Supplementary Table A

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19
PV no|SCORE|START| END |IDENTITY|STRAND POSITION ACCESSION NO 5'LTR14A| 3'LTR14A| 5'LTR14B| 3'LTR14B | LTR14Bv | LTR similarity | putat. env| HERV-W fusion| TRPC6 mRNA Repeats in PV PV in Repeats |

1 5364 0 |5945| 95.6% - Xg22.1 AL109963.4/270280.1 + + 91 Merdla AluSg

2 5166 0 5945| 94.4% - 2pll.2 AC096770.3 + + 94 Mer 41C Mer41lA

3 4901 0 5869| 94.4% + 7934 AC008155.10 + + 93 Aluy

4 4895 | 435 |5945| 95.2% - Xg24 AL391358.14/AL391474.8 + + 92 Mer41C, LTR12, LTR12C L1MDa

5 4839 0 5682| 94.7% + 4925 AC003100.1 + + 86 Mer4lC L1l

6 4747 0 5530| 94.0% - Xg21.31 AL022154.2 + + 90 LiM1l

7 4637 0 |5421] 93.6% - 4922.1 | AC108516.5/AC112250.4 + + 92

8 4485 | 177 |5945] 94.3% - 17925.1 AC087651.19 + + 90 AluSp, 3x AluYy, LTR12

9 4091 10 |5572) 93.1% + 15g24.2 AC027243.20 + + 2x 91 AluY, Mer 41C

10 3989 76 5142| 89.8% + 16pll.2 AC106730.2 + + + 85 +

11 3886 0 5142] 89.7% - 11g13.4 AP003717.3 + + + 96 + Aluy

12 | 3792 | 378 |5945| 94.3% - 1p31.3 AL162739.24 + + 89 Mer4lC

13 3323 0 5942| 93.9% - 22gl2.2 AC003072.1 + + 86 Mer4lC, L2

14 | 3274 80 |4312] 90.3% + 1932.1 |AC119673.3/AL713965.10 + + L1PAS

15 | 3271 [ 209 |4281] 90.9% + 12g13.11 AC089987.26 + + 89

16 | 3253 0 [4312] 90.0% + 149g32.32 AL161669.5 +

17 | 3241 | 320 |4554] 90.4% + 199g13.43 AC010326.7 + 2x AluY, AluYc

18 3217 0 5945| 92.5% - 5pl4.2 AC118456.2 + + 89 Mer41C, LTR12 L1P

19 | 3209 | 178 |4312] 89.5% + 10g22.1 AC073370.7 + LTR13, Aluy

20 [ 3199 0 |5942] 92.8% + 6gl4.1 AL450327.12 2x + 88

21 3049 179 |4312) 89.5% - 1g42.12 AC099066.3 + 2x + 91 + 4x AluY, HERVKC4, L1M4, SVA

22 | 2733 | 1166 | 4845| 88.1% + 10926.3 AL731769.4 + + +

23 | 2684 27 |3621] 88.7% - 19p13.11 AC078899.1 + L1PA4

24 | 2437 0 |2862] 93.2% + 10p15.1 AL391427.9 +

25 | 2341 | 1827 [5945] 94.2% - 2923.3 AC007394.4 + Mer41A

26 | 2316 | 1827 [5934] 93.4% - 11ql1 AC022882.5 + Mer4l1A

27 | 2266 | 2204 [5142] 89.0% - Ypll.2 / +

28 | 2220 | 188 [5230] 93.0% + 15922.2 AC126323.6 2x Aluy

29 | 2201 | 132 [4306] 90.5% + 3gl2.1 AC079065.8 + + + Aluy

30 | 2096 59 |5884] 92.5% + 10922.3 AL356095.11 + Mer41C

31 2087 0 |5678] 92.5% + 15g21.2 AL391427.9 + + 89 Merd41C

32 1978 36 |[5804] 91.9% - 19913.33 AC008750.9 + Mer41C-int, AluY

33 1975 | 1827 | 5678| 92.8% + Ypll.2 AC002992.1 + 2x LTR12, Mer4lA

34 | 1848 | 338 [2777] 89.9% + 1932.1 AC119673.3 +

35 | 1737 | 1827 [ 5945] 93.9% - 6923.2 AL078590.28 + Merdla

36 | 1715 0 |5945] 91.3% + 11g23.3 AP001124.4 + 2x 91 + L1MEd

37 1669 | 3975 | 5945| 94.0% + 4pl3 AC098590.3 + + 89 Mer4lC L1l

38 1667 0 5945| 90.7% - 4935.1 AC084871.4 2x + 88 + Merr41B, HERVK3

39 | 1581 0 |2434] 90.8% + 2gl2.2 AC009505.3 + + 92 HERVK14C

40 | 1433 0 1896] 90.2% - 4p15.33 / +

41 1433 0 1896] 90.2% + 4 _random AL354822.8 +

42 1424 0 1896| 90.1% - 17_random| A1,.354822.8/AC145212.1 +

43 | 1410 0 1882 89.9% + 1pl1.2 | AL354822.8/AC145212.1 +

44 | 1369 0 1831 89.3% + 1pl1l.2 | AL354822.8/AC145212.1 +

45 1359 24 |5945| 92.9% + 3926.31 AC108667.9 + + 87 AluY, HERV17

46 | 1349 0 |5945| 91.8% - 11pl5.1 AC103974.6 2x 2x 93 L1PA15

47 | 1294 | 4080 | 5684] 93.4% - Xq26.3 AL590618.18 +

48 | 1136 0 1652 88.1% + 19p13.2 AC008758.7 +

49 1116 0 5945| 91.8% - 5pl4.1 AC091893.3 + + 90 + HERVK3 L1P

50 | 1040 | 208 |1515| 90.2% + 1pl1.2 | AL354822.8/AC145212.1 +

51 1016 | 3978 | 5270 90.9% + Ygll.21 AC006998.3 2x 2x 83 AluY, Merd4l-int

52 747 | 5037 [5945| 93.0% + 13g31.3 AL353757.9 2x +

53 730 | 5037 [5943| 92.8% - 13g21.31 AL356253.7 + +

54 701 | 5048 [5945| 92.5% + 7pl4.3 AC005154.1 + +

55 689 | 5078 [5945| 92.4% - 5p13.3 AC008768.8 + + Mer4l1A

56 684 | 5037 [5935| 92.8% + 6927 AL121956.21 2x + Mer41C

57 679 | 5037 [5943| 91.3% - 9p21.1 AL513132.6 2x + Mer4lC

58 667 27 817 | 92.3% + 16pl2.3 AC141273.2 +

59 662 | 5037 [5945| 91.9% + 12pl2.3 AC073504.18 2x +

60 649 0 783 | 91.3% - 19p12 AC073534.4 +

61 634 | 5037 [5945| 92.8% - 6927 AL022069.1 2x +

62 607 | 1704 [2449| 91.1% - 19p13.11 AC010329.3 +

63 597 | 5205 |5942] 93.3% - 2pl13.3 AC105054.6 + Mer41lC

64 596 0 689 | 94.0% 5pld.2 AC108103.2 +

65 593 23 692 | 94.0% - 7933 AC009784.2 +

66 581 0 699 | 91.3% - 9g31.1 AL161631.20 +

67 364 | 5457 | 5884| 93.2% + 6_random AL662873.3 Mer4lA-int, Mer4lA

68 297 | 5609 | 5945] 95.2% + 22ql1.23 AL022324.1 + Mer4lC




Supplementary Table B

1 2 3 4 5 6 7 8 9 10 11 12

PV no. SCORE | START | END | IDENTITY | STRAND | POSITION ACCESSION NO 5'LTR14C | 3'LTR14C |LTR similarity] Repeats in PV PV in Repeats

1CI 7203 0 7417| 98.6% - 16pl2.3 AC130456.2 + + 91 L2

2ClI 6321 0 7417| 93.1% - 15g21.1 AC051619.7 + + 92 Alusg/x Alusg/x

3CI 6160 7 7392| 92.3% + 2pl2 AC079896.6 + + 91 THE1B-int

4Cl 5871 7 7417| 92.2% + 13g31.1 AL445588.12 + + 85 MER4 (C)-int

5CI 4715 0 5654| 92.1% - 4933 AC069306.6 + LTR12

6ClI 3895 2833 | 7417| 92.7% + 8g24.3 AF235103.4 LTR5B, HERVK

7CI 3735 15 [ 7417| 91.2% + 6pl2.3 AL391538.11 + + 89 Aluy

8ClI 3575 8 7411| 89.5% - Ygl11.223 AC010086.4 + + 83 Aluy

9Cla, b 3573 0 7410| 89.5% + Yqll.221 / + + 83 MER117, MER20

10CI 3456 7 7401| 91.5% + 1g44 |AL627095.8/AL390728.37 + Aluy

11ClI 3352 28 | 7414| 88.8% - Ypll.2 AC009952.4 + + 86 AluYc

12CI 3348 18 | 7414| 88.7% + Ygl11.223 AC021107.3 + + 84 AluYc

13ClI 3231 18 |7266| 88.6% - Ygl1.223| AC024236.5/AC007322. + + 86 AluYc

14ClI 3215 0 7414| 90.7% + 19g13.2 | AC092071.2/AC011541. + + 89

15CI 3040 375 | 7292| 88.5% + Ypll.2 AC007967.3 +

16ClI 2887 16 |[7390| 89.0% - Ypll.2 AC016749.4 + + 84
17Cl =9Clb 2404 26 | 7410| 88.3% - Ygll.221| AC022486.4/AC007379. + + 80

18ClI 1726 1330 | 7417| 92.0% + 8g21.12 | AC068700.5/AC100854. +

19ClI 1537 3839 [7008 82.3% - 7936.1 AC069304.7

21Cla 1299 0 7023| 88.8% + Yqll.221 AC007742.4 + + 83 ALR/Alpha, MER117, MER20
21Clb = 9Cla AC022486.4/AC007379.

22ClI 962 0 1461| 86.1% - Ygll1.221 AC024183.4 + ALR/Alpha
23CI =9Clb 698 26 1056| 86.9% + Ygll1.221| AC022486.4/AC007379. + + 80

38Cl 209 7137 | 7414| 88.4% + Yqll.221 AC007379.2
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Suppl. Fig. D: Schematic localization of HERV-K14CI loci in intrachromosomally
duplicated regions of the human Y chromosome. The figure is adapted from a recently
published map of the human Y chromosome (Skaletsky et al. 2003) (ref. 38). Ampliconinc
regions, consisting of intrachromosomal duplications, are shown in blue. Heterochromatin,
X-degenerate and pseudoautosomal regions are in red, yellow and green, respectively. The
locations of several Y chromosome-located genes is shown. HERV-K14CI loci (red lines)
were mapped according to their relative distances from those genes. Numbers refer to the

ones given in Suppl. Table B. Only relevant regions of the Y chromosome are shown. The
scale is in Mb.
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10 20 30 40 50 60 70 80 90 100
TGGGAGAAAAGCTGAGTGTTGGGAAAAGCTGAGGCAGGGCTTGCATGTCTGACATAATGTAAAAGAGTCTTGGAACATGTCCGGGGTCCAGGGTCTAAAA

110 120 130 140 150 160 170 180 190 200
CCCCTCGTGGCCTTTGGAACACCAAGCTCTGTGCTAAAGGGTGGAAGGCTACCCTGACGCACCATAATCTAAGCCCAGGGCATAAAACCCCTCGTGGCTT

210 220 230 240 250 260 270 280 290 300
GGATAGAATCCAGGGCTCGTGGCCTCTGGAATGTGTCTAGACTTGCTGGCTCCTTGCTCCTTGCTCTCCCAGGATCGATTGTATCTTGAGTTAAAAGAAC

310 320 330 340 350 360 370 380 390 400
CTGCTCTCCATTATCTCAAGTAGCAGAACATGTTCCATATGCCTCAAAGGAAATGCTAAACCATCACAGCTGTAGATCATGCGCTTAATGCAACTTGCCC

410 420 430 440 450 460 470 480 490 500
TTTCGACCCCCACATTCTCACCACCTGTTTCTTTGTTTGATCACCAATAAATAGTCTGGGCTTCCAGAGCTCGGGGCCTTTGCAGCCTCCATACTTAGCG

510 520 530 540 550 560 570 580 590 600
TTGGCCCCCTGGACCCACTTTCTCTCTCAAACTGTCTTTTCTCATTCCTTTGACTCCGCCGGACTTCGTCACCCCCACGACCTGGTGTTGGGTCTGATCA

LTR «10 620 630 640 650 660 670 680 690 700
CCCCAACATTCCTGGCGCCCAACGTGGGGCGACAAAGACCCCGGTGAAGGAACGCTAGAGCATGTGAAAGCAGAGGACGCATCGTCAAAGGACACCCGAG

710 720 730 740 750 760 770 780 790 800
GACGTCTAAAAGAAGCTCGGCGGGAAAGCTGAGCACTCGGAAGAACCAGGGTAACAATGGGACAAAGTGAAAGCAAACATTCTGCTTATTTAAATTTCTT
AL GR TRV T MG QO S E S K H S A Y L N F L>

810 820 830 840 850 860 870 880 890 900
AAGGCATTTATTACGAAGAGGGGGAGTGAAAGTTAGTACTCAGAATTTGTTATCACTCTTTAGTACAGTAAAGCAGTTTTGCCCATGGTTCCCAGAACAA
R H L L R R G GV K V § T Q0 NL L S L F 8 T V K QO F C P W F P E 0>

910 920 930 940 950 960 970 980 990 1000
GGGACTATGGAGTTGGATGAATGGGAGAGAATTGGCAGAGATTTTAAAAAGGCGTATAAAGATGGAGCAAAAATTCCAGTTTCTGTTTGGTCAATGTGGG
G T M E L D E W E R I G R D F K KA ¥ K D G A K I P V S8 V W S M W

1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
CGCTAATAAAGGCAGCTCTTGAGCCATTTCAAACAGATGATGAGGCAGATTCAGATGAGGAAGAGGAGGACGAGTGTAAAAAACTAACTTCAGATTCTGA
A L I K A AL E P F Q T DD E A D S DEEEEDEC K KL T S D S E>

1110 1120 1130 1140 1150 1160 1170 1180 1190 1200
ATGTGAGGAACAGCAACCGGAGGAAATTAAAGAAAAGAAAGGAAAACTGAAAAAAGTATGTTTTACTAGCCCGTCGGCTCCACCTGCTGAATTAAGTGAA
cC E E Q Q P E E I K E K K G KL K K V CF T S P S A P P A E L S E>

1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
TGGCCACCTCCTCTCTCTCCCCTTAATGGGCGAGAAAATGAATTAGCTGAAAAACTTACTGCTCCTGTAGTTGCAACATTAAAACCTGGAGCAATTGGTG
W P P P L S P L N GRENETULAEI KT LTA AU®PV V ATTULI K?PGA I G

1310 1320 1330 1340 1350 1360 1370 1380 1390 1400
GTGCTATACAAAATTCTATTCAAAAAGCTAGAGCTGAGGGAGACCTTGAAGCATGGCAATTTCCCGTTACTATAATCCAGCAAGGAGGACAGAATATAGC
G A I Q N S I Q K A RAEGDULEA AWIZ QU F PV TTITI OQOQGG Q N I A

1410 1420 1430 1440 1450 1460 1470 1480 1490 1500
TAATTGGGCCACTTTTCCTTTTAAGTTATTAAAGGAATTTAAGCAAGCCATTAGTCAATATGGGCCAAACTCTCCTTTTGTGCAAACTTTATTAAAAAAT
N W A T F P F K L L K E F K Q0 A I S 0 ¥ G P N S P F V Q0 T L L K N>

1510 1520 1530 1540 1550 1560 1570 1580 1590 1600
GTGGCTCTTGATAATAGATTAATACCATATGATTGGGATACTTTAACAAAATCTGTTCTCACTCCATCTCAGTACTTGCAGTTTAAAACCTGGTGGGCTG
v AL D NRUL I P ¥ D WD T L T K S V L T P S Q0 ¥ L O F K T W W A>

1610 1620 1630 1640 1650 1660 1670 1680 1690 1700
ATGAAGCTCAAACTCAGGCAAGGGAAAACACACAAGCACAGCCACCTGTGCCTGTTTCCTTTGAACAGTTAATGGGAGTTGGCCCTAATTGGGGTCGATT
D E A QO T O A R E N T O A Q P P V P V S F E QL M G V G P N W G R L>

1710 1720 1730 1740 1750 1760 1770 1780 1790 1800
AGAGAATCAAGCAGTAATGGAGGATGTTGCCATTGTTCAGCTGTGCTCTGTGTGCTTACAGGCATGGGAAAGGATAAATGTTACAGGGGAAAAATATCCT
E N O AV M E DV A I V Qg L C S V C L O A W E IR I NV T G E K Y P>

1810 1820 1830 1840 1850 1860 1870 1880 1890 1900
TCTTTCAGTTCTGTCCGACAAGGACCTAAAGAACCATATATTGATTTTATTGCTCGGCTCCAAGAGGCTGTGTATAAAGCCATAACTGATAAAACAGCTC
S F S S V R 0 G P K E P ¥ I D F I A R L O E A V Y K A I T D K T A>

1910 1920 1930 1940 1950 1960 1970 1980 1990 2000
AGGATGTTGTAATACAGCTTCTTGCATATGATAATGCTAATGCAGAGTGTCAAACTGCTATTAGACCCCTGAGAGGGAAGGCTCATTTAGCTGAATATAT
9 D Vv v I 0L L A Y D NANAEC O T A I R P L R G KA AHULAE Y I>

2010 2020 2030 2040 2050 2060 2070 2080 2090 2100
TAAGGCTTGCGATGGCATTGGAGGTAACTTACATAAGGCTACTCTTTTAGCTCAGGCTATGGCTGGATTAAAAGTAGGAAAAAATATGCCCCATTTCTCA
K A CD GI G G NL HKATTILLAOQA AMASGT LI KV G K NMUP H F 5>

2110 2120 2130 2140 2150 2160 2170 2180 2190 2200
GGCTCTTGCTTTAATTGTGGGCAATTTGGACACACAAAAAAGGAATGTAGAAAAGGAAATCAAAAGGCAAAAACTACTACCATCAATCAACAGAAAAGTC
G S C N C G 9 F G K Cc K G N Q K N Q0 Q K S>

pl0

p24

2210 2220 2230 2240 2250 2260 2270 2280 2290 2300
CCGGTGTATGTCCCTGGTGTAAGAAAGGCAATCACTGGGCAAGTCAGTGTCATTCTAAATTTAGCAAAGATGGACAACCTCTTTCAGGAAACRGGAAGAG
P G v ¢C P W CI KK GNHWASOQT CHS K F S KD G QQ P L S G N X K R

Q R W T T s F R K X E E>

2310 2320 2330 2340 2350 2360 2370 2380 2390 2400
GGGCCCGCCTCGAGCCCCTCAACAAACCGAGGCATATCCGGCACAGCCAGTGCCCTTACAAATGTACAACAATTGTCCCCCGCCACAGCAGGCAGTGCTG
G P P R A P Q T E A Y P A Q PV PL QM YNNTZCUPUP P Q Q A L>
G P A S S P S TN RGTI s GTA ASATLTNUV O OUL S P A T A G S A

2410 2420 2430 2440 2450 2460 2470 2480 2490 2500
%CGEAGACCTCTGCAGCACAATTCCCATCTCCTTACTTCCTGGGGAGCCACCAAAGAAGGTCCCCACGGGAGTTAGGGGACCCTTACCCTCAGGAACAGT

A VvV DL C s T I P I 8 L L P G E P P K K V P T GV R G P L P S G T V>

2510 2520 2530 2540 2550 2560 2570 2580 2590 2600
TGGTCTATTACTTGGAAGGTCTAGTCTAAATTTAAAAGGTGTCACTGTACATACGGGAATAATTGATTCTGATTATACCAGAGAAATTCAATTAGTTATT
G L L L G R S S L N L K G V T Vv HT G I I D S D ¥ T R E I Q0 L V I>

2610 2620 2630 2640 2650 2660 2670 2680 2690 2700
AGTTCCTCAACTCCATGGTCTGCTTCCCCAGGAGAAAGAATTGCTCAGTTGTTGCTGTTACCTTACATAAAACTAGGAAGCAGCACAGTGAAAAGAACAG
S s s W S A s P G E R I A Q0 L L L L Y K G S 8§ T V K R T>

2710 2720 2730 2740 2750 2760 2770 2780 2790 2800
GAGGCTTTGGTAGTACTAATCCAGCAGGAAAGGCTGTATATTGGGTTAATCAAGTGTCTGACAAAAGACCTATTTGTACAGTAACTATTCAGGGAAAAGA

G G F 6 S T N P A G KAV Y WV N Q V S DK RP I C T VT I Q0 G K D>

2810 2820 2830 2840 2850 2860 2870 2880 2890 2900
TTTTGAAGGACTAGTAGATACTGGAGCTGATGTCTCTATTATTGCTTTAAATCAATGGCCCCGGCACTGGCCTAAGCAAAAGGCATCCATTGGTATTGTT
F E G L v bp T G A D V 8§ I I A L N O 0 K S I G I V>

2910 2920 2930 2940 2950 2960 2970 2980 2990 3000
GGAGTAGGAGCTGCCTCAGAAGTTTTTCAAAGTTCCTTGATTTTACCATGTCAAGGGCCGGATGGTCAGGAAGGGACAATTCAACCTATTATTACACCTA
G VvV G A A S E V F 0 s 8 L I L P C 0O G P D G QO E G T I 9 P I I T P>

3010 3020 3030 3040 3050 3060 3070 3080 3090 3100
TTCCTGTCAATTTATGGGGTAGAGACTTATTGCAACAATGGGATGCTGAAATATCTATTCCTATGGATCAATATAGTAATAATAGTAGACAAATGATGAA
I P V N L W G R DL L QO 0 WD A E I 8§ I P M D QY S NN S R QMM K>

3110 3120 3130 3140 3150 3160 3170 3180 3190 3200
AAATATGGGATATCTCCCAGGAAAAGGACTAGGAAAAAATAAAAATGGCCAATCAGAACCTTTAGAATTAAAAGGGCAAACAGATCGGACTGGATTGGGG
* K W P I R T F R I K R A N R S D W G>

N M G Y L P G K GL G KNI KNGO S E P L ETUL K G Q TDRTG L G

3210 322 3230 3240 3250 3260 3270 3280 3290 3300
TGTCATTTTTAGGAGCGGCCATTGTTGAGCCTCCGGCTCCCATTCCTCTTGTTTGGCTAACTGCCAAACCGGTTTGGGTGGAGCAATGGCCACTGAAACA
v s F L G AAIVEU?PPAZPIUPILVWILTA AI KUPV WV E QW P L K 0O

C H F *

3310 3320 3330 3340 3350 3360 3370 3380 3390 3400
GGAAAAACTGGAGGCTTTAAAAGAACTGGTGCAGGAACAATTGCAAAAGGGACATATAGAGCCTACTTTCTCCCCTTGGAATTCTCCTGTATTTGTCATT
E XK L E AL K E L V Q E Q L Q K G H I E P T F S P W NS P V F V I>

ZnF

dUTPase

Protease




pol

LTR14B

3410 3420 3430 3440 3450 3460 3470 3480 3490 3500
AAGAAAAAATCAGGGAAATGGAGAATGTTAACAGATTTAAGGGCTGTTAATGCTGTAATTCAACCCATGGGTGCACTGCAACCAGGGCTGCCCTCCCCAA
K K K §$S G K W R ML T D L R A V NA VI 0 P M GA L Q P G L P S P>

3510 3520 3530 3540 3550 3560 3570 3580 3590 3600
CAATGATCCCAAAATACTGGCCTCTCATAGTGATAGATCTAAAGGATTGCTTTTTTACCATTCCTTTAGCTGCCCAAGATTATGAAAAATTTGCTTTTAC
T M I P K ¥ W P L I Vv I DL K D CF F T I P L A A Q D Y E K F A F T>

3610 3620 3630 3640 3650 3660 3670 3680 3690 3700
TGTTCCCGCCATAAATAATAAAGAACCAGCGGACAGATACCATTGGAAAGTACTACCACAAGGCATGTTAAATAGCCCGACTATTTGTCAAACTTATGTC
vV P A I N N K E P A DR Y HW K VL P QO GMULN S P T I C QO T ¥ V>

3710 3720 3730 3740 3750 3760 3770 3780 3790 3800
GGGAAAGCTATTAAGCCAGTTAGAGAACAGTTTAAAAAATGTTATATTATCCATTACATGGATGATATTTTATGTGCAGCTGAAACTAGGGAAGAATTAA
G K A I K P V R E 0 F K K C ¥ I I H Y M D D I L C A A E T R E E L>

3810 3820 3830 3840 3850 3860 3870 3880 3890 3900
TGTTATGCTACAAACAGTTAGAAAAGGCTGTAAATGCAGCAGGGTTAATTATAGCCCCCGATAAAATCCAAACTTCTACTCCCTTTCAATATTTAGGAAT

M L €C ¥ K 0 L E K A V N A A G L I I A P D K I O T S T P F Q ¥ L G M

3910 3920 3930 3940 3950 3960 3970 3980 3990 4000
GAAGGTAGAACAAAGTGCTATTAAGCCTCAAAAGGTTCAAATTCGAAGAGATAATTTAAAAACTTTAAATGATTTTCAAAAATTATTAGGAGACATTAAT
K v E Q9 S A I K P Q K V Q I RRDNILIKTTULNUD F Q KL L G D I N>
4010 4020 4030 4040 4050 4060 4070 4080 4090 4100
TGGATTCATCCAACTTTAGGCATTCCTACCTATGCTATGTCTCACCTCTTTTCTACTTTACGAGGTGATTCTAACCTTAACAGTAAATGCTCCCTGTCCA
wW Il P TL G I P T YAM S HUL F S TULU R G D S NTL N S K C s L 5>

4110 4120 4130 4140 4150 4160 4170 4180 4190 4200
AAGAAGCATTGGAGGAACTTCAATTAATTGAAGAAAAAATTCAACAAGCACAAGTGAAACGAATTAACCCTATGCAGCCATTACAGTTTTTAGTTTTTCC
K E AL ETETLOQTLIETETZ KTITGQTO QA AT QU VI XK RTINTZPMOQZPTLGQTFTLV F P>

4210 4220 4230 4240 4250 4260 4270 4280 4290 4300
TACTAAACATTCACCTACAGGAGTTATTGTTCAACAGGATGATCTGGTTGAGTGGCTTTTTCTACCTCACAATACAACCAAAACGCTCACTCTGTACTTA
T K H s p T G V I V. Q ¢ D DULV EWILF L P HDNTTI KTTUL T UL Y L>
4310 4320 4330 4340 4350 4360 4370 4380 4390 4400
GATCAAATTGCTGTGCTAGTAGGACAAGCAAGGCTGCGCACAACAAAGTTAATGGGATATGATCCAAATCAGATTATAGTTCCATTAACCAAACAACAAA
D Q I A VL V GQARTIL RTTI KU LMGYDUPNOQOQTII VP LTI K Q O

4410 4420 4430 4440 4450 4460 4470 4480 4490 4500
TTCAACAAGCTTATATTAATTCCCAGGAATGGCAAGTTAATTTGGCAGGTTTTGTTGGCATTCTTGATAATCATTATCCTAAATCTAAAATATTCCAATT
I 0 0A Y I NS QEWOQVNTLASGU FV G I L DNUHYPZ K S K I F Q F>
4510 4520 4530 4540 4550 4560 4570 4580 4590 4600
TCTAAAATTAACATCCTGGATATTGCCTTCTATTACTCAAAAAGCCCCTATTGAAGGGGCCATTACTGTTTTTACTGATGGATCTAGTAATGGAAAAGCC
L K L T s w I L P S I T Q K A P I E G A I T V F T D G S S N G K A>
4610 4620 4630 4640 4650 4660 4670 4680 4690 4700
TCATTTGCAGGACCTCAACAACAAGTTTTTCAAACTGACTTTGCTTCTGCTCAAAGGGCTGAACTTATGGCTGTGATAACAGTGTTAAAAACTTTTAAAC
S F A G P O O OV F 0T D F A S A O R A E L M A V I T VL K T F K>

4710 4720 4730 4740 4750 4760 4770 4780 4790 4800
AGCCAGTAAACATTGTTTCTGATTCAGCCTATGTAGTGCAAGCCACACAAAATATTGAATGTGCCTTAATTCAAAATGTGACTGATGAACAACTTAATCT
Q P VvV N I VvV S D s A Y VvV VvV 0 A T 0 N I E C A L I O N V T D E O L N L>
4810 4820 4830 4840 4850 4860 4870 4880 4890 4900
TTTATTTCATTCTTTACAGCAAGCAGTACAACAAAGGCATTCCCCTTTCTATATCACTCATATGAGAGCACATACTAACCTCCCTGGCCCTTTAACTAAA
L F H S L. 9 0 A VvV 0 O R H S P F ¥ I T H M R A HTNTLP G P L T K>
4910 4920 4930 4940 4950 4960 4970 4980 4990 5000
CTTAATCAAAGGGCGGATGCATTGGTGTCTGCAGCCTTTGCTGATGCACAAACATTCCATTCTTTAACCCATCTTAATGCTGCAGGCCTTAGAAAAAGAT
L NQ R A DALV S A A F A DA AOQOQTF H S L T HL N A A G L R K R>

5010 5020 5030 5040 5050 5060 5070 5080 5090 5100
ATGGTCTATCATGGAAACAAGCTAAAGAAATTGTGCAACACTGTTCTGCCTGCCAAGTCCTGCATCTGCCACATCAAGGAACAGGAGTTAACCCTAGAGG
Y G L S w K 0 A K E I v g H C s A C 0 VL HL P HQ G T G V N P R G>

5110 5120 5130 5140 5150 5160 5170 5180 5190 5200
TTTATCTCCAAATTCCATCTGGCAGATGGATGTAACACATATTCCTGCTTTTGGAAAATTGTCCTTTGTTCATGTTTCAGTAGATACCTATTCACATTTT
L s p N S I W OQMUDVTHTIUPA AV FGI KL S F V HV SsSs VDT Y S H F>

5210 5220 5230 5240 5250 5260 5270 5280 5290 5300
ATCTGGGCCACATGTCAAACAGGGGAAGCTACAGCTCATGTTAAAAGACATCTTTTATCTTGCTTTTCAGTTATGGGAATCCCAGAAAAAATCAAAACTG
I waAaTCOQTGEA AT AHV K RHLL S CVF s VM G I P E K I K T>

5310 5320 5330 5340 5350 5360 5370 5380 5390 5400
ATAACGGCCCAGGATACTGTAGTAAAGCCATGGCTACATTTTTTCAACAATGGAATATTACCCATACTACGGGTATTCCATATAACTCACAAGGACAAGC
D N GP G Y C S KAMA ATV FUVFOQOQWNTITIHTTGTI P Y N S Q G Q A

5410 5420 5430 5440 5450 5460 5470 5480 5490 5500
AATAGTGGAAAGAGCTAATCGTACTTTAAAAACTCAAATACAAAAGCAAAAGGGAGGAGACCAGGAATATAAAACACCACATATGCAATTGCATTTAGCT
I v ERANIRTTULI KTOQTI Q K Q K G GG D Q E Y K TP HMOQUL H L A>
5510 5520 5530 5540 5550 5560 5570 558 5590 5600
TTATTAACATTAAATTTTTTAAATTTACAAAAAGATCAACCCATGACTGCAGCTGAACAACACCTGACAGGACAAAAGGAAAATAAAAAGGCTGGACAAG
L L TL N F L NILOQ K D QP MTAAEOQHTU LT G Q K EN K K A G 0>
5610 5620 5630 5640 5650 5660 5670 5680 5690 5700
ATATATGGTGGAGGGATGCACATACAAAGAGCTGGGAAAAAGGAAAGACAATTATATGGGGAAGAGGATTTGCTTGTGTCTCTCCAGGTGACAATCAGGT
D I W W R D A HT K S W EK G K T I I W GR G F A C V S P G D N Q V>

5710 5720 5730 5740 5750 5760 5770 5780 5790 5800
GCCTGTGTGGGTGCCCACCAAACATCTGAAGATCTATCATGAGCCACAGCATCTAGTGGACCCACCTGTACAGTGCAAATTGAAGGTTTAAGGATTGCTT
P V W VvV P T K HL K I ¥ H E P Q H L VD P P V Q C K L K V *

810 5820 5830 5840 5850 5860 5870 5880 5890 5900
TTTTGCTATACTGTTGCACAAGAAGGATAAGCCTCGATTTGCTTTCTCTGTGCCTTCTGTTAATCAGAAGGGGCCTGTTTCTCATTATCAGTGGTAAGTT

5910 5920 5930 5940 5950 5960 5970 5980 5990 6000
TTACCCCATGGTAATTAACCAAAGAGGCAGAAGCTGAGTTACAAATGCTTCAGCAATGGCAGGCCTCCCGGCTACAGCCACAAAAGTTTTTGCTTCTGTT

010 6020 6030 6040 6050 6060 6070 6080 6090 6100
TCAGTAGATTTACTAACGTGGGGGTGAGGGTATGCTTGTGTTTTTGCAGGAGATGAACAAACCGTGTGGATGCCCTCAAGATGTGTACGACCATGGAACA

1 1 1 6140 6150 6160 6170 6180 6190 6200
GGAGACTGGAGGGACCCATGGATCCCAACCATGGACCGGGTTCCCCCAGTATGAGCCATGAGCCAGTTGAATCTGAATGCGAAGATGGAACGAGGACCGA

6210 6220 6230 6240 6250 6260 6270 6280 6290 6300
CCAGAGTCACTGCTGACATCAACCCCCATAACATGGGGACAGATCAAGAAAACCACACAGGAAGCTGAGAAACTGCTGGAGCACCAAAGTTTTACCTATT

310 6320 6330 6340 6350 6360 6370 6380 6390 6400
GCTGGGATTCAGAGGTACAATAGATGCTTAACGGACCAATGCTTTCTGACTCAGCTCCTCTCTACCCTGAATACAAGAGACCCTAATAGTTAGGCAGGAA

6410 6420 6430 6440 6450 6460 6470 6480 6490 6500
TATCATCGCCCCTATTCAGCATGAAGAAGTTACAGAAGACGGACCTTCATCCTTCTGCAACCCCTAGGATTAAGGGTCCTCTTGTAAAACGGGAAAGGGG

6510 52 530 54 550 6560 6570 6580 6590 6600
AGATATGTGGGAAGCATTCAAACCAGAGCGACTCCATTTTGAATAAGGGCTAAGAAAAATGAAGCTGGATCACCAACCGGCAATTAAGGGCTGCACAGCC

RT

RNaseH

Integrase

6610 62 630 64 650 6660 6670 6680 6690 6700
TGCAATTGCCTTGCTCAATTAAAAAGAGGCCACCTTATGCTAGTAATAATGATAGCTAGTAATAATGATATGTGGTCTCTTTTACAAAAAAGAGAAGGGG PPT

r6710LTR 6720 6730 6740 6750 6760 6770 6780 6790 6800
GGCATGGGAGAAAAGCTGAGTGTTGGGAAAAGCTGAGGCAGGGCTTGCATGTCTGACATAATGTAAAAGAGTCTTGGAACATGTCCGGGGTCCAGGGTCT

6810 6820 6830 6840 6850 6860 6870 6880 6890 6900
AAAACCCCTCGTGGCCTTTGGAACACCAAGCTCTGTGCTAAAGGGTGGAAGGCTACCCTGACGCACCATAATCTAAGCCCAGGGCATAAAACCCCTCGTG

910 6920 6930 6940 6950 6960 6970 6980 6990 7000
GCTTGGATAGAATCCAGGGCTCGTGGCCTCTGGAATGTGTCTAGACTTGCTGGCTCCTTGCTCCTTGCTCTCCCAGGATCGATTGTATCTTGAGTTAAAA

7010 7020 7030 7040 7050 7060 7070 7080 7090 7100
GAACCTGCTCTCCATTATCTCAAGTAGCAGAACATGTTCCATATGCCTCAAAGGAAATGCTAAACCATCACAGCTGTAGATCATGCGCTTAATGCAACTT

1 1 1 15 716 717 718 7190 7200
GCCCTTTCGACCCCCACATTCTCACCACCTGTTTCTTTGTTTGATCACCAATAAATAGTCTGGGCTTCCAGAGCTCGGGGCCTTTGCAGCCTCCATACTT

7210 7220 7230 7240 7250 7260 7270 7280 7290 7300
AGCGTTGGCCCCCTGGACCCACTTTCTCTCTCAAACTGTCTTTTCTCATTCCTTTGACTCCGCCGGACTTCGTCACCCCCACGACCTGGTGTTGGGTCTG

7310
ATCACCCCAACA



pol

env

)
LTR14Bv 3

HERV-K14I, 3' portion, variant with putative eny gene

5510 5520 5530 5540 5550 5560 5570 5580 5590 5600
TTATTAACATTAAATTTTTTAAATTTACAAAAAGATCAACCCATGACTGCAGCTGAACAACACCTGACAGGACAAAAGGAAAATAAAAAGGCTGGACAAG
L L TL N F L NUILOQ K D QP M TAAUEOQHTULTGQ K EN K K A G 0>

5610 5620 5630 5640 5650 5660 5670 5680 5690 5700
ATATATGGTGGAGGGATGCACATACAAAGAGCTGGGAAAAAGGAAAGACAATTATATGGGGAAGAGGATTTGCTTGTGTCTCTCCAGGTGACAATCAGGT
D I WWU R DA AHTIK S WE K G K TI I WGRGVFACV S P G DN Q V>

5710 5720 5730 5740 5750 # 5760 5770 5780 5790 5800
GCCTGTGTGGGTGCCCACCAAACATCTGAAGATCTATCATGAGCCACAGCAGGAAGAGAGGACTCTGGGAAGAGCCAGAACTCCCGATACGAGTGATGGC
PV WV P TKHUL K I Y HEPQQEE EIRTULGIRART®PDT S D G
* R § I M S H S R K R G L W EE P E L P I R V M A

5810 5820 5830 5840 5850 5860 5870 5880 5890 5900
ACAAATGAACATCTCAGAGACAAAGGAAAAGACCGAGAATACTCATCAGGCAGATCCTCCAACATGGGGACAAATCAAGAAACTGGCACAGATGGCAGAG
T N E H L R D K G K DU RE Y S s GR S S NMGTNOQETG T D G R

Q M N I s E T K E K T E N T H Q A D P P T WG Q I K K L A Q M A E>

5910 5920 5930 5940 5950 5960 5970 5980 5990 6000

GACAACCTGAGAGCACAGAACAAACCAAAAACAACTAGTAACCTAATGGTGGCCATGCTGGCAGTACTCACTGTGGCAGTAAGCCTCCCTACTATAGGAG
G Q P E S T E Q T K N N *

D NL RAQNIKU®P XK TT S NTLMVAMT LA AVILTVAV S L P T I G

6010 6020 6030 6040 6050 6060 6070 6080 6090 6100
CAACTCAAAATTTTACTTATTGGGCATATGTCCCATTTCCTCCTTTAATTAGGTCTGTGAGTTGGATGGACCCTGTTATTGAGGTGTACACCAATGACAG
A T Q N F T Y WA Y VP F P P LIRS VS WMUDUP VI E VY TN D S>

6110 6120 6130 6140 6150 6160 6170 6180 6190 6200
TACCTGGATGCCTGAGCCCATAGATAACAGAGGGCCAATGCATCCTAATGAGGAAGGGATGAAAATGAATATATCAATAGGATATAAATATCCTCCAATA
T wM P E P I DNRGPMHU®PNEESGMMI KMMNTISTIG Y K Y P P I>

6210 6220 6230 6240 6250 6260 6270 6280 6290 6300
TGCCTGGGACCTGCTGCTGGATGCTTACAAATTGGCACACAAGTCTGGTTGGCAGTAATCCCTGGAAAAAATAAATCACAGGCTGCTTTACATATGATTT
c L G P AAG CL QI GT QVWILAUV I PG KNI KSOQAATLUHMI

6310 6320 6330 6340 6350 6360 6370 6380 6390 6400
CAGGGCAAAGTTTAAAATATAACCATTCCAGCCCTAAAACTCAGCAGTTCTATCCAAACAAGCTCAAATGTAAACAAAATAGAGTTTGGTTTGAAGGTGT
S G Qg s L K ¥ N H S s P KT Q Q F Y P N KL K CI K OQNURV W F E G V>

6410 6420 6430 6440 6450 6460 6470 6480 6490 6500
GGATGCTTGGAATTGGGAAGATTGTATAGCAAGTAAGGCTGAGGTGCTACAAAATAATTCCTATGGAATCGTCATTGATTGGTCCCCTAAGGGGATTTTT
DA WNWWEDCTIA ASI KA AEVLQNNS Y GG I VI DWS P K G I F>

6510 6520 6530 6540 6550 6560 6570 6580 6590 6600
AAAAAAAATTGCACCAGAAGGCCTTCTTGTAGAACAAATATAATAAACCGATGGAATCGTTGGCAACAGAATCATACACAATATATTCAGACAGAAGCTG
K K N ¢C T R R P S C R TN I I NRWNIRWOQ QNHTOQ Y I Q T E A

6610 6620 6630 6640 6650 6660 6670 6680 6690 6700
ATGTCCCTATCATATGGAGTCCTGGTGGCATTGTCACCCCTAGTCCAAAAATGATATCTCCTGCCATAGGACAGGAACATTCAGAATTATGGAAATTAGC
p v pI I WS P G G I VTP S P KMTI S P ATIGOQEHS EL WK L A

6710 6720 6730 6740 6750 6760 6770 6780 6790 6800
TATGGCTCAAAGTTCAATCAAAATTTGGGAGGGTAAATATAATAAGTATAAAGGGGAAGGAGGTAAAGATAAATATGTTCTTTCTTTTCTTTCTAACAGG
M A Q s 5 I K I W E G K Y N K Y K G E G G K D K Y VL S F L S N R>

6810 6820 6830 6840 6850 6860 6870 6880 6890 6900
ACCTTTTGGATTCAAAGTTGTGTCCAGCCACCTTTTATGTTAGCAATAGGAAATATTACTCTTGACATAAATACCCATTTTATCACCTGCCACGAATGTC
T F w I 9 s ¢V Q P P F ML A I G VNI TUL D I NTHU F I TCH E C>

6910 6920 6930 6940 6950 6960 6970 6980 6990 7000
ACTTGTTTACTTGCATTAACTCAACTTTTGATAAAAATCAAACTATCTTGTTAATTAGAGCCAGAGAAGGAGTTTGGATCCCTGTGTCTCTAAATAGACC
H L F T C I N S T F D K N Q T I L L I R A RE G VW I P V S L N R P>

7010 7020 7030 7040 7050 7060 7070 7080 7090 7100
ATGGGAGGCATCACCATCCATTCATATTATAACTGAGATCCTTAAAAAACTTTTATCCCATTCAAAAAGATTTATAGTTGCTCTTATATTTGCTATAATT
wW EA S p 8§ I H I I T E I L K K L L S H S KR F I V A L I F A I I>

7110 7120 7130 7140 7150 7160 7170 7180 7190 7200
GGCCTCATTGCTGTTACCACTACTGCTGCAGTAGCTGGTGTGGCTTTACACTCATCTGTGCAAACTGTTAAATTTGTTGATAAATGGCAAAAGAATTCTA
G L I AV TTTTTAAVAGV AL H S S V Q0 T V K F V D K W O K N s>

7210 7220 7230 7240 7250 7260 7270 7280 7290 7300
CGAAATTATGGAACTCTCAGGTTCAAACAGATCAAAAAATAGTTAATCAAATTAATGATCTCCGTCAGACAGTAATTTGGATGGGGGATCGTATCATAAG
T K L W N S 0 V 0 T D Q9 K I v N o0 I N D L R Q T Vv I W M G D R I I S§>

7310 7320 7330 7340 7350 7360 7370 7380 7390 7400
TTTAGAAACTAGAATTCAAATGCAATGTGATTGGAATACATCTGACTTTTGCATTACTCCTCATAGTTATAATGAAACAGAACACCAATGGGAAAAAGTT
L E T R I O M Q0 C D W N T S D F C I T P H S Y N E T E H Q W E K V>

7410 7420 7430 7440 7450 7460 7470 7480 7490 7500
AAATGCCATTTAGAAGGTAAAGAGGAAAATCTCTCCCTTGATATTGTAAAACTGAAAGAGCAGGTTTTTGAAGCCTCTCAGGCTCACTTAACCCTGCTCT
K C H L E G K E E N L 8§ L D I VvV K L K E 0 V F E A § 0 A H L T L L>

7510 7520 7530 7540 7550 7560 7570 7580 7590 7600
CTGGAACTGATATTTTAAGCAAGGCAGCTGATGGGTTGTCTGCAATCAATCCTCTTAAATGGATTAAGACCATTGGAAACGCTACACCTGTAAACCTTGT
S ¢ T D I L S K A A D G L S A I NP L KW I KT I G N AT P V N L V>

7610 7620 7630 7640 7650 7660 7670 7680 7690 7700
TCTAATAATTATGTGCTTGTGCTGTCTCGTTTCAGTCTACAGATGCAGAAGCCACCTCTGGAGAGAAAGCCACCGCCGAGAACAAGCAATGATAGCTGTG
L 1 I M»m ¢ L ¢CCL VS VY RCU RS HULMWR RE S HIRIREIOQA AMMTIA V>

7710 7720 773q»I:FR>7740 7750 7760 7770 7780 7790 7800
GCAGTTTTGCAGAACAAAAAAGAGAGACATGTTGGTAGAAGAGCTGAGGCAGGACTGGCTTGTCTGTCATAATGTAAAAGAGTCTTGGAAGATGTCCTGG
A V L Q N K K E R HV G RRAZEAGT LA AT CTL s *

7810 7820 7830 7840 7850 7860 7870 7880 7890 7900
GTCCAGGGTCTAAAACCCCTCGTGGCCTTTGGAACACCAAGCTCTGTGCCAAAGGGTGGAAGGCTGCCCTGCCGCACCACAATCTAAGCCCAGGGCATAA

GP36



LTR14Bv

7910 7920 7930 7940 7950 7960 7970 7980 7990 8000
AACCCCTTGTGGCTTGGATGGAACCCAGGGCTCAGGGCATAAAACCCCTTGTAGCCTCTGGAATGTGTCCAGACTTGCTGGCTCCTTGCTTCTTGCTCTC

8010 8020 8030 8040 8050 8060 8070 8080 8090 8100
CCAGGCTTGTAAACATATTCTATCTTAACTCAAGCAACAGAGCATATTCTATATCAAGTAGCAGAGCATGTTCCATATGCATCAAAGGAAATGCTAAACC
8110 8120 8130 8140 8150 8160 8170 8180 8190 8200
ATCACAGCTACGCTTGATGCACCACTACCTTTCTACCCCCACATCCTCACGCCCTCACCTGTTTACCCCCACATCTACATGTCCTCACCACCTGCTTCTT
8210 8220 8230 8240 8250 8260 8270 8280 8290 8300
TGTTTGATCACCAATAAATAGTGTGGGCTCCCAGAGCTCGGGGCCTTCACAGCCTCCATACTAGCGTTGGCCCCCTGGACCCACTTTATGCACTCTTAAC
8310 8320 8330 8340 8350 8360 8370

TTGTCTTTTCTCATTCCTTTGACTCTGCCGGACTTCGTAGCCCCCATGGCCTGGTGTTGGGTCTGATCACCCCAACA

Suppl Fig. E: Annotated HERV-K14I consensus sequences generated in this study. The
first sequence is the HERV-KI14I having about 800 bp of env-unrelated sequence
downstream from the pol gene. The proviral body is flanked by LTR14B sequences. The
second part of the figure presents the 3' portion of a consensus sequence for HERV-K 141
proviruses with a putative env gene downstream from pol. The 3' LTR is represented by
LTR14Byv, that is associated with env-having HERV-K14I proviruses (see text). The start
of the different pol-env gene region is indicated (#). Locations of proviral open reading
frames for gag, pro, pol and env genes, primer binding site (PBS) and polypurine tract
(PPT) are indicated on the left. Protein domains, as revealed by CD-search, are indicated
on the right and are underlined in the protein sequences. The presented sequence (HERV-
K141 without env) has been deposited in Repbase.



LTR14C

PBS

gag

pro

10 20 30 40 50 60 70 80 90 100
TGTGGGAAAGAGAGTTTCTGGGGTGCCAGTTGAGTTGGTCTCCCCTGTGTGAGACACCCATGGGAAGCCATGGGCGGCCTCTGAGGAGAAAAGTCTCCTT

110 120 130 140 150 160 170 180 190 200
ATTGCCTTCATGTCTTTATGCCCCGAGAGCATAACCGCTCAGCGGCATTCCACAGGTTGCTCAGGGAGATAACACTCCCTTGAAGCAGTGGAGTATAATC

210 220 230 240 250 260 270 280 290 300
AAACATCTTGGCTCCTCCTGAAACCCACTCCCACCCGTTTCAGTCCCGATAAGTTAAAGATCTTAAGTAGTTTAGACACACGCCTTTGCTCAAGGAAATT

310 320 330 340 350 360 370 380 390 400
CACAGAAACCGCCACTGCTACACATCTTATCGAATGACTCACGAGTTCTCCTTCACTGATTAATCCTTTTCCTCATCCCTTCCTCCCCCTCCCATCTGCC
410 420 430 440 450 460 470 480 490 500
CTAAGAACAAAGAGCTTGTAAACCAATAAATTGGGTGGAGCCCAAGAGCTCTGGGCCGTGAGCAAGCCTCCGATGCTCTGGTCCCCTGGACCCGCCTTTT

510 520 530 540 550 560 570 LTR“590 600
AAACGCTTATTCTGTCTCTTTCTAACTCCTTTGTCTCCGCCGGACTCGGGGTACCCACTGGGTGGTGTGGGGCTGGTTTCCCCAACATCTGGTGCCCAAC

610 620 630 640 650 660 670 680 690 700
GCGGGGCTCCCTATAATCTCTACAAATAATCCAGTGAAGAAATGCCAGAGCGTGGAAAGTGGAGGACGACTGACAAAGGACGCCCGAGTACGTTTTCACT

710 720 730 740 750 760 770 780 790 800
TCAAGCTCTACAGGTAAGTAGGGCACTCAGAGAATTCCAGGGTAACCTCAGGAAAATATGGGTCAGGCTGAAAGTAAGTTTGCTAATTACTTAAGCCTGG
* P Q E N M G 0 A E S K F A N Y L § L>

810 820 830 840 850 860 870 880 890 900
TGCAGCAGTTATTGTGCCACAGAGGGGTAATTGTGAGTACCCAAAATCTCACATCTTTGTTCCATCTCATAGAAAAGTATTCTCCTTGGTTCCCGGAATA
vV 0 0 L L ¢C HR GV I V S T Q N L T S L F HL I E K Y S8 P W F P E Y¥Y>

pl0

910 920 930 940 950 960 970 980 990 1000
TGGAACCATGAATGTAAAAGATTGGGACAAGGTCGGATCAGACTTAAAACGAGCACAACAAGAGGGCCACGATATTCCCTTCTCCACTTGGTCTGTGTGG
G T M N VvV K D WD K V G S DL KR A O OE G HD I P F S T W S V W

1010 1020 1030 1040 1050 1060 1070 08 090 1100
TCAGCAATTAAAACAGCACTGGAGCCCTTCCACACTGAGGAGGAGGAGGAGAAGTTTCAGGATGACATAGAAAAGTTTAATAATCAGGAGTCTGATGATC
S A I K T A L E P F H T EEEEE K F Q D D I E K F NN Q E S D D>

1110 1120 1130 1140 1150 1160 117 18 190 200
AGCAAAGTGAACCATCACAGTCTAGTTTTAAAAAGGGGGAGAAATGGGAAGCTATATATGCTAACCTCCAAAAACTTATGAAAGAAACAGTTCCACCTAC
Q 9 S E P S Q s s F K K G E K w EATI Y A NILOQK L M K E T V P P T>

1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
TGCAGAAACAGTGCCACCTACTGCGCCTTTAGGGGAAGGTCCGGAATGGCCACCCCCACCTCAGCCTTATGAATTTTTGGAAYGGGAGCCTGAGACGCGG
A E TV P P TAUPULGEGU?PEWU?PU®P PP QP Y EF L E X E P E T R

1310 1320 1330 1340 1350 1360 137 1380 1390 1400
CTTGCCACTCCCATTGTTGCACGCCCCACCATTAACTATGGCAAAGGGAAGCTTCAGGCTTGCCCAACAGCCAATTACAGTGAGGGAATGATCCAGGCTT
L A T?P I VA R?PTINYGI KGI KILOQA AT CU®PTA ANY S EGMTI Q A

1410 1420 1430 1440 1450 1460 1470 1480 1490 1500
GTCCACCTGTTAATTATGGTAGAGGAATGCTGCAAGCCAGCCCAAATACAAATTATGGTGCAGGGACAATCCAGGCATCCATTTGCCAGGCACGAGAAAT
c p PV NY GRGMUL QA S PNTNYGAGTTIOQAJSTICOQAIRE M

1510 1520 1530 1540 1550 1560 70 1580 1590 1600
GGGGGATTTGGATGCTTGGCAGTTTCTGGTAATTATTTCTCCAGCTGAGGAGCCCAGAGAACATGCTCAAGCATGCTGGGAGCCATTTCCTTTTAAAATA
G b L DAWOQVF L VI I S P AEE?PI REUHAQATCWE?PF P F K I>
1610 1620 1630 1640 1650 1660 1670 1680 690 1700
TTAAAAGACTTAAAGCAAGCAATTGGACAATATGGGCCAAATTCTCCTTATGTTCATTCCTTGTTACAATCTGTGGCTTATAACCGGCATTTAATACCTA
L K DL K 0 A I GO Y G P N S P ¥ V H S L L 0 S V A ¥ NRHUL I P>
1710 1720 1730 1740 1750 1760 1770 78 1790 1800
TGGATTGGGAGTCATTAGCCCGATCCACCCTGTCCCCCTCTCAATTTCTCCAATTTAAAACCTGGTGGACAGATGAAGCAACAAATCAGGCATGCAGAAA
M D W E S L A R S T L 8 P 8§ 0 F L 9 F K T W W T D E A T N O A C R N>

1810 1820 1830 1840 1850 1860 1870 1880 1890 1900
TGCTCAAGCCCAACCTCCCATTAATATCACATCTGATCAATTGCTTGGAATCGGACAGGCATGGGGTACTGTAAATCAACAGATGGTAATGGGTGATGAG
A QA Q P P I N I T S D O L L G I G Q A WG T V N QO Q MV M G D E>

p24

1910 1920 1930 1940 1950 960 1970 1980 1990 2000
GCTGTTGATCAGCTCAGAACTATATGCCTAAGAGCCTGGGAAAAAATTCATGACCCTGGTACTACTTATCCTTCTTTTAACTCAGTTCGACAGGGTCCAA
A VD 0 L R T I C L R A W E K I HD P G T T Y P S F N S V R Q0 G P>

2010 2020 2030 2040 2050 2060 2070 08 2090 2100
GGGAGCCTTATCCAGATTTTATCGCCCATTTGCAAGACGCGGCTCAAAAGGCTATTTTGGATTCTCATGCCAGGAAAGTGATCATTCAGCTGCTTGCTTA
R E P ¥ P D F I A HL QO D A A Q0 K A I L D S HA R K V I I 0 L L A Y¥>

2110 2120 2130 2140 2150 2160 2170 180 2190 2200
TGAAAATGCTAATACAGAATGTCAGGCAGCAATTAGACCTATTAAGGGAAAGGCAGATCTAAATGAGGAAAAAACTTTAAGTGAATACATTAAAGCCTGT
E N A NT E C 0 A A I R P I K G K A DL NEE K T L S E Y I K A C>

2210 2220 2230 2240 2250 2260 2270 2280 2290 300
GATGGCATTGGGGGGCACTTATATAAGGCCAGCCTCCTTGCTCAGGCAATGGCTGGACTAAGGGTAACAAAAAACACACGAGTGTTCCCTGGATCTTGCT
D 6 I 6 G H L ¥ K ASTLULAQAMAGT LU RV T KNTIRV F P G S C>

2310 2320 2330 2340 2350 2360 2370 380 2390 2400
ATAATTGTGGACAGATAGGACATACAAAAAGAGAGTGTACAAAGAGCCAAAAAAGGCAAAACTCAGGAGGAAAAAGCAGGGAACCAGGTACCTTTCCTAG IN

¥ N ¢C G 9 I G H T K R EC T K S Q K R QN S G G K S R E P G T F P R>

2410 2420 2430 2440 2450 2460 2470 2480 2490 2500
ATGTAAAAAAGGAAAACACTGGGCTAATCAATGTCATTCAAAGTTTGATAACAGCGGACAGCCCTTGCCGGGAAACGGACAGAGGGGCCAGCCCCAGGCC
* R T A L A G K R T E G P A P G>

cC K K G K H WANIOQOT CHS K F DN S G Q P L P G NG QIR G Q P Q A

[
Y

2510 2520 2530 2540 2550 2560 2570 258 2590 00
CTGATTCAAAATGGGGCATTCCCAATTCAGGATGGGACATCCCTGACTCCAAACGGAGTGTTCCCAGCCCAGTCTATCCCTGTACAAATGTACAGCAATT
P DS K W G I P N S GW D I P D S KR S VP S P VY P CT N V
L I 9 N G A F P I QDG T S L T PNGV F P A Q S I PV Q M Y S N>

2610 2620 2630 2640 2650 2660 2670 2680 2690 2700
GTCCCCCTCCACAGCTAAAAGTGGGGCAGTAGATTTATGCTGTACAAAAGCTGTATCCCTCCTTCCTGGGGAGCCTCCTAGGAAGGTCCCAATGGGAGTT
P S T A K S G A V L ¢ cCc T KAV s L L P G E P P R KV P M G V>

s
cC P P P QLK UV G Q

dUTPase

2710 2720 2730 2740 2750 2760 2770 2780 2790 2800
TACGGCCCATTGCCAAATGGCACGGTGGGACTTATACTGGGAAGGTCCAGCTTAAACTTAAAGGGAATTCAAGTACATACTGGAGTAGTGGACTCTGATT
¥y ¢ P L P NGT V GL I L GR S S L NL K G I Q0 V HT G V V D S D>

2810 2820 2830 2840 2850 86 87 88 289 900
GCCAGGGAGAAATTCAAATTGTTATCTCCTCCACTGTTCCCTGGAGTGCTAATCCAGGTGACAGAATAGCTCAACTGTTGCTTTTACCATATGTTAAGTT
cC 9 G E I 9 I v I 8 8 T VvV P W S A NP G D R I A Q L L L L P Y V K L>

2910 2920 2930 2940 2950 2960 2970 2980 2990 3000
AGGAGAAAGCTCAGAAAAAAGAACAGGAGGATTTGGAAGCACAAATTCAGCAGGCAAGGCTGCCTATTGGGTAAATCAAGTCTCTGACAATAGACCTATT
G E S S E K R T G GG F G S T N S A G K AA Y WV N Q V S DN R P I>

Protease

3010 3020 3030 3040 3050 3060 3070 3080 3090 3100
TGTATGGTCACTATTCAAGGAAAACAATTTGAGGGTCTGGTCGACACAGGAGCAGATGTGTCGATCATAGCTCTTTATCAATGGCCAAAAAACTGGCCCA
c M VT I 0 G K O F E G L VD T GA D V S I I AL Y Q W P K N W P>




pro

pol

env

3110 3120 3130 3140 3150 3160 3170 3180 3190 3200
AACAAAAGGCCCCAGTGGGTCTTGTTGGGGTCAGAACTGCTTCAGAAGTTTTCCAAAGTACTTTTATCTTACCATGTCTTGGTCCAGAAGAACAGGAAGG
K 90 K A P V G L V GV R T A S E V F 0 s T F I L P C L G P E E QO E G>

3210 3220 3230 3240 3250 3260 3270 3280 3290 3300
CACAATAAAACCTGTAATTATACCCATTCCTGTTAACTTATGGGGGAGAGATCTGCTTCAGCAATGGGGCACAGAAATTTCAATCCCTTCTCCCCGGTAT
T I K P VvV I I P I P V N L W G R DL L O O W G T E I 8 I P S P R Y>

3310 3320 3330 3340 3350 3360 3370 3380 3390 3400
GGTCAAGCTAGTCAAAAAATAATGTCAAACATGGGCTATGTTCCCAGAAAAGGCCTAGGAAAACAGGAGACGGGCATTATTGAACCCATACAGGTTACTG
G Q A S Q K I M s NM G Y VPRI KGILGI KOQETSGTITIEU?PTIQ V T>

3410 3420 3430 3440 3450 3460 3470 3480 3490 3500
TAAAAAATGACCGAAAAGGATTAGGTTACCATTTTTAGGGGTGGTCACTGTTGAGCCTCCAAGTCCTATTCCCTTAAAATGGAAGACCCAAAATCCTGTT
vV K N D R K G L G Y H F *

P F L G VVTVEU?PUP S P I P L KW KT QN P V>

3510 3520 3530 3540 3550 3560 3570 3580 3590 3600
TGGGTCAAGCAGTGGCCACTTTCTCAGGAAAAATTGGGGGCCTTACAGGAATTAGTCAAAGAGCAATTAAACAAAGGAAACATTGAGCCCACATTTTCTC
WV K Q w P L S Q E KL GA L Q E L V KEOQULNI KGN NTIE P T F 8>

3610 3620 3630 3640 3650 3660 3670 3680 3690 3700
CATGGAATTCGCCAGTGTTTGTAATAAAGAAAAAATCCGGCAGATGGCGCATGCTAACCGACTTACGAGCGGTCAATGCAGTCATCCAGCCAATGGGGGC
P W N S P V F V I K K K S G R W R MUL T DL R A YV N A V I 0 P M G A>

3710 3720 3730 3740 3750 3760 3770 3780 3790 3800
CCTGCAGCCAGGGCTTCCATCCCCCACCATGATTCCTAGAGACTGGCCATTAATAATTATAGATTTGAAGGATTGCTTTTTTAATATTCCTCTAGCAGAG
L o P GL P Ss P T M I P R DWP L I I I DL KD CVF F N I P L A E>

3810 3820 3830 3840 3850 3860 3870 3880 3890 3900
TCTGATTTTGAGAAATTTGCTTTTACTATTCCTGCTATGAACAACAAGGAACCAGCAGCCAGATATCATTGGAAAGTCCTGCCACAGGGTATGTTGAATA
S D F E K F A F T I P A M NNKE P A A R Y HW K VL P O G M L N>

3910 3920 3930 3940 3950 3960 3970 3980 3990 4000
GTCCTACTATTTGTCAAACTTTTGTGGGGAAGGCTATTCAACCTGTGAGAGATCAGTTTCCAGATTCGTATATCATTCATTATATGGATGACATATTGTG
s p T I C 0 T F V G K A I 9 P V R D QO F P D S ¥ I I H Y M D D I L C>

4010 4020 4030 4040 4050 4060 4070 4080 4090 4100
TGCGGCCGAAAATCGAGACCAACTTATCCAGTGTTATTCATATTTACAGGAGGTGGTAGCCAATGCTGGATTGCTCATAGCACCAGATAAAATTCAAACG
A A E NRD QO L I 0 C ¥ 8 ¥ L 0 E V V A NA G L L I A P D K I QO T>

4110 4120 4130 4140 4150 4160 4170 4180 4190 4200
GCCACTCCTTTCCAATATTTGGGAATGCAGGTTCAGGAAAGGGCAATTAAACCCCAAAAGGTTCAAATTCGAAAAGACTCTCTGAAAACTTTAAATGATT
F Yy LG M 0 V. Q9 E R A I K Q vV ¢ I R K D S L K T L N D>

4210 4220 4230 4240 4250 4260 4270 4280 4290 4300
TTCAAAAATTATTAGGGGATATCAATTGGATTCGACCTACTTTGGGAATCCCTACCTATGCTATGTCTAATCTGTTCTCTATTTTAAGAGGAGACCCTGC
F 9 K L L6 D I N W TIRU©PTLGTI P T Y AMSNTLU F S I L R G D P A

4310 4320 4330 4340 4350 4360 4370 4380 4390 4400
TCTCAATAGTAAACGAGAACTGACTCCTGAGGCTGACAAAGAATTACAAATGATTGAAGAAAAAATACAACAGGCCCAGGTTAATAGAATAGACTCAAGT
L N S K R E L T P EADI KETLOQMTIETEI KTIOQOQA AOQVNRTI D S s>

4410 4420 4430 4440 4450 4460 4470 4480 4490 4500
TTACCATTACAGTTCATTGTGTTCCCTACTCTCCATTCTCCTACAGGGGTTATAGTTCAGAGTGAGGACTTAGTTGAATGGTCTTTTCTGCCTCACAATA
L P L Q F I VF P TLH S P TGV I V QS EDILV EW S F L P H N>

4510 4520 4530 4540 4550 4560 4570 4580 4590 4600
CTGTTAGAACACTCACAGTATACTTGGATCAGATGGCAATCTTGATTGGGCAAGCTCACCTTAGAGTTGTTAAACTTTGTGGCTCAGATCCAGATAAGAT

T VvVRTUL TV YL D QMATIULTIGOQA AUHTI LI RV YV KL CG S D P D K I>

4610 4620 4630 4640 4650 4660 4670 4680 4690 4700

TATAGTTCCAATGAATAAAAATCAGATTCGGCAAGCCTTTGTTAATTTGGTCAATTGGCAAATAAATTTAGCTGGCTTCATTGGAGTTCTTGACAATCAC
I vp M NKNQTIROQAVFVNILVNWOQTINILASGT FTIGV L D N H>

4710 4720 4730 4740 4750 4760 4770 4780 4790 4800
TATCCAAAAAACAATTTTTTTCAGTTTTTAAAGCTAACAACATGGGTCCTTCCAAAAATTACCCATTGTGCTCCATTGGAAGGAGCAGTGACTGTGTTTA
Yy P K NN F F Q F L K L T T WV L P K I THCA AU®PULEGA AV T V F>

4810 4820 4830 4840 4850 4860 4870 4880 4890 4900
CAGATGGCTCTAGCCATGGAAAAGCAGCTTATGTGGGACCTAAAAACAGAATTATTCAAACTGACTTTCAATCGGCACAGAGGGCTGAATTACAGGCAGT
T D G S S H G K A A Y V G P K NR I I 0 T D F Q S A Q R A E L QO A V>

4910 4920 4930 4940 4950 4960 4970 4980 4990 5000
TATAGCTGTGTTAGAAGACTTTAAGCAACCTGTAAATATTGTCTCTGATTCAGCTTATGTTGTTCAAGCCACTCAATACATAGAAACTGCACTCATTAAA
I AV L E D F K O P V N I V S D S A ¥ V V 0 A T Q0 Y I E T A L I K>

5010 5020 5030 5040 5050 5060 5070 5080 5090 5100
TATCTTGTGGATGAACAACTCTATCAGCTGTTTTCTTCTTTACAAAAGGCAGTGCGTGATCACTATTTTCCTTTCTATATCATGCACATTCGAGCATATA
Yy L v p E 0L ¥ 0L F 8§ S L Q K A V Y F P F ¥ A Y>

5110 5120 5130 5140 5150 5160 5170 5180 5190 5200
CTAATCTCCCTGGGACCGTTGTAAGGGCTAACGATCAAGCTGATTTACTAGTTTCCACTGTGCTTACTAATGCCCAAGATTTTCACTCCCTAACACATGT

T N L P G T V VR A ND O AD L L V S TV L TN AOD F H S L T H V>

5210 5220 5230 5240 5250 5260 5270 5280 5290 5300
TAATGCAGCAGGACTTAAACAAAAATATCAAATTACTTGGAGACAGGCAAAGGACATTGTGCAACATTGCCCTCAGTGCCAGGTACTACAACTGCCACAT
N A A G L K O K Y 0 I T W R O A K D I V O H C P QO C O V L Q L P H>

5310 5320 5330 5340 5350 5360 5370 5380 5390 5400
GAAGGGACTGGTGTTAACCCATGGGGATTAACCCCCAATATGTTGTGGCAAATGGACGTAACCCATGTACCTTCATTCGGGAAACTTTCATACGTCCATG
E GG T G V N P W G L T P NMULW OMD V T H V P S F G K L 8§ Y V H>

5410 5420 5430 5440 5450 5460 5470 5480 5490 5500
TTACTATAGATACCTTTTCTCATTTTGTATGGGCAACTTGCCAAACAGGTGAGGCAGCTGCTCATATTAAAAGACATTTACTTTCCTGTTTCGCTGCCAT
v T I D T F S H F V WA T C O T G E A A A H I K R HL L S C F A A M

5510 5520 5530 5540 5550 5560 5570 5580 5590 5600
GGGCATCCCACAAAAGATTAAAACAGACAATGGCCCAGGCTACTGTAGTAAATCTTTACAAGCGTTCCTTCAACAATGGCACATTGAGCACAGTACTGGA
G I P Q9 K I K T D N G P G ¥ C S K S L 0 A F L Q0 O W H I E H S T G>

5610 5620 5630 5640 5650 5660 5670 5680 5690 5700
ATACCCTATAATTCTCAAGGCCAAGCCATTGTTGAACAGGCTAATCGAACCTTAAAATCTCAATTACAAAAACAAAAGACAGAGGGGGGAACCAGAGAAT
N S 0 G 9 A I V E O N R L K S 0 L Q K Q G G R E>

5710 5720 5730 5740 5750 5760 5770 5780 5790 5800
ACTCTACTCCCCATATGCAGCTACAATTGGCTCTTATCACTTTAAATTTTTTGAATTTGTCTAGAGATCAGGTTACAACGGCAGCAGAGCAGCATTTGAC
Yy s T P H M QL QL AL I TLNUVFULNILSIRDOQV T TA A AE Q H L T>

5810 5820 5830 5840 5850 5860 5870 5880 5890 5900
AGGGCAAAAAATAAATCCTCATGAAGGAAAACATGTGTGGTGGAAGGACGTCAGAACCAAAACCTGGGAAAAGGGCAAAATCATTACATGGGGTCGAGGG

* I L M K E N M C R T E P K P G K R A K S L H G E G
G Q K I N P H E G K H V

5910 5920 5930 5940 5950 5960 5970 5980 5990 6000

TTTGCTTGTATCTCACCAGGAGAGAATCAGCTTCCTGTCTGGGTACCCACAAGACATCTTAAGCTGTGCCATGAGCCAGAATCCAAGGAAGAGGAAAAGA
L L VvV S H Q E R I s F L S G Y P O D I L S C A M S Q N P R K R K R
F A C I s P G E N QL P VWV P TRHUL K L CHE P E S K E E E K>

Protease

RT

RNaseH

Integrase



6010 6020 6030 6040 6050 6060 6070 6080 6090 6100
CCTCGGAACGTCCCTGCACCCCCAGTTCATCAGATGGCTCAGATGAACATCTCTGTTGAGCAGATGGAAACCAGTAAAACTCACCAAGCAACTCCACCGA
P R NV PA P P V HQMAOQMNTI SV EQMET S K THQA AT P P>

T S E R P C T P S S S D G S D E H L C *

pol

6110 6120 6130 6140 6150 6160 6170 6180 6190 6200
CCTGGGGGCAGATGAAGAGACTAGCTCACATTGCAGAAGAGAACCTGAGGTCTCAGAACAAGCTGCTGACCACCAGTAATCTAATGGTAGCTATGATGGT
T W G Q M K R L A H I AEENILWIRSOQNI XKLL TTSNTLMVAMMYVV
6210 6220 6230 6240 6250 6260 6270 6280 6290 6300
GGTAATCTCCTTGGTGGTGAGTCTCCCCGTAGCTGAGGCAGATCAAAATTACACTTATTGGGCCTACATTCCATTCCCACCACTGATTAGGCCTGTTACA
v Il s L vV SsS L P VA EADQNY T Y WA AY I P F P P L I R P V T>
6310 6320 6330 6340 6350 6360 6370 6380 6390 6400
TGGTTAGACCCCCCAGTGGAGGTTTATGTTAATGATAGTGTCTGGATGCCTGGACCAACAGATAACCGAGGTCCTACTCATCCAGAGGAGGAAGGAATGT
WL D P PV E VY VND S VWMU?PG?P TDNI RGP TH?PEE E G M
6410 6420 6430 6440 6450 6460 6470 6480 6490 6500
TAATGAATGTTTCCATTGGTTATCGCTTTCCTCCCATCTGCCTGGGGCCAGCAGCAGGATGTTTAAATTATGATAAACAAAGTTGGATGGTTTATGTCCC
L M NV s I G Y R PF P PI CULG?PAASGTCTULNYDI KOQS WMV Y V P>
6510 6520 6530 6540 6550 6560 6570 6580 6590 6600
TGCACATAATGGATCAAAAGCCTCTATTCATGCAATCAGTGGAAGAACATTTCAATCTTTGGACACTATTAAATACCTTGAGCATGGCTATGTTATGACA
A H N G S K A S I H AI S GUR TV F Q s L DTTI K Y L EHG Y V M T>
6610 6620 6630 6640 6650 6660 6670 6680 6690 6700
CATCGCCAGATTAATAAATTTAAACCTAATAAGAAGCCCTGCCCTAGGCAGGCCACTAAATGGTCTGAAAAGCTAGAGGTGCTAACCTGGGAAGATTGTA
H R Q I N K F K P N K K P C P R QA TKXK W S E KL E VL T W E D C>
6710 6720 6730 6740 6750 6760 6770 6780 6790 6800
TTGCAAACAGCGCTGCTGTACTGCAAAATAATTCCTATGGAATCATCATTGATTGGGCCCCTAGGGGACACTTTGCAGTAAATTGTACTGGACAGAGCAA
I A N S A AV L QNN S Y G I I I DWAUPIRGHU FAUVNTZCTG Q S K>
6810 6820 6830 6840 6850 6860 6870 6880 6890 6900
AGATTGTAGAGAGACTCCTTTTGCAAATGACTACCCAGATAATGCACCAAAATTATATAGAAGAATTGAAACAAATTACCCTATTAAGTGGGAGGAGAAT
D C R E TP F AND Y P DDNAUPI KL Y RRTIETNYPTI KW E E N>
6910 6920 6930 6940 6950 6960 6970 6980 6990 7000
GGTATGGCTCCTCCAAGCCCAAAAATGATTGATCCAATTATAAGTCCAGAACATCCAGAATTGTGGAAATTAATGATGGCTCAAACCCCAATTCGGATTT
G M AP P S P KM TIODUP I I S P EH?PETILW KU LMMAA QTP I R I>
7010 7020 7030 7040 7050 7060 7070 7080 7090 7100
GGAAAGGAGAATATAAAACAGAGACCCATAGTAAAAAACTTCGATTTGTTGTAGCCATGACCTCTAATCAGACGGTCCCATTGCAGAGTTGTGTTAAACC
W K G E Y K T ETH S K KL RF VVAMT S NQTV P L Q S C V K P>
7110 7120 7130 7140 7150 7160 7170 7180 7190 7200
TCCTTTTATGTTGGCAGTGGGAAAAATTAATATCCTACCTGACTCTCAAACCATATCATGCCTCAACTGTCATCTTTTTACCTGCATTAATTCTACCTTT
P F ML AV G K I NTILPDSTTI S CULNCHTULU FTT CTINS T F>
7210 7220 7230 7240 7250 7260 7270 7280 7290 7300
AATAAAGATAATAGCATTTTACTGGTTAGGGCCCGAGAAGGAGTTTGGATACCTGTTTCCCTCAATAGACCTTGGGAGGCCTCTCCCTCCATACATATTA
N K DN S I L L VRAREGUV W I PV S L NIRUPWEA AS P S I H I>

7310 7320 7330 7340 7350 7360 7370 7380 7390 7400
TCACTGAAGTACTAAAAGGAATACTTAATAGATCAAAGAGATTCATATTTACTTTAATAGCTGTGATCATGGGCCTTATAGCTGTCACAGCTACTGCTGC
I T E VL K G I LNI RS KU RUPFTIVF TUL I AV I MGULTIAUV TAT A A

env

7410 7420 7430 7440 7450 7460 7470 7480 7490 7500
TGCTGCTGGTGTTGCTTTGCACTCTTCTATTCAAACTGCGGGCTTTGTGGATAGTTGGCAGAAAAATTCTTCTAAGCTTTGGAATTCCCAAAGCCAAATA
A A G V A L H S 58S I 0 T A G F V D S W Q K N S S K L W N S O S Q0 I>

7510 7520 7530 7540 7550 7560 7570 7580 7590 7600
GATCAAAAATTGGCAAATCAAATTAATGATCTCCGTCAAACAGTAATTTGGATGGGAGATCGGATTATGAGCTTGGAGCATAGAATTCAAATGCAATGTG
D 0 K L AN O I N DL R Q T Vv I WM G D R I M S L E HR I O M c>

7610 7620 7630 7640 7650 7660 7670 7680 7690 7700
ATTGGAATACTTCTGATTTTTGTATTACTCCTAGCTCTTATAATGCCACTGAACACCATTGGGAGATGATTAGACATCACCTACAAGGAAAAGAAGATAA
D W NT S DF CI T P S S ¥ NA T EHHWEMTIRHHTL QO G K E D N

GP36

7710 7720 7730 7740 7750 7760 7770 7780 7790 7800
TTTAACATTAGATATTGCTAAACTGAAAAAACAACTTTTTGAGGCATCTCAGGCTCATCTCACCCTGTTGCCTGGAGCTGATATTCTTGCTGGAGCCACT
L T L D I A K L K K O L F E A S QA HL T L L P G A D I L A G A T>

7810 7820 7830 7840 7850 7860 7870 7880 7890 7900
GATGGCCTTTCTAATACCAATCCTTTAAAGTGGATTAAAACCATAGGTGGATCAACAATTGCAAATTTTATTTTGGTTTGTGTCTGTTTATGCTGTTTGT
D G L S N T NP L KW I K TI GG S TTI ANV FIL V CV CTUL C C L>

7910 7920 7930 7940 7950 7960 7970 7980 7990 8000

TTTTAGTCTACAGATGCAGACGGCACCTTGGGAGAGAAGCCAGACACCGTGAACGAGCCATGATAGCAATGGCGGTTATTAATAAAAAAAAATTAATAGA

F L v Y R ¢ R RHL GIREARUHREI R AMTIW AMMA AV I N KK K L I E
rLTR

8010 8020 8030 8040 8050 8060 8070 8080 8090 8100

PPT GACAAAAAAGGGGGACATGTGGGAAAGAGAGTTTCTGGGGTGCCAGTTGAGTTGGTCTCCCCTGTGTGAGACACCCATGGGAAGCCATGGGCGGCCTCTG

T K K G Db MW EIREVFUL GCOQU LS WS PLCETU®PMG S HG R P L>

>

8110 8120 8130 8140 8150 8160 8170 8180 8190 8200
AGGAGAAAAGTCTCCTTATTGCCTTCATGTCTTTATGCCCCGAGAGCATAACCGCTCAGCGGCATTCCACAGGTTGCTCAGGGAGATAACACTCCCTTGA
R R KV s L L P S CL Y A P R A *

8210 8220 8230 8240 8250 8260 8270 8280 8290 8300
AGCAGTGGAGTATAATCAAACATCTTGGCTCCTCCTGAAACCCACTCCCACCCGTTTCAGTCCCGATAAGTTAAAGATCTTAAGTAGTTTAGACACACGC

8310 8320 8330 8340 8350 8360 8370 8380 8390 8400
CTTTGCTCAAGGAAATTCACAGAAACCGCCACTGCTACACATCTTATCGAATGACTCACGAGTTCTCCTTCACTGATTAATCCTTTTCCTCATCCCTTCC

LTR14C

8410 8420 8430 8440 8450 8460 8470 8480 8490 8500
TCCCCCTCCCATCTGCCCTAAGAACAAAGAGCTTGTAAACCAATAAATTGGGTGGAGCCCAAGAGCTCTGGGCCGTGAGCAAGCCTCCGATGCTCTGGTC

8510 8520 8530 8540 8550 8560 8570 8580 8590 8600
CCCTGGACCCGCCTTTTAAACGCTTATTCTGTCTCTTTCTAACTCCTTTGTCTCCGCCGGACTCGGGGTACCCACTGGGTGGTGTGGGGCTGGTTTCCCC
AACA

Suppl Fig. F: Annotated HERV-K14CI consensus sequence generated in this study. The proviral
body is flanked by LTR14C sequences. Locations of proviral open reading frames for gag, pro,
pol and env genes, primer binding site (PBS) and polypurine tract (PPT) are indicated on the
left. Protein domains, as revealed by CD-search, are indicated on the right and are underlined in
the protein sequences. The presented sequence has been deposited in Repbase.



