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Background Results
» About 3,200 new HIV infections are reported annually in Germany, which » Study population characteristics are displayed in Table 1. Characteristics of non-B Subtypes prior and after 2015. > Of the 868 non-B HIV infected individuals, 119 (13.7%) were
makes the identification of transmission networks of central importance for Table 1. HIV-1 subtype B was predominant Study population oS SUbipss genetically linked, forming 42 transmission clusters (size 2-19
targeted interventions in health care [1]. (2,242/3,110; 72.1%) and non-B subtypes accounted S I I sequences) with heterosexual risk (36.1%; 43/119) and injection drug
> HIV-1 subtype B is predominant in high-resource countries, and accounts for for 27.9% (868/3,110). Total N 3110(100)  673(100)  195(100) p-value™™ use (20.1%; 24/119) being predominant (Figure 3).
>80% of HIV-1 infections in Western Europe [2]. » We identified an increase in non-B subtypes, Age <0001 » There was an increase in genetically linked men, with two male only
> However, the presence of HIV-1 non-B Subtypes has increased in \Western part|CU|ar|y in 2017 (Flgure 1 & 2) ;2?45 10;29(3(‘21;; 23;5(;23; 22 :12;; clusters before 2015 and the emergence of six new male'only
Europe and Germany in recent years [3,4]. > There were only three new non-B diagnoses after e S R == clusters after 2015 (Figure 3).
> These Changes are Common|y attributed to migration, as non-B Subtypes are 2015 among individuals from the tOp 5 countries of Gender <0001 & MUItlpIIClty and Origin of HIV-1 introductions are dISpIayed N Figure 4.
o Tol ] ISI ' ' Femal 653 (21.0) 351 (52.2 94 (48.2
mOStIy found among people from non—European origin [3,4]. Zr];lgl'l]n O_f ihe rz‘lliran_t CfI'ISIS 2015 (I'e' Sy”a’ KOSOVO, M:T;ae 24:)6 278 7; 3?8 24517 3; 99 §5O 8; Figure 4. The majority (>2/3) of subtype B introductions come from the United States. Eighty
: : : - : anistan ania, Iraq). ’ - - - ique i i -1 non- identifi
> We combined molecular epidemiology and geospatial data to assess potential J ’ Iraq) == "E8) 408 2(1.0) Clistors orininating from Sub-Saharan Aftea o cad ave been identiied, mostly smat
re|ationships between migratory events and Spread of HIV-1 non-B Subtypes Figurehl. The increazefin non-B erbtypes Wasdparticularly observed in 2017, Risk* <0.001
. . . . . when they accounted for 39.4% of new HIV-1 diaghoses. HTS 591 (19.1) 220 (32.8) 42 (21.8)
before and after 2015, the beginning of the European migrant crisis. s — o (192
Obj ect I ve ENDEMIC 338 (10.9) 207 (30.9) 46 (23.8)
PWID 177 (5.7) 61 (9.1) 21 (10.9)
_ Others/Unknown 437 (14.1) 82 (12.2) 47 (24.4)
Explore the dynamics of HIV-1 non-B subtypes Country of origin <0.001
before and after the German border opening for relief of the estern Burope™ G S
. o Eastern Europe 177 (5.7) 46 (6.8) 22 (11.3)
European migrant crisis North Africa & Bl 700 2 (4.6)
Sub-Saharan
; 393 (12.6) 300 (44.6) 75 (38.5)
Methods ol
Ezt;:‘itg;f”ca < 45 (1.5) 4 (0.6) 2 (1.0)
Data: Asia & Oceanien 147 (4.7) 45 (6.7) 9 (4.6)
» Sociodemographic, geographic, and HIV-1 pol sequence data were collected Unknown nrss 1@ 18(9.2)
from individuals, who received care in seven metropolitan cities across wna Pavo sex it men: ENDEMIC, recent mmigration flom 2 coumiry wih & HIV provalonce
Germany (Bonn, Cologne, Frankfurt, Freiburg, Hamburg, Hannover, and countrios *Chistuiare test o Fishar's axact 1sst 26 approprite. Povalues gven i bold depit
. significant results (p<0.05).
MunICh) between 2000 and 201 8 Legend. HIV introductions of HIV-1 subtype non-B (red) and B (blue) in Germany. The number and origin of introductions was obtained after
> I d d I ‘ . d . t . . . W t E d th combining the HIV-1 B (n= 2,242) and non-B (n= 868) dataset from Germany with all publicly available Los Alamos National Laboratory
r? Iviguals Or|g|nS Were groupe INTO SIX reg|0ns . esiern urOpe an other Figure 2 The proportion of HIV-1 non-B subtypes increased annua”y by 4.9% Figure 3. HIV-1 non-B clusters Comprising mainly sequences from :;I}Ig/;;:s(:eﬁg,s%iﬁ ?hnednnlj)r:;)zr(r;?:_l(?{%?ﬂsrigﬂir;gi: Qnég/rsn?:nl;sing TreeTime for ancestral sequence reconstruction [8]. The thickness of
high resource countries; Eastern Europe; North Africa and the Middle East; (95% CI 1.6-8.3) after 2015. heterosexuals (HTS) and persons who inject drugs (PWID). |
sub-Saharan Africa; Latin America and the Caribbean; and Asia. _
Sequence analyses and Network inferences: Conclusion
» Partial HIV-1 pol sequences were subtyped, using the Subtype Classification » The proportion of HIV-1 non-B diagnoses increased after 2015,
Evolutionary Algorithms (SCUEAL) program [5]. particularly driven by subtypes A and G.
» Genetic-distance based network analyses were performed to infer putative » Individuals infected with non-B subtypes are mainly originating from
relationships between HIV-1 partial pol sequences using the HIV-TRACE Eastern Europe, North Africa, and Middle East.
software (HIV TRAnsmission Cluster Engine: www.hivtrace.org) to infer » However, the number of new diagnoses among migrants from the
transmission links between sequences with a genetic distance <1.5% [e]. top 5 countries of the European migrant crisis was minimal in our
» The number and origin of HIV-1 subtype B and non-B introductions in analysis.
Germany was evaluated with TreeTime (7] for ancestral sequence » We have not found a link between the European migrant crisis and
reconstruction, combining HIV-1 sequences from Germany (B: n= 2,242 and the spread of HIV-1 non-B subtypes in Germany.
non_B: nN= 868) W|th pUb“Cly ava||ab|e HlV.'] pol Sequences from ‘the LOS Legeqd. .Transmission network of ITIIV_—1 non-B suptypes_ in Germany. All edges represent a > The HIV‘1 ep|dem|C in Germany |S Chang|ng from pred0m|nate|y
. genetic distance of <1.5%. A) Color indicates the period prior 2015 (yellow) and after 2015 (blue). . . . . . . .
AlamOS Na‘“onal Laboratory HIV Sequence database (B nN= 40,054 and non_B: ] _ . . o _ B) Color indica.te_s the risk group: men h.aving sex with men (MSM) in blue, heterosexuglg (HTS) in |nVO|V|ng MSM W|th SUbtype B tO be|ng more d|Verse regard|ng ”Sk
egend. Interrupted time series with Newey-West standard errors and one lag. Dashed-line: time-series before red, people originating from an endemic country (ENDEMIC) in yellow, people who inject drugs
n= 10,277) [7’ 8] and after 2015. Line: predicted trend. (PWID) in green, and others or unknown in grey. grOupS and SUbtypeS
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