
K03455   cgtctg ttgtg  tgactctggtaactagagatccctcag accctttt agtcagtgtg gaaaatctctagcag   ctgaaagcgaaaggg                          aaaccagaggagctctctc gacgca ggact
AF070521 cgtctg ttgtg  tgactctggtaactagagatccctcag accctttt agtcagtgtg gaaaatctctagcag   tgaaagcgaaag                           aa ccagaggag tctctc gacgca ggactt a gt a
X04415   c tctg ttgtg  tgactctggtaactagagatccctcag acc t t ag c gtgt  aaaatctctagcag   t aaag gaaag ccagag ag tctctc gacgca ggacta c c g a t t tc g a ta a t t tt– -aacagggac g aaagcg aag ---
AB032740 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gacgca ggactgt a a a t a tt tta c c a t t tc g a t– aa agggac g aaagcg aag ---
AB032741 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gt g a a t a tt tta c c a t t t tc g a t– aa agggac g aaagcg aag --- gacgca ggact

gacgca ggactAB052995 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g t  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c a a t t tc a t– aa agggac g aaagcgaaag ---
gacgca ggactAB070352 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c a t t tc a t– aa agggac g aaagcgaaag ---
gacgca ggactAB220944 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gt g a a t a tt tta c c a t t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactAB220945 cgtctg t t   gactctggtaactagagatccctcag acc t t ag g gtg aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c t t t tc a a t- aa agggac g aaa cgaaag ---
gacgca ggactAB220946 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c a t t tc a t– aa agggac g aaagcgaaag ---

AB220947 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaa ctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c a c t t tc a t- aa agggac g aaagcgaaag --- gacgca ggact
gacgca ggactAB220948 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c t t tc a t- - aa agggac g aaagcgaaag ---
gacgca ggactAB253423 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gt g a a t a tt tta c c a t t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactAB253424 cgtctg t t   gactctggtaactagagatccctcag acc t t ag g gt aaaatctctagcag   ctgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c t t tc a t- - aa agggac g aaagcgaaag ---
gacgca ggactAB253426 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc a a c c a t t t tc a tgt g a a t a tt tt– aa agggac g aaagcgaaag ---
gacgca ggactAB253635 c t tg t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a t ca c c a t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---
gacgca ggactAB253647 c t tg t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   ctgaaagcgaaag ccagag ag tctctc a t ca c c a t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---
gacgca ggactAB253659 c t tg t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a t ca c c a t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---
gacgca ggactAB253669 c t tg t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a t ca c c a t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---
gacgca ggactAB253692 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gt g a a t a tt tta c c a t t t tc a t- aa agggac g aaagcgaaag ---

AB253703 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gt g a a t a tt tta c c a t t t tc g a t– aa agggac g aaagcg aagg --- gacgca ggact
gacgca ggactAB253717 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   gaaag gaaag ccagag ag tctctc a a c c a tc t t tc g a tgt g a a t a tt tt- aa agggac g aaagcg aagg ---
gacgca ggactAB485652 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c t t tc a t- - aa agggac g aaagcgaaag ---
gacgca ggactAB485653 cgtct t t   gactctggtaactagagatccctcag acc t t ag c g gt aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a a c c t t tc a tgt g a a t a tt tt- - aa agggac g aaagcgaaag ---
gacgca ggactAB485654 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gt t g a a t a tt ttc c a t t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactAB485655 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc a a c c a t t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---

gactctggtaactagagat tctctagcag tgaaa cgaaag gacgca ggactAB565503 cgtctg t t   ccctcag acc t t ag c g gt  aaa   ccagag ag tctctc gt g a a t a t tt tta c c a t a t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactAF164485 cgtctg t t   gactctggtaacta a atccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a ct tta a a c c a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactAF197339 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt aaaatctctagcag   gaaagcgaaag ccagag ag tctctc gt g a a t a a tt tta c c t t tc a t- - aa agggac g aaagcgaaag ---
gacgca ggactAF197340 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc g g a a t a tt tta a c c a t t tc a t- aa agggac g aaagcgaaag ---

AF197341 cgtctg t t   gactctggtaactagagatccctcag acc t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tc ctc g g a a a t a tt tta a c c a t tc a t c- aacagggac g aaagcgaaag --- gacgca ggact
gacgca ggactAF259954 cgtctg t tg  gactctggtaactagagatccctcag acc t t ag c g gt aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt ttc c t t tc a t- - aa agggac g aaagcgaaag ---
gacgca ggactDQ314731 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt t g a a t a tt ttc c a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactDQ314732 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt t g a a t a tt ttc c a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactDQ859178 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc a a c c a t t t tc g agt g a a t a tt tt a- aa agggac g aaagcg aag ---
gacgca ggactDQ859179 cgtctg t t   gactctggtaactagagatccctcag acc t t ag g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c t a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactDQ859180 cgtctg t t   gactctggtaactagagatccctcag ac- t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a g t a tt tta c c a t t tc g a tm - aa agggac g aaagcg aag ---
gacgca ggactEF036527 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a a c c a t t tc a tgt g a a t a tt tt– g aa agggac g aaagcgaaag ---
gacgca ggactEF036528 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt t g a a t a tt ttc c a a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactEF036529 c tctg t t   gactctggtaactagagatccctcag acc t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a a c cc a t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---

EF036530 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a a c c a t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag --- gacgca ggact
gacgca gactEF036531 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tc ctc a a c c a t t tc a t c agt g a a t a tt tt- aa agggac g aaagcgaaag --- 
gacgca ggactEF036532 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c gt  aaaatctctagcag   gaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c a a tc t tc a t- aa agggac g aaagcgaaag ---
gacgc  ggactEF036533 cgtctg t t   gactct gtaactagagatccctcag acc t t ag c gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tt ta a c c a a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactEF036534 cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   ct aagcg aag ccagag ag tctctc gt g a a t a t tt tta c c a g g t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactEF036535 c tctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tga g ga ag ccagag ag tctctc a a c c a t t t tc a tgt g a a t a c tt tt- -- aa agggac g aaagcgaaag ---
gacgc ggactEF036536 c tctg t t gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc  a a c c a t t tc a t ggt g a a t a tt ttaa - aa agggac g aaagcgaaag ---

gactctggtaactagagatccctcag a atctctagcag tgaaagcgaaag gacgca ggactJX446666 cgtctg t t   cc t t ag c g gt  aaa   ccagag ag tctctc gt g a a t a t a tta c c a t tc a t- -aa agggac g aaagcgaaagg ---
gactctggtaactagagatccctcag a atctctagcag  tgaaag gaaag gacgca ggactJX447127 cgtctg t t   cc t t ag c g gt aaa  ccagag ag tctctc gt g a a t a tt tta c c t t t tc g a t- - aa agggac g aaagcg aag ---
gactctggtaactagagatccctcag a atctctagcag tgaaa cgaaag gacgca ggactJX447349 gtctg t t   cc t t ag c g gt  aaa   ccagag ag tctctc - - aa agggac g aaagcgaaag ---gt g a a t a tt tta c c a t a t tc a t

Figure S1. GenBank accession numbers and sequence alignment of U5-PBS region fragment nt 109 to 261 (MAL coordinates) of CRF01_AE (shadowed by yellow), subtype G 
(shadowed by blue) and CRF02_AG (shadowed by pink) studied in the present work*. Base changes are given as compared to the HXB2 isolate (K03455): transitions, transvertions 
and insertions** are marked by green, red and blue, respectively, deletions – by hyphen. Non-identied nucleotides are in lilac. The functional motifs discussed in the text are 
shadowed: 5´ and 3´ strands of D-duplex by pink, I-duplex by green, U-duplex by blue and GAAA apical loops by turquoise. A portion of 5´ strand of U5/AUG duplex and 5´-terminal 
CU of DIS hairpin as they are presented in the BMH structure model of the complete HIV-1 5´-UTR (Abbink & Berkhout, 2003) are shadowed by yellow. The PBS motif 
tggcgcccgaacagggac*** is omitted. Accession numbers of the sequences annotated as subtype reference sequences in the Los Alamos HIV sequence database are in bold.



JX447539 cgtctg t t   ccctcag acc t t ag c g gt aaa   tgaaagcgaaag ccagag ag tctct  gt g a a t a tt tta c c t t tc a t tgactctggtaactagagat atctctagcag gacgca ggact- - aa agggac g aaagcgaaag ---
JX447638 gactctggtaactagagatccctcag a atctctagcag tgaaagcgaaag gacgca ggact gtctg t t   cc t t ag c g gt  aaa   ccagag ag tctctc - - aa agggac g aaagcgaaag ---gt g a a t a tt tta c c a t t tc a t

gacgca ggactU51188   cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gt g a a t a tt tta c c a t t tc a t- aa agggac g aaagcgaaag ---
gacgca ggactU51189   c tctg t t   gactctggtaactagagatccctcag a c t t ag c g gt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc a a t c c a t t tc a tgt g a a t a tt tt- aa agggac g aaagcgaaag ---
gacgca ggactU54771   cgtctg t t   gactctggtaactagagatccctcag acc t t ag c g gt  aaaatctcta cag   gaaagcgaaag ccagag ag tctctc gt g a a t a c tt tta c c a tc t tc a t- aa agggac g aaagcgaaag ---

AB231893 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag cagtgt  aaaatctctagcag   c gaaag gaaag ccagag ag tctctc gacgca ggacta a tt ttc c a c t t tc a t- aa agggac g aaagcgaaag ---
AB485662 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag agtgt  aaaatctctagcag   tgaaag gaa g ccagag ag tctctc gacgca ggacta a tt tt ac c t a t t tc a- - aacagggac g aaagcgaaag ---

 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag agtgt  aaaatctctagcag   tgaaa cgaaag ccagag ag tctctc gacgca ggactAF084936 a a tt ttc c t a t a t tc a t- aa agggac g aaagcgaaag ---
AY586547 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag c gtgt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gacgca ggacta a tt ttc c g a t tc a t- aacagggac g aaagcgaaag ---
AY586549 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag cagtgt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gacgca ggacta a tt ttc c a t t tc a t- aa agggac g aaagcgaaag ---
AY612637 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag agtgt  aaaatctctag ag   tgaaagcgaaag ccagag ag tctctc gacgca ggacta a a tt ac ttc c t a t tc a t- aa gggac g aaagcgaaag ---

 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag cagtgt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gacgca ggactAY772535 a a tt a ttc c a t tc a t– aa agggac g aaagcgaaag ---
EU786670 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag cag t  aaaatctctagcag   tgaaa cgaaaga a a tt t ttc c a a t a t g– aacagggac tg aagcg aag 

tt                                                                                                       aac gggac g aaagcgaaag --- ccagag ag tctctc gacgca ggactg tc a t
FJ389363 cgtctg ttgtg  gactctggtaactagagatccctcag acc t t ag agtgt  aaaatctctagcag   tgaaa cgaaag ccagag ag tctctc gacgca ggactc c c t a t a tc g a ta a tt tt- aacagggac g aaagcg aag ---
FJ389364 cgtctg tt tg  tgactctggtaactagagatccctcag acc t t a cagtgt  aaaatctctagcag   tgaaa cgaaag ccagag ag tctctc gacgca ggactt a a tt tt ac c a t a t tc ar - aa agggac g aaagcgaaag ---
FJ389366 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t ag ca tgt  aaaatctctagcag   tgaaa cgaaag ccagag ag tctctc gacgca ggacta a c tt ttc c a t a t tc a tr - aa agggac g aaagcgaaag ---
FJ389367 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag cagtgt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gacgca ggacta a tt tt ac c a t t tc a- aa agggac g aaagcgaaag ---
FJ670520 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t a gtgt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gacgca ggacta aa ga tt ttc a g a t t t tc a t- aa agggac g aaagcgaaag ---
FJ670530 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag agtgt  aaaatctctagcag   tgaaag gaaag ccagag ag tctctc gacgca ggacta g a tt a ttc c t a t tc a t- aa agggac g aaagcgaaag ---
FR846408 cgtct cc t t ag   gacgca ggactg ttgtg  tgactctggtaactagagatccctcag a cagtgt aaaatctctagcag  ctgaaagcgaaag ccagag ag tctctc a a tt ttc c a t tc a t- aa agggac g aaagcgaaag ---
FR846409 cgtct cc    gacgca ggactg ttgtg  tgactctggtaactagagatccctcag a t t a cagtgt aaaatctctagcag tg aagcgaaag ccagag ag tctctc a a tt ttc c a a t g tc a t- aacagggac g aaagcgaaag ---
GU362882 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t agt agtgt  aaaatctctagcag   tgaaagcgaaag ccagag ag tctctc gacgca ggacta g tt ttc c a t tc a t- aacagggac g aaagcgaaag ---
GU362884 cgtctg ttgt   tgactctggtaactagagatccctcag acc t t ag agtgt  aaaatctctagcag   tgaaa cgaaag ccagag ag tctctc gacgca ggactt a a tt ttc c t a t a t tc a a t- aa agggac g aaa cgaaag ---
AB049811 cgtctg ttgtg  tgactctggtaactagagatccctcag ac t t ag c gtgt  aaaatctctagcag   tgaa g ccagag ag tctctc gacgca ggactt c c a t t tc a ta a t tt tt– ------- aa agggac g aaagcgaaag --- a
AB231895 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag c gtgt  gaaaatctctagcag   tgaa g ccagag ag tctctc gacgca ga a t tt tc c a t t tc a a------- aa agggac ggaaagcgaaag --- - c
                                                                                                                 ccagag agctctctc gacgca ggacttc ag aaagcgaaag --- gtt
AB231896 cgtctg ttgtg  tgactctggtaactagagatccctcag ac ttt agtcagtgt  aaaatctctagcag   c gaa g ccagag ag tctctc gacgca ggactt c a t tc aa g tt tt a– ------- aa agggac g aaagcgaaag --- c
AB231898 cgtctg ttgtg  tgactctggtaactagagatccctcag acc ttt agtc gt  aaaatctctagcag   c gaa g ccagag ag t tctc gacgca ggactaa ttg g tt g tt aa t c a– ------- aa agggac g aaagcgaaag --- - c
AB286855 cgtctg ttgtg  tgactctggta ctagagatccctcag acc t t ag c gtgt  aaaatctctagcag   ctgaa ccagag ag tctctc gacgca ggactt a g a t tt ttc a a a t tc a t------- aa agggac g aaagcgaaag --- a
AB286857 cgtctg ttgtg  tgactctggtaactagagatccctcag acc ttt a tcagtgt  aaaatctctagcag   c gaa g ccagag ag tctctc gacgca ggacta c g tt ttc a t tc a t– ------- aa agggac g aaagcgaaag --- c
AB286859 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag c gtgt  gaaaatctctagcag   tgaa g ccagag agctctctc gacgca ggacta a t tt ttc c a t t tc a------- aa agggac g aaagcgaaag --- g
AB286861 cgtctg ttgtg  tgactctggtaactagagatccctcag acc ttt agt gtgt  aaaatctctagcag   c gaa g ccagag agctctctc gacgca ggacta t g tt ttc t a t tc ac – ------- aa agggac g aaagcgaaag --- g
AB286863 cgtctg ttgtg  tgactctggtaactagagatccctcag ac t t ag c gtgt aaaatctctagcag   tg a g ccagag ag tctctc gacgca ggactt c c g t g t tc aa a tt t a- – ------- aa agggac g aaagcgaaag g--- g
AB286864 cgtctg ttgtg  gactctggtaactagagatccctcag ac t t ag c gtgt  aaaatctctagcag   tg a g ccagag ag tctctc gacgca ggactc t c c g a t g t tc aa a tt t a– ------- aa agggac g aaagcgaaag g--- g
AB485633 cgtct ttgtg  tgactctggta ctagagatccctcag acc t t ag c gtgt gaaaatctctagcag   c gaa ccagag agctctctc gacgca ggacta c c a a t tc at a a t g tt tta ------- aa agggac g aaagcgaaag --- g
AB485634 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag gtgt  aaaatctctagcag   tgaa g ccagag ag tctctc gacgca ggacta g t ct tt ac c t a a t t tc a------- aa agggac g aaagcgaaag --- g
AB485635 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag gtgt  aaaatctctagcag   c gaa g ccagag ag tctctc gacgca ggacta g t g tt tt ac c t a a t tc a------- aa agggac g aaagcgaaag --- g

 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag c gt t  aaaatctctagcag   tgaa g ccag g agctctctc gacgcag gactAB485636 a a t t ttc c a a t a t tc g– ------- aa agggac g aaagcgaaag --- - a
 cgtctg ttgtg  tgactctggtaactagagatccctcag acc ttt ag c gtgt  aaaatctctagcag   tgaa g ccagag ag tctctc gacgca ggactAY271690 a a t tt tt ac a t t tc a– ------- aa agggac g aaagcgaaag --- c

EU786671 cgtctg ttgtg  tgactctggta ctagagatccctcag acc t t ag c gtg aaaatctctagcag   c gaa g ccagag agctctctc gacgca ggactt a a tta g tt ttc c a t tc a------- aa agggac g aaagcgaaag --- g
EU884501 cgtctg ttgtg  tgactctggtaactagagatccctcag acc t ag c gtgt  gaaaatctctagcag   c gaa g ccagag ag tctctc gacgca gg cta g a c g tt tt ac c a t tc a g------- aa agggac g aaagcgaaag --- a
JQ316136 cgtct   g ccagag ag  gacgcag gactg ttgtg  tgactctggtaactagagatccctcag acc tttt ag g gt g aaatctctagcag  tgaa ctctcta t a tt ttct a t t tc a t- ------- aa agggac g aaagcgaaag --- a
JQ316137 cgtct   g ccagag ag  gacgca ggactg ttgtg  tgactctggtaactagagatccctcag acc tt t ag g gt aaaatctctagcag  tgaa ctctcta t g tt ttc ct a t t tc a t– ------- aa agggac g aaagcgaaag --- g
JQ316138 cgtct   g gacgca ggactg ttgtg  tgactctggtaactagagatccctcag acc tt t ag g gt aaaatctctagcag  tga ccagag agctctctc a a t a tt ttct a t g t tc a– ------- aa agggac g aaagcgaaag --- g

   cgtctg ttgtg  tgactctggtaactagagatccctcag acc t t ag c gtgt  aaaatctctagcag   tga gg ccagag ag tctctc gacgca ggactL39106 a – ------- aa agggac g aaagcgaaag --- aa a t c t tt ac c a t t tc a
   cgtctg ttgtg  tgactctggtaactagagatccctcag accctttt agtcagtgtg gaaaatctctagcag   ctgaaagcgaaaggg                          aaaccagaggagctctctc gacgca ggactK03455

* The 52 isolates of CRF01_AE used in the present work have been sampled from at least 43 patients residing in 5 countries (CAR, Thailand, Indonesia, Japan and China); the 18 isolates of subtype G - 
from 18 different patients residing in 7 countries (Kenya, Cameroon, Ghana, Belgium, Spain, Portugal and Cuba); the 21 isolates of CRF02_AG - from 17 different patients residing in 7 countries 
(Liberia, Cameroon, Nigeria, Ghana, Spain, France and South Korea).

** As compared to the MAL isolate and some isolates of A1/A2 subgroup, for example, AB253421, AB253428, AF107771, AF286237, AY322190, closely clustering with the MAL isolate in PBS 
region, all MAL-like isolates studied in the present work (except for the CRF01_AE isolate JX446666) contain an additional nucleotide U between U210 and the rst nucleotide A211 of the 
duplicate insertion. As compared to HXB2, this nucleotide is marked by red (G214U transvertion). Following the nucleotide numbering of the MAL isolate (Baudin et al., 1993; Goldschmidt et al., 
2002; Goldschmidt et al., 2004; Isel et al., 1995; Isel et al., 1998; Isel et al., 1999; Isel et al., 2010; Sleiman et al., 2012), this additional nucleotide may be considered as an insertion.

*** Among all MAL-like templates studied in the present work are four isolates with a single mutation in the PBS sequence: EF036531 (tgg gcccgaacagggac), EF036534 t
(–ggcgcccgaacagggac), U54771 (tggcgcccgaacaggg ac) and L39106 (tggcgcccgaacagg-ac).  The subtype G isolate (EU786670) contains a doubled duplicate insertion and the c
CRF02_AG isolate (AB231895) contains a repeat of a larger portion of the duplicate insertion and a downstream sequence up to the 5´-end of DIS hairpin.
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