR ratect ghest ( °) | A RIS
Results: Sequence data was available from 537 specimens collected between January and December, 2004 100 $95-995- 7] Heero
representing approximately 20% of newly diagnosed HIV infections. Within the cohort, 9.7% had at least one HIV resistance to any drug class, among new HIV diagnoses in 2004 Iﬁ!__séé,‘gﬁ;ggj& = s Pl resistance B Prevalence of Non-B Subtypes
primary DR mutation. The prevalence of DR varied from 5.6% to 18.4% among provinces. 1.2% of the was 9.7%, a value that has remained relatively constant in the past ” 1001—B°5é})559586_] . 75 Rosent 4— _ ; 5 . . . .
samples contained HIV resistant to drugs from 2 or more classes. N — - 100}_805-01%05_%5084] eSS P Overall, non-B strains represented 18% of newly diagnosed HIV infections in 2004.
: —001 '_,— A05-035. « IDU + . . . . . . .
The dlstrlbutlon Of non-B Stralns also Varled Wldely among prOV|nceS W|th prevalence as IOW as 8_70/0 and as h I . d I b . : f o Prevalence Of NO“'B SUbtypes I_FBI'0_5-OB5%5-11-1 + 80% Recent — > However, 360/0 Of new InfeCtIOnS IN one pl"OVInce Wel"enOn-B strains. Th'S prOV|nce
high as 35.6%. The overall rate of non-B infection was 16% with the following breakdown: 8.8%C, 3.1%A, C t € prevalence varies tre'_ﬂen QLI ey IREfielnl; relnigling) iirein 5.6% o 101 505 205 | e concomitantly had the highest rates of DR although his was not associated with non-B
2.2% A recombinant (AE, AD, AG) and 0.1% each of D, G and H. in province B, to 18.4 % in province C. 20% | Tpmmm 51 N [ e subtypes.
M Overall 10 ey P | IR . : : : :
Forty-five percent of first-time positive individuals were located in 58 provincial infection clusters consisting of B Similar regional variation is seen in the classes of DR and the 5o - | . ,_80238533?236 e P Drug resistance was more commonly (2-3 times) associated with subtype B than with
up to 11 individuals. An additional eleven clusters spanned two provinces, and one cluster involved individuals mutation patterns observed o 5% @ Province A (n=77) IIOOI_BO51_0106:5'£5}§)§57.031 Cluster Relationships non-Bs.
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from 3 provinces. Two subtype A clusters were also found within one province. % oo 5 7] Province B (n=344) y QQAEZ%%%:%OW ] Risk Groun B Infection Clusters
Conclusions: . > [] Province C (n=90) - To0 — A05-064. Community . : : :
: : : 128 Cluster M The finding that almost half of newly diagnosed cases of HIV inf n |
1. The prevalence of DR in Canada has remained between 6.5% and 11.5% since 2000. DR prevalence was Prevalence of Drug Resistance &’ 1005%‘%%%-017.] C;nlsnli\tqe Risk & Community g least Ionle gther from the same caI\Zr:/dalr gear mac indicate: infection are refated to at
highest (18.4%) in the province that has historically had the highest DR rates. 10.0% 2 Overal 5% LB :I v Migration 4 4 '
Feb) . vera ! L B0S-308. T o MSM . . - - - - - .
2. Overall, non-B strains represented 16% of newly diagnosed HIV infections. However, 36% of new 2 8 0 B Province A (n=72) o ‘ -ﬂj—-ﬂ e - |—J_ B-?&gygﬁéﬁ’”%' ‘ Recent Infections 1. Areas of attention for public health intervention where HIV transmission is ongoing.
infections in one province were non-B strains. This province concomitantly had the highest rates of DR. ] P 0% C | A | AG AE | AD | 8D | BC | D | G [ o0 (2T Bos 805'248'] S 2. Areas where public health has already identified a series of HIV transmissions and
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3. The identification of numerous transmission clusters may indicate that individuals who are unaware of their ® 6.0% | ( ) S " _B%gﬁggl_asgsjwcmsfme TR & IS Qe o " B2,
HIV status are the source of new infections. Y 4.0% L] Province C (n=87) ubtype . 1008%2%”23 __* 80% Recent P The linking of epidemiological information with clusters can help to guide public health
()] — —L B05-294. . . ey . . . . .
Tracking changes in the pattern of the Canadian HIV epidemic, through the use of integrated surveillance, can S 2 0% _ l_?os_zsﬁ%-om- — policy and activities to those populations/groups most at risk at risk of infection.
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lead to improved patient care and the ability to target prevention strategies. - ] | [ sosisn DU <_ Tracking changes in the pattern of the Canadian HIV epidemic through the use of integrated
X 0.0% ‘ l —y surveillance can lead to improved patient care and the ability to target prevention strategies.
Pl NRTI NNRTI MDR SH ggg—gfg-'] Cluster X
] - 100“_ 865_082 :ISVI§MRecent
Drug Class Relationship Between DR and Subtype - g g
oo | S
. _ 0 9 ___r—— B05-249 * 60% Recent
Introduction B 4/82 Drug Resistant Non-B (4.9%) 80 o Cm;rL =
Mutations Observed B 49/429 Drug Resistant Subtype B (11.32%) wf L e || 0
L— B05-107. * Province A-B-C
The Canadian HIV Strain and Drug Resistance Surveillance Program (SDR) Only the most prevalent are shown DR appears to be 2-3 times more prevalent in subtype B than in non-B - rB‘é’?‘&:oosf;:' -
) ) : . 100 |_ I B05-258. %
SDR was developed as a collaboration between provinces, territories, the National HIV & Retrovirology Drug Class even when even when controlling for the regional variation of subtypes. TE——"Cooon. [ [ -msm 4_ References
Laboratories and the Surveillance and Risk Assessment Division to characterize and monitor genetic diversity of Province P NNRTI o o : 0 < I e
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_ _ _ - - ° ° ° - ° subtype B vs. 3.3% non-B for province B) BOS-116. | 1. Stanford HIV Drug Resistance Database. http://hivdb.stanford.edu/
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3. Determining prevalent subtypes. Bussszlg%ulcg%gfgéz_ | 3. Kumar_S, Tamura _K, Nei M (2004). ME_GA3. Integl.'at.ed spftyvgre for Molecular Evolutionary
: — AO5-014PR. Genetics Analysis and sequence alignment. Briefings in Bioinformatics 5:150-163. MEGA3.1
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