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Supplementary Tables

Supplementary Table S1. Geographical coordinates and number of Physalis samples collected from seven Counties in Kenya

Serial | County Location Latitude Longitude | No. of
No. samples
collected
1. Kericho Londiani - Sorget | 0.0684° S 35.5548°E | 10
2 Elgeyo- Chebororwa 0.9487° N 35.4234°E |13
Marakwet
3. Homa Bay Ndhiwa 0.7299° S 343671°E |3
4. Nakuru Gilgil market 0.4923° S 36.3173°E |1
5. Kajiado Ongata Rongai 1.3939° S 36.7442°E |5
6. Nyeri Mukurweini 0.5609° S 37.0488°E |5
7. Kiambu Tigoni 1.1651° S 36.7065° E | 17
Thika 1.0388° S 37.0834°E |9
Muguga 1.2551° S 36.6580°E |1

Supplementary Table S2. Physalis accessions collected from various counties in Kenya

No. | SampleID | County of sample | Specific Location | Latitude | Longitude | Altitude | Assumed species
collection of collection (meters) | status

1. Londiani L1 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

2. Londiani L2 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

3. Londiani L3 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

4. Londiani L4 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana




5. Londiani L5 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

6. Londiani L6 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

7. Londiani L7 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

8. Londiani L8 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

9. Londiani L9 | Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana

10. | Londiani Kericho Londiani - Sorget | 0.1635°S | 35.5931° E | 2300 P. peruviana
L10

11. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
C1

12. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
C2

13. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
C3

14. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
C4

15. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
C5

16. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
elin

17. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
e2in

18. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana

e3in




19. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
edin

20. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
edin

21. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
ebin

22. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
e7in

23. | Chebororwa | Elgeyo-Marakwet | Chebororwa 0.9487° N | 35.4234° E | 2078 P. peruviana
e8in

24. | Ndhiwa hbl | Homabay Ndhiwa 0.7299°S | 34.3671° E | 1276 P. peruviana

25. | Ndhiwa hb2 | Homabay Ndhiwa 0.7299°S | 34.3671° E | 1276 P. peruviana

26. | Ndhiwa hb3 | Homabay Ndhiwa 0.7299°S | 34.3671° E | 1276 P. peruviana

27. | Mukurweini | Nyeri Mukurweini 0.5609°S | 37.0488° E | 1669 P. peruviana
nyl

28. | Mukurweini | Nyeri Mukurweini 0.5609°S | 37.0488° E | 1669 P. peruviana
ny2

29. | Mukurweini | Nyeri Mukurweini 0.5609°S | 37.0488° E | 1669 P. peruviana
ny3

30. | Mukurweini | Nyeri Mukurweini 0.5609°S | 37.0488° E | 1669 P. peruviana
ny4

31. | Mukurweini | Nyeri Mukurweini 0.5609°S | 37.0488° E | 1669 P. peruviana
ny5

32. | Ongata Kajiado Ongata Rongai 1.3939°S | 36.7442° E | 1731 P. peruviana

Rongai norl




33. | Ongata Kajiado Ongata Rongai 1.3939°S | 36.7442° E | 1731 P. peruviana
Rongai nor2

34. | Ongata Kajiado Ongata Rongai 1.3939°S | 36.7442° E | 1731 P. peruviana
Rongai nor3

35. | Ongata Kajiado Ongata Rongai 1.3939°S | 36.7442° E | 1731 P. peruviana
Rongai nor4

36. | Ongata Kajiado Ongata Rongai 1.3939°S | 36.7442° E | 1731 P. peruviana
Rongai nor5

37. | Gilgil gm Nakuru Gilgil market 0.4923°S | 36.3173° E | 1981 P. peruviana

38. | Muguga Kiambu Muguga 1.2551°S | 36.6580° E | 2132 P. peruviana
DM

39. | Thika TK1 Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

40. | Thika TK2 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

41. | Thika TK3 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

42. | Thika TK4 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

43. | Thika TK5 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

44. | Thika TK6 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

45. | Thika TK7 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

46. | Thika TK8 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

47. | Thika TK9 | Kiambu Thika 1.0388°S | 37.0834° E | 1507 P. peruviana

48. | Tigoni T1 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana




49. | Tigoni T2 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
50. | Tigoni T3 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
51. | Tigoni T4 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
52. | Tigoni T5 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
53. | Tigoni T6 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
54. | Tigoni T7 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
55. | Tigoni T8 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
56. | Tigoni T9 Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
57. | Tigoni T10 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
58. | Tigoni T11 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
59. | Tigoni T12 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
60. | Tigoni T13 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
61. | Tigoni T14 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
62. | Tigoni T15 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
63. | Tigoni T16 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana
64. | Tigoni T17 | Kiambu Tigoni 1.1651°S | 36.7065° E | 2100 P. peruviana




Supplementary Table S3. Physalis accessions that were successfully amplified and sequenced for the ITS2 gene.

No | Sample ID Sequencing Sequence GC content %
success length (base
pairs)
1. | Londiani L1i Not N/A N/A
successful

2. | Londiani L2i Successful 466 61.6
3. | Londiani L3i Successful 602 62.1
4. | Londiani L4i Successful 663 65.2
5. | Londiani L5i Successful 656 61

6. | Londiani L6i Successful 310 60
7. | Londiani L7i Successful 511 60.3
8. | Londiani L8i Successful 642 60.4
9. | Londiani L9i Successful 624 59.6
10. | Londiani L10i Successful 578 59.9
11. | Chebororwa C2i Successful 679 61.1
12. | Chebororwa Cb5i Successful 469 61.6
13. | Chebororwa elini Successful 373 62.5
14. | Chebororwa e2ini Successful 383 61.4
15. | Chebororwa e3ini Successful 683 60.6
16. | Chebororwa e4ini Successful 508 60.2
17 | Chebororwa ebini Successful 707 61
18. | Chebororwa eb6ini Successful 664 60.4
19. | Chebororwa e7ini Successful 692 60.8
20 | Ndhiwa hb2i Successful 676 60.8
21. | Ndhiwa hb3i Not N/A N/A

successful




22. | Mukurweini ny4i Not N/A N/A
successful

23. | Mukurweini ny5i Successful 514 66.9

24. | Gilgil gmi Successful 274 59.5

25. | Muguga DMi Successful 595 61.7

26. | Thika TK1i Not N/A N/A
successful

27. | Thika TK2i Not N/A N/A
successful

28. | Thika TK3i Not N/A N/A
successful

29. | Thika TK4i Not N/A N/A
successful

30. | Thika TK5i Not N/A N/A
successful

31. | Thika TK6i Not N/A N/A
successful

32. | Thika TK7i Not N/A N/A
successful

33. | Thika TKS8i Successful 310 61

34. | Thika TK9i Successful 272 62.5

35. | Tigoni T1i Not N/A N/A
successful

36. | Tigoni T2i Successful 431 59.6

37. | Tigoni T4i Successful 274 60.6

38. | Tigoni T6i Not N/A N/A

successful




39. | Tigoni T7i Not N/A N/A
successful

40. | Tigoni T8i Not N/A N/A
successful

41. | Tigoni T9i Successful 545 60.4

42. | Tigoni T10i Not N/A N/A
successful

43. | Tigoni T11i Successful 237 55.7

44. | Tigoni T12i Not N/A N/A
successful

45. | Tigoni T17i Not N/A N/A
successful

46. | Ongata Rongai norli | Successful 679 60.2

47. | Ongata Rongai nor3i | Successful 415 63.6

48 | Ongata Rongai nor4i | Successful 677 60.4

49 | Ongata Rongai nor5i | Successful 683 60.8




Supplementary Table S4. Physalis accessions that were successfully amplified and sequenced for the rbcL gene

No | Sample ID Sequencing Sequence GC
success length (base | content %
pairs)
1. | Londiani L1r Successful 547 43.9
2. | Londiani L2r Successful 615 43.3
3. | Londiani L3r Successful 733 43.1
4. | Londiani L4r Successful 520 43.1
5. | Londiani L5r Successful 730 42.7
6. | Londiani Lér Successful 634 43.1
7. | Londiani L7r Successful 615 43.3
8. | Londiani L8r Successful 621 42.8
9. | Londiani L9r Successful 543 43.1
10. | Londiani L10r Successful 604 43
11. | Chebororwa C2r Successful 732 45.5
12. | Chebororwa C4r Successful 745 43.5
13. | Chebororwa Cbr Successful 463 445
14. | Chebororwa elinr Successful 513 45.2
15 | Chebororwa e2inr Not N/A N/A
successful
16. | Chebororwa e3inr Not N/A N/A
successful
17. | Chebororwa edinr Successful 743 42.8
18. | Chebororwa eb6inr Successful 815 43.2
19. | Chebororwa e7inr Successful 745 43.9
20. | Chebororwa e8inr Successful 717 43.5
21. | Ndhiwa hblr Not N/A N/A




successful

22. | Ndhiwa hb2r Successful 745 43
23. | Ndhiwa hb3r Successful 744 43
24. | Mukurweini nylr Successful 854 42.3
25. | Mukurweini ny3r Not N/A N/A
successful
26. | Mukurweini ny4r Successful 724 44.8
27. | Mukurweini ny5r Successful 712 44.7
28. | Gilgil gmr Successful 637 42.9
29. | Muguga DMr Successful 475 44
30. | Thika TK1r Not N/A N/A
successful
31. | Thika TK2r Successful 733 43.4
32. | Thika TK3r Successful 792 43.2
33. | Thika TK4r Successful 815 43.4
34. | Thika TK5r Not N/A N/A
successful
35. | Thika TKér Successful 789 43.5
36. | Thika TK7r Successful 733 42.8
37. | Thika TK8r Successful 626 43.1
38. | Thika TK9r Successful 815 43.1
39. | Tigoni T2r Successful 582 43.1
40. | Tigoni T4r Successful 841 43.6
41. | Tigoni Tér Successful 464 444
42. | Tigoni T7r Successful 807 43.1
43. | Tigoni T8r Successful 540 43.7
44. | Tigoni T9r Successful 802 42.8




45. | Tigoni T10r Successful 540 45

46. | Tigoni T11r Successful 745 43.5
47. | Tigoni T12r Successful 545 43.1
48. | Tigoni T13r Successful 773 43.5
49. | Tigoni T14r Successful 775 42.7
50. | Tigoni T16r Successful 742 42.3
51. | Tigoni T17r Successful 803 43.3
52. | Ongata Rongai nor3r | Successful 818 43.9
53. | Ongata Rongai nor4r | Successful 776 42.1
54. | Ongata Rongai nor5r | Successful 745 43.2




Supplementary Table S5. BLASTn analysis results for the Physalis accessions based on ITS2 and rbcL sequences

Sample ID rbcL ITS2
Species of | GenBank E- Percen | Accession | Species  of | GenBank E- Percent | Accession
best Accession value |t number best BLAST | Accession | value | identity | Number
BLAST number (of identit match Number (of (%)
match database) y (%) database)
Chebororwa | P. NC_026570. | 0.0 94.90 | OQ507163. | P. purpurea | MH763740. | 0.0 94.70 0Q371996.
C2 peruviana |1 1 1 1
Chebororwa | P. KT178121 0.0 95.46 | OQ507165. | P. cordata AY665886.1 | 5e- 87.78 0Q371997.
C5 virginiana 1 122 1
Chebororwa | P. minima | NC_048515. | 0.0 93.18 | OQ507166. | P. cordata MH763728. | 1e-81 | 82.24 0Q371998.
elin 1 1 1 1
Chebororwa | P. minima | NC_048515. | 0.0 99.46 | OQ507167. | P. cordata AY665886.1 | le- 86.06 0Q372001.
edin 1 1 108 1
Chebororwa | P. minima | NC_048515. | 0.0 98.28 | OQ507168. | P. purpurea | MH763740. | 0.0 93.75 0Q372003.
ebin 1 1 1 1
Chebororwa | P. minima | NC_048515. | 0.0 99.19 | OQ507169. | P. purpurea MH763740. | 0.0 94.27 0Q372004.
e7in 1 1 1 1
Gilgil gm P. minima | NC_048515. | 0.0 99.06 | OQ507171. | P. purpurea | MH763740. | 5e-35 | 81.98 0Q372005.
1 1 1 1
Muguga DM | P. minima | NC_048515. | 0.0 98.74 | OQ507177. | P. purpurea | MH763740. | 0.0 93.83 0Q372007.
1 1 1 1
Mukurweini | P. NC_039457. | 0.0 9290 | OQ507180. | P. peruviana | AY665914.1 | 4e-93 | 88.82 0Q372008.
ny5 angulata |1 1 1
Ndhiwa hb2 | P. minima | NC_048515. | 0.0 93.33 | OQ507181. | P. purpurea | MH763740. | 0.0 94.28 0Q372009.
1 1 1 1




Ongata P. NC_026570. | 0.0 95.47 0Q507183. | P. cordata AY665886.1 | 2e-76 | 86 0Q372012.
Rongai nor3 | peruviana |1 1 1

Ongata P. KT178121.1 | 0.0 91.10 0Q507184. | P. purpurea MH763740. | 0.0 94.09 0Q372013.
Rongai nor4 | virginiana 1 1 1

Ongata P. NC_026570. | 0.0 98.78 0Q507185. | P. purpurea MH763740. | 0.0 94,51 0Q372014.
Rongai norb | peruviana |1 1 1 1

Thika TK8 P. minima | NC_048515. | 0.0 99.04 0Q507192. | P. AY665905.1 | 2e-93 | 88.51 0Q372015.
1 1 minimaculata 1

ThikaTK9 P. minima | NC_048515. | 0.0 98.03 0Q507193. | P. peruviana | AY665914.1 | 1e-35 | 80.36 0Q372016.
1 1 1

Tigoni T2 P. minima | NC_048515. | 0.0 98.31 0OQ507194. | P. purpurea MH763740. | 7e- 91.79 0Q372017.
1 1 1 160 1

Tigoni T4 P.s NC_048515. | 0.0 96.42 0Q507195. | P. microcarpa | AY665903.1 | 1le-61 | 86.78 0Q372018.
minima 1 1 1

Tigoni T9 P. minima | NC_048515. | 0.0 98.13 0Q507199. | P. purpurea MH763740. | 0.0 92.22 0Q372019.
1 1 1 1

Tigoni T11 P. minima | NC_048515. | 0.0 99.32 0Q507201. | P. purpurea MH763740. | 9e-32 | 84.85 0Q372020.
1 1 1 1

Londiani 2 P. NC_048515. | 0.0 100 0Q507153. | P. purpurea MH763740. | 0.0 92.98 0Q372021.
mimima 1 1 1 1

Londiani 3 P. minima | NC_048515. | 0.0 99.59 0Q507154. | P. purpurea MH763740. | 0.0 94.06 0Q372022.
1 1 1 1

Londiani 4 P. minima | NC_048515. | 0.0 100 0Q507155. | P. peruviana | AY665914.1 | 0.0 97.41 0Q372023.
1 1 1

Londiani 5 P. minima | NC_048515. | 0.0 99.86 0Q507156. | P. purpurea MH763740. | 0.0 94.45 0Q372024.
1 1 1 1

Londiani 6 P. minima | NC_048515. | 0.0 100 0Q507157. | Physalis  aff. | AY665868.1 | 2e- 91.35 0Q372025.




1 1 philadelphica 144 1
Londiani 7 P. minima | NC_048515. | 0.0 100 0Q507158. | P. purpurea | MH763740. | le- 86.00 0Q372026.
1 1 1 148 1
Londiani 8 P. minima | NC_048515. | 0.0 100 0Q507159. | P. purpurea | MH763740. | 0.0 93.07 0Q372027.
1 1 1 1
Londiani 9 P. minima | NC_048515. | 0.0 100 0Q507160. | P. purpurea | MH763740. | 0.0 88.96 0Q372028.
1 1 1 1
Londiani 10 | P. minima | NC_048515. | 0.0 100 0Q507161. | P. purpurea | MH763740. | 0.0 90.16 0Q372029.
1 1 1 1




Supplementary Figures

Supplementary Figure S1: Multiple alignment sequence for ITS2 and rbcL Physalis

accessions gene sequence as well as reference sequences.

(https://espript.ibcp.fr/ESPript/temp/1032964064/0-0-1680466160-esp.pdf)
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KT178121.1* cT
NC_026570.1* CT
NC_039457.1* CT
NC_070364.1* CT
NC_039458.1* CT
NC _048514.1* CT
NC_048515.1* CT
0Q507153.1 CT
0Q507154.1 CT
0Q507155.1 CTG
0Q507156.1 cT
0Q507157.1 CT
0Q507158.1 CT
0Q507159.1 CT
0Q507160.1 CT
0Q507161.1 CT
0Q507163.1 CT
0Q507165.1 CcT
0Q507166.1 ..
0Q507167.1 CT
0Q507168.1 CT
0Q507169.1 cT
0Q507171.1 CT

0Q507177.1 CT
0Q507180.1 cT
0Q507181.1 CT

0Q507183.1 CT
0Q507184.1 CT
0Q507185.1 CT
0Q507192.1 CcT
0Q507193.1 CT
0Q507194.1 CT
0Q507195.1 CT
0Q507199.1 cT

100 11? 12? 13?

AGCATACTGATATATTCGGCAGCATTCICGAG]
GCATACTGATATATTGGCAGCATTCCGAGTAAICTCCT
GGATACTGATATATTGGCRAGICATTCCGAGTAACTCCT
GGATACTGATATATTGGCRAGCATTCCGAGTAAICTCCT
GCGATACTCATATATTCGCRAGCATTCCGAGTAACTCCT
GGATACTGAITATATTGGCRAGCATTCCGAGTAACTCCT
GGATACTGATATATTGGC CATTCCGAGTAACTCCT
GGATACTGATATATTGGC CATTCCGAGTAACTCCT
GGATACTGATATATTIGGCGCATTCCGAG|TA
GGATACTGATATATTGGC CATTCCGAGTA
GCGATACTGATATATTGGC CATTCCGAGTA
GCGATACTGATATATTGGCAGICATTCCGAG|ITA
GGATACTGATATATTGGCAGICATICCGAGTA
WGCGATACTGATATATTCGCAGCATTCCGAGTA
GGATACTGATATATTGGCAGCATTCCGAG|TA
GGATACTGATATATTGGCRAGICATTCCGAGTAACTCCT
GGATACTGATATATTGGCRAGCATTCCGAGTAACTCCT
GGATACTGATATATTGGCIAGICATTCICGAGTAACTCCT
ce e eese. | .ATATTGGC CATTCCGAGTAACTCCT
GGATACTGATATATTGGC CATTCICGAGTAACTCCT
GGATACTGATATATTGGCRAGCATTCCGAGTA
GGATACTGATATATTGGCRAGICATTCCGAGITA
GCATACTGATATATTGGCRGCATTICCGAGITA
GCATACTGATATATTIGGCAGCATTCCGAG|ITA
GCGATACTGATATATTGGC CATTCCGAG[TA
GGATACIGATATATIGGCAGICATICCGAGITA
WGGATACTCATATATTCGCAGCATTCCCGAGTA
GGATACTGATATATTGGCAGCATTCCGAG|TA
GGATACTGA CATTCICGAGTAACTCCT
GGATACTGATATATTGGCRAGCATTCCGAGTAACTCCT
GCGATACTGATATATTGGCAGICATTCCGAGTAACTCCT
GGATACTGATATATTGGCAGICATTCCGAGTAMCTCCT
GCATACTGATATATTGGCRAGCATTCCGAGTAACTICT
GCGATACTGATATATTGGCRAGCATTCCGAGTAACTCCT
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0Q507201.1 cT GEATACTGATATATTCGCAGCATTCCGAGTARAC TCCT/CaACC|TEE T clecalc o
AYE65903 .1+ . CTTIGTTTIGAACACCGGGG ceclar .jcocice T ClGGIC O
AYE65868 .1+ CCCGTTTG . ceejTccejee T CleGlc ol
AYG65914.1* .. CCGCGRACCTIGTTTG { TGGICTCaCCTCcoclee T CleGcdl
AYE65905.1* .. CCGCGAA T.|ccclee T ClGGICC
AY665886.1% ccecalaa) T.lcclclec rcgTCC]
MHT63728.1% CCG:CGAP. T.lcdclec . T ClGG|CCl
MHT763740.1* .. CCGCARRACCTIGTTTIG fof ol oy Y (o o o] oilod8 TClGC|CC
00371996.1 .. CCGC.ARMCCCGTTTGAACACCGGGARG. . . . GICG. TITCGICTCGCCT |cCclse. T ClGGICC
0Q371997.1 .. e afeafeafe e JAUGCAACGEGAR .| v v v ofs s ofels ofs o 0w ofs]|s JCCCIGGA CT|IGGTC
00371998.1 .. T [ M Y M 1 Y S R
00372001.1 TG CGACGCAAACGGTTACMNCGEARRGAGT|. | o« « ol ofe o|ole o] o o v o]e]s o] |- cclcTic O
0Q372003.1 .. CICCGCARACCCGTTTIGAACACCGEGARG. . . . GCE. TITCGIC TCECCT . |C C|C| T ClGGIC
0Q372004.1 .. CICCGCARACCCGTTTIGAACACCGEGARG. . . . GCE. I[TCGIC TCECCT .|CCC| TClGGICC
0Q372005.1 . N M . . e ufe e .TCTAAGTCGCCGGAGIGS]. - « . R DR A PR o o] . of. -CT
0Q372007.1 . CCCGCARACCCETTTCAACACCGCGARG|. . . . GCd. TITCGICTCGC|CT . |ClC| T CleG|c
00Q372008.1 .. CCCG:CGAACCTGTTTG ACACCGGGGRAGG. . . GCGCTITTGGTCCCT|C .|cC TClGG|. O
0Q372009.1 - CCCGFAAACCCGTTTG RCACCGGCHFG....GCC.TTCGCTCGCCT.CCC” P TC|GGCC
0Q372012.1 c. GCCAC.|. ... .. .CGTIGTCCCGGAGGGTGCTGCTTTICCGGGCACGACIC TGS v evs . CGARCIGGCC
0Q372013.1 .. CICCGCARACCCGTTTGARCACCGSGARG. . . . GCG. TITCGIC TCECT|T L jCC|C| ven e TCGTCGGCC
00372014.1 .. ClCCGCARACCCGTTIGARCACCGGGARG. .. . GCG. TTCGCTCECCT . |COC)S cessa .. TCGTCGGCC
00372015.1 .. CCCG@.AJ\CC‘IGTTTG ACACCGGGARG. ...GCG. TITCGICTCECCT.|ICCCIEC . v v v v v v v e s TCG|T |GG C O]
00372016.1 . CICCGCGRACCTGTTTGAACACCGEGEAG. . . .GCE. TITCTITTCGCCTCCOCITS . « v v v v v v e e s CECICT|GCC O]
00372017.1 CCCG:C}\ARCCCGTTTG ACACCGGGAAG. .. .GCG. I[TCGICTCECT . |ICOCleC . v v v e e e e e e - TCG|T GG
op372018.1 .. CCCGlC}\AJ\.CCCGTITG ACACCGGGAG. .. .GCE. TITCGICTCGCCT .|ICcOC|sC . @ v v v e e e e e e TCG|T CGGC O
00Q372019.1 .. CICCGCARACCCGTTTGARCRCCGEGAAG. . . . GCG. TTCGCTCGCCT.[COCIEC. v vt et TCGTCGGC
00Q372020.1 .. CICCGCARACCCG . TTGAACATGGGAAGSIC. . . .. .| T|T' Tf. JCClCIEC . v o v v e e TCGICGGC .
0Q372021.1 - e e afoafeafe s e m e e e e e s e e L CGICTCECICT LCCCIGC . s s e e s . W TCGTCGGCC
0Q372022.1 c </« +GCARAICCCGTTTCAACACCGCGAAG|. . . . GCG. TITCGICTCGCICT.|CCCISC e v v v v v o v o v« « TCGTCGGICC
00372023.1 cc TICTGTCAGCCGGCACGGGCEACGEG.f. .| v ... [. TTCGGCCACIGGCACICACGAGAGTTGAGATTCAACICACT
00372024.1 .. CICCGCARACCCETTTCAACACCGGGARG|. . . . GCG. TITCGICTCGCCT LJCOCICC « « v v v v s v v v v s TCG|T CGGC ]
00372025.1 .. CICCGCARACCCGTTTGAACACCGGGARG. . . . GCG. TTCGICTCGCCT.ICCCIGC . v v v v v v v w e s TCG|T CGGC O]
00372026.1 CcG TICTGTCAGICCGACACGGGCCAAAGG .|, |, . . .. ... GTCGGCCACIC|G.ICCCIAC . ARAGTTGAGATTCARCICACT
00372027.1 CG TICTGTCRGCCGACACGGEGCCACGGG .. of. o v -« .- TITCGGCCAC|EGCACCIACAAGAGT TGAGATTCAAC|CACT
00372028.1 .. CICCGCARACCCGTTTGAACACTGGGARG|. . . . GCGTTITCGCTCECCT.ICCCIEC. v v v v v e v e o TCGTCGGC ]
00372029.1 cG ICTGICRGCCGACACGEGCCACGEG. L of. ... .. .|. TITCGGCCACEGCRCCACARGRGT TGAGATTCARCICAC O
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KT178121.1* T[GAACAA[G. [G]. C[CGCGGTA[ EY CTGGTA RIT[GGACCGAT. . .G[GACTT
WC_026570.1*% T[GAAGAAFS. Gl. CICGCGGTAlG A CTGGTA AIT[GGACCGAT. . .GGACTT
WC_039457.1*% T[CRAGARAF. Gl. CICGCGGTAG A CTGGTA BIT[SGAICCGAT. . .GGACTT
WC_070364.1* T[GARGARA[S. Gl. CICGCGGTAG. A CTGGTA RITISGRCCGAT. . .GGACTT
NC_039458.1* T[GRACAAS. Gl. CICGCGGTAG. A CTGGTA IAT|ISGACCGAIT . . . GGAC|TT
NC_048514.1*% T|GRAGARAS . Gl. CICGCGGTAG. A CTGGTA AIT[SGACCGAT. . .GGACTT
WC_048515.1* T[GRAAGRA[FS. Gl. CICGCGGTAG. A CTGGTA IATIGGACCGAIT . . . GGACTT
0Q507153.1 T|GRAAGARA|G . Gl. CICGCGGTAlG A CTGGTA ATIGGACCGAT . . . GGAC|TT
0Q507154.1 TIGAAGARG|. Gl. CICGCGGTAG. A CTGGTA AITSGACCGAT . . .GGACTT
0Q507155.1 T|GRAGARAG|. Gl. CICGCGGTAlG . Al CTGGTA IAT|SGAICCGAT . . . GGACTT
0Q507156.1 T|GRAGARNS. Gl. CICGCGGTAlG . Al R CTGGTA IATISGACCGAT . . . GGACTT
0Q507157.1 TiGRAGARNE. Gl. CICGCGGTAlG Al RCTGGTA IAT|SGACCGAT . . . GBACTT
0Q507158.1 TiGRAGAAG. Gl. CICGCGGTAlG AT CTGGTA AITISGACCGAT . . . GGACTT
0Q507159.1 TIGRAGARSG|. Gl. CICGCGGTAlG kY CTGGTA AITISGACCGAT. . . GGACTT
0Q507160.1 T|GRAGARSG|. Gl. CICGCGGTAlG kY CTGGTA AITISGAICCGAT . . . GGACTT
0Q507161.1 T|GRAGARG|. Gl. CICGCGGTAlG. A CTGGTA IATISGACCGAT . . . GGACTT
0Q507163.1 T|GBAGARG|. Gl. CICGCGGTAlG. A CTGGTA IATISGACCGAT . . . GGACTT
0Q507165.1 TICRACARAS|. Cl. ClcCCCGTAlg). A ACTGCTA| IATICGACCGAIT . . . GICACTT
0Q507166.1 TIGAAGAAS . G|. CICGCGGTA|G. A CTGGTA AITISGACCGAT . . . GIGAC|TT
0p507167.1 TIGRAGARG. Gl. CICGCGGTAG kY CTGGTA IATIGGACCGAT . . . GGACTT
0Q507168.1 TIGRAGARS]. Gl. CICGCGGTAlG A CTGGTARC RITIGGRACCGAT. . . GGACTT
00507169.1 TIGRAGARG[. Gl. CICGCGGTAG 2 CTGGTA INT|GGACCGAT . . . GGACTT
0Q507171.1 TIGAAGANG|. Gl. CICGCGGTAG N CTGGTH NTISGNCCGNT . . . GGACTT
0Q507177.1 T|GRAGARSG|. Gl. CICGCGGTAlG A CTGGTA STAT|SGACCGAT . . . GGACTT
0Q507180.1 T|GRAGARS|. Gl. CICGCGGTAlG. AT CTGGTA AIT[SGAICCGAT . . . GGACTT
0oQ507181.1 T|GAAGAAS . Gl. CICGCGGTAlG Al ACTGGTA IATISGACCGAT . . . GGACTT
0Q507183.1 T|GRAGARSG|. Gl. CICGCGGTAlG kY CTGGTA AIT[SGACCGAT . . . GGACTT
0Q507184.1 T|GRAGARS|. Gl. CICGCGGTAlG. EY CTGGTA AIT[SGAICCGAT . . . GGACTT
0Q507185.1 T|GAAGAAG|. Gl. CICGCGGTAG. AT CTGGTA TATIEGACCGA[T . . . GGAC|TT
0Q507192.1 T|GIAAGAAG. Gl. CICGCGGTAlG. AlT] CTGGTA IAT|SGAICCGAT . . . GGACTT
00Q507193.1 TIGRAGARG. Gl. CICGCGGTAG. A CTGGTA RIT[GGRACCGAT. . . GGACTT
0Q507194.1 TICAACARAS. C|. CICCCGGTAG A CTGCTA ATISGACCGAT . . .GGACTT
0Q507195.1 T|GRAGARSG. Gl. CICGCGGTAG B CTGGTA AITIGGACCGAT. . .GGACTT
00p507199.1 TIGRAGARG]. Gl. CICGCGGTAlG 2 CTGGTA RITISGACCGAT. . .GGACTT
0Q507201.1 TiGRAGARG|. Gl. CICGCGGTAlG Al CTGGTA RITISGACCGAT. . .GGACTT
AYE65903.1% G[GICEGTCE. Gl. .|[CGCGGTCG c| CCCCGG RAGGAATACT. . . GRACICE
AYE65868.1* G[CCETCCS. Gl. .|[CGCGGTCG C| CCCCGG AAGGAATACT . . .GRAC|ICE
AYEE65914.1* GGCGGTCS. Gl. .|[CGCGGTCG C| CCCCGG IWAIGGAATACT . . . TIAACICG
AYE65905.1* GGCGGTCE. Gl. .[CGCGGTCG C| CCCCGG IAAGGAATACT . . .GRACICE
AYE65886.1* GRCGGCC]E. Gl. .[CGCGGTClG | CCCCGG IRAIGGAATACT . . .GAACCE
MH763728.1* G[GCTGTIC). Gl. .|CGCGGTClG C| CCCCGG IAAIGGAATACT . . . GRACICE
MH763740.1%* GlG[CEGCCs|. G|. .ICGCGGTCG CI1| CCCCGG AAGGARATACT . . .CAACTC
00371996.1 ajGlclacCCls. T|5. JCGCGETC|G cl1] CCCCGG AlASGAATACT . . . CGACICE
00371997.1 ClGTTeTClEC CIACICGTTGCGT| || CCCGGC AGABRCATRAR. ..Cl...|..
00371998.1 .- AGICARMATAAC. . . .|. - ..«
0Q372001.1 GT|GTGCCAl. RICTITGCGTTC|. A - AABANCTC.). ... .|. RATG
0Q372003.1 BlGlclaGCClg]. Gl. .|[CGCGGTCG | CCCCGG IAAIGGAATACT .. .CGACCC
00372004.1 BlGlcAGCClG. Gl. .JCGCGGTCG | CCCCB6 RAGGRAATACT. . .CGACICG
00372005.1 Glelcacoolsl. 4 O . 4 4 (R P 11t IR PR (R
00372007.1 AGlcAGCClg. Gl. .[CGCGGTClG C| CCCCGG AAGGAATACT . . . CIGACICE
00372008.1 GGCGGTClS[. GIGCIGGCG. . ... C| CCCCGG T|ajGGAl. TACT . . . TRACICG
0Q372009.1 AGICAGCClG|. Gl. .JCGCGGTC[G C| CCCCGG INAIGGAATACT . . . CJGACICG
0p372012.1 AGRAACTHA|. .. JCGAGGCC|H ..
00372013.1 AGlCAGCClE. Gl. .[CGCGGTCG C| CCCCGG INAIGGAARTACT . . . CGACICG
00372014.1 melclacecls. Gl. .|cGCGGTClG C| CCCCGG ARGGARTACT . . . CGACICE
00372015.1 BGlcacCools. Gl. [ JCGCGGTCG C| CCCCBG AAGGAATACT . . . CGACICE
00372016.1 GGGCGGCEETT Gl. .[ccceaTClg A CCCCGE IAACTAATACITTGGGACTC
00372017.1 AGlcaceolsl. Gl. .JCGCGGTClG C| CCCCGE IAAGGAATACT . . .CGACCE
00372018.1 aGlclacecis|. 6. Ljceeea TG ol CCCCGG |AAIGGAATACT . . . CGACCE
00Q372019.1 aclcaceclsl. Gl. .|ICGCGGTClG | CCCCGo IAAGGAATACT . . . CGACCE
00372020.1 CIGCICGTGGCG|G CIT| CCC..G
00372021.1 BjGlclAGCClS|. Cl. .|[CGCGGTCG | CCCCGG AACGAATACT . . . CGACICC
0Q372022.1 BlGlcacCClS. Cl. .|[CCGCGGTCG c CCCCGo BACGAATACT . . .CGACICC
00372023.1 BIC|TTGCCGTGA Cl. TICCACGCGG T| GCCGCG CIGISGAl. . . .|. ... .[GGC|CA
00372024.1 RlGlCAGCCIE G|. .[CGCGGTC[G C| CCCCGG RAGGAATACT . . . ClGACICG
00372025.1 AGCAGCCE. . . Gl. .|[CGCGGTCG C| CCCCGG RAGGRATACT. . .ClGACICG
0Q372026.1 AlCTTGCCSTGA Gl. TICGACATG|G| T ACCACC NCISGAAAG .. . . .. P
00372027.1 AC|TTGCC|ETGA ol5l- TICGACATG(G T| ACCACG i\ el =T e . ¥ e T eT ol o PR PN
00372028.1 alglclacocls. Gl. .JCGCGGETCG C| CCCCBGo IAAGGAATACT . . . CGAC|ICG
00372029.1 ACITTGCCETGA l5l. TICGACATG|G T| ACCACGRAGC ClgicAnNGGCCT. . . . |.. .. .
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KT178121.1* CCAGTCTTGATCCGTITACAAR CGATGICTAC[CCGCA ACARAAALCAT TIATATIGCTTATGTA
NC_026570.1* CCAGTCTTGATCGTITACAAR CGATG|C TIAC|ICGCA| AGARARAAGAT TATATTIGCTTATGTA
NC_039457.1* CGATG|C TIACIC GCA AGAAAAAGAT TATATTIGCTTATGTA
NC_070364.1%* CGATGICTACICGCA AGAAAARAGAT TATATTGCTTATGTA
NC_039458.1% CGATG|C TIAC|ICGCA AGARAARACGAT TATATIIGCTTATGTA
NC 048514, 1% CGATG|C TIAC|ICGCA AGARARAAGAT TATATTIGCTTATGTA
NC_048515.1% CCAGTCTTGATCGITACAA CGATGCTACICGCA AGARAARMGAT TATATIGCTTATGTA
0Q507153.1 CCAGTCTTGATCGTITACAR CGATGCTACICGCA AGAAAARNGNT TATATI|GCTTATGTA
0Q507154.1 CCAGTCTTGATCGTITACARA CGATGC A AGAAAARGATIC TIATATIGCTTATGTA
0Q507155.1 CCAGTCTTGATCGTITACAAR CGATS A SGAGARAANGATICAATATATIGCTTATGTA
0oQ507156.1 CCAGTICTTGATCGTTACAAR CGATS A SGAGARAARGATICAATATATIGCTTATGTA
0Q507157.1 CCAGTCTTGATCGTTACAAR CGATS A JAGARRAACGAT TARTATIGCTTATGTA
OQ507158.1 CCAGTCTTGATCGITACAAR CGATS (AT AGARARACAT TATATTI|GCTTATGTA
0Q507159.1 CCAGTCTTGATCGTITACAAR CGATS A (AGARAAAAIGAHT TATATIGCTTATGTA
0Q507160.1 CGATG A AGARAAACAHT TATATTIGCTTATGTA
00507161.1 CGATG A AGARAAAGAT TATATTI|GCTTATGTA
00507163.1 CGATGS : C|A AGARAMAGCAC TATATT|IGCTTATGTA
0Q507165.1 CGATS A ACACAARARAAT TATATTICTTTATATA
0Q507166.1 CGATS A AGARAAAGAT TATATT|GCTTATGTA
0Q507167.1 CGATG A AGARAARNGAT TATATIGCTTATGTA
0Q507168.1 CGATG A AGAAAARGAT TATATTGCTTATGTA
00Q507169.1 CGATSGC A AGARARARNGAT TATATIGCTTATGTA
0p507171.1 CCAGTCTTGATCGTTACAN CGATS B AGAADMMMNGMT TIATATTIGCTTATGTA
0Q507177.1 CCAGTCTTGATCGTITACAAR CGATS A AGARAARGAT TATATIIGCTTATGTA
00507180.1 CCAGTCTTGATCGITACAAAR CGATGICT AT JAGARAARGAT TATATIIGCTTATGTA
0Q507181.1 CCAGICTTGATCGITACARAR CGATSICT A AGARAAAGAT TATATI|GCTTATGTA
0p507183.1 CCAGTCTTGATCGITACAAR CGATGCTIACICGCA AGAAAARGAC TATATTIIGCTTATIGTA
00p507184.1 CCAGTCTTGATCGTITACAAR CGATGICT] A GGARAAACAG TATATTIGCTTATGTA
00507185.1 CCAGTCTTGATCGITACAAR CGATGIC! AT (AGAAAAAGAT [ATATT|GCTTATGTA
00507192.1 CCAGTCTTGATCGITACAARA CGATGICT Al AGARAAAGAT TATATT|GCTTATGTA
0Q507193.1 CCAGTCTTGATCGTITACAA CGATGS A AGAAARAAGAT TATATT|GCTTATGTA
0Q507194.1 TTACAAR CGATS A, ACARAAACAT TATATICCTTATGTA
0Q507195.1 CGATGS s C|A| AGAAARAAGAT TATATTIGCTTATGTA
0Q507199.1 CGATGS A AGAAAARGAT TATATTIGCTTATGTA
oQ507201.1 CGATS A AGARARARGAT TATATTGCTTATGTA
AY665903.1%* TGCCC C CGCGGGGGAG CGCTTCIGCTTGAAAC
AY665868.1% TGCCC C CGCGGGGGAG TIGCTTC|GCTTGAAAC
AY665914.1% CGCCC C CGCGGGGGANG CIGCCTCIGCTTGAMAAC
AY665905.1* TGGCIC |C CGECGGGGEAR|IC TGCTTIC|GCTTGRAAC
AY665886.1* TGGCC C NCGCGGGGEAIC TIGCTTIC|GCTTGARAAC
MH763728.1* TGGCC C CGCGGGGEAC TIGCTTC|GCTTGARARAC
MH763740.1% TGGIC C CGCGGGGEAIC CIGCTTCACTTGAAAC
00371996.1 CACCC ClT CGCGGGGEAG GATICIGCTTGAAAC
0Q371997.1 CCACC C CGCGGGG|. ... TAGTTCACT..GAAC
00Q371998.1 CCGCZ 1 C|C «+ .. .GGCGCCITG|T|. CTTCGCTTG . AAC
0Q372001.1 CCCTC C v e e S GGGGCICTIAGCTTCIGCT . . GAAC
00372003.1 CACCC C CCCGGGGCAGICITGIGCTTICIGCTTGAAAC
00372004.1 CACCC C CGCGGGGGAGICITGTIGCTTCGCTTGAAAC
0Q372005.1 CGGCC CRCG. . | ol e e e T I I P e e
00372007.1 CACCC C Te CGCGGGGCAGICTGTIGCTTC|GCTTGAAAC
0Q372008.1 CCGCC = C|C] C. CGCGGGGGAG.[TGCGCCTCGCTTGAAAC
00372009.1 CACCC] 3 C|C) T. CGCGGEGEGAGICTGTGCTTC|GCTTGAAAC
oQ372012.1 C C. e e s GGEGGCICIGGICTCCT ). - -« . GAAC
0Q372013.1 CACCC C T. . GCGCEGEGGIGAGICTIGTIGATTC|IGCTTGAAMAC
00372014 .1 CACCC | 3T . CECGGGEEMNGICTGIGCTTCGCTTGAAMC
00372015.1 CACCCC = C|C 5T . CECGGGGEAGICITGIGCTICGCTTGAAAC
00372016.1 CCCCTCCCCICTCC sC . GICGCGGTGTAGCITGICGTT|. | « v v v v v v -
00372017.1 CACCCICTICGICGCC CGCGGGGGAGICITGIGCTICGCTTGAAAC
0Q372018.1 CCCCCCTICGICGCC|L CGCTGGGGAGICIIGICICCTTICGCTTGACAC
0Q372019.1 CACCCICTICGICGCC CGCGGGGICAGICITGTI[GCTTCIGCTTGAAAC
00Q372020.1
00372021.1 CACCCCTICGIC G CCGCGGGGGA.ICITGTIG. TTC[GCTTGAAAC
0Q372022.1 CACCC|CTICGICGCC CCGCGGGGGAGICITGI[GCTTCIGCTTGAAAC
00372023.1 LATCCIGTICCICGCC GCGAGGGGGCGICICACIGCGATIGCGTGACGC
00372024.1 (AT . . i vt e it e e a e 4 CACCCICTICGICGC|C CGCGGGGGAGICITGTIGCTTCGCTTGAAAC
00372025.1 CACCCICTICGICGCC CGCGGGGGAGICITGTIGCTTCGCTTGAAAC
00372026.1 TTTCSCTICCICGCA GCGAGGGCGEGICGATIGCCAT|GCGTGGTGC
00Q372027.1 TCCGT|CCCGICARC GCGAGGGGGGICGAIGCGAT|GCETGATGC
00372028.1 CACCC|CTICGICGC|C] ICGCGGGEGAGIC|TGTGC TTCGC T TGAAAC
00Q372029.1 ITATCCGTICCICGCARCGCGLIC GCGAGGGEGEGICIGATIGCGATIGCETGATGC
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CAACATGTITACTTICCATTIG
CAACATGTTTACTTCCATTG
CARBCATGTTTACTTICCATTG

CAACATGTTTACTICCATTG

CAMNCATGTTTACTTCCATTGS
CARCATGTTTACTTCCATTS
CAARCATGTTTACTICCATTG
CAAICATGTITACTICCATTG
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KT178121.1%* acftccTdefEcEe TeTal]. . . GTCTGEAAGRITCTG[CGAATCCCTE. . v oo oo .. . ITGCTTAT. . .GTTARAACTTTC
NC_026570.1* GCICCTIGICIGICIGIC TCIT|AIC]. « . GICTGGAAGAITCTGICGAATCICCITG. o v o v o v » o JI[TGCTTAT. . .GTTARAACTTTC
NC_039457.1* GCICCTIGICIGCIGIC TCIT|AIC]. « . GITCTGGAAGAITCTGICGAATCICCITG,. v « o v o o v« JTTGCTTAT. . .ATTARAACTTTC
NC_070364.1%* GCICCTIGICIGICIGIC TCIT|AIC]. . . GITCTGIGAAGAITCTGICGAATCICCITG[. « v v v v 0 v v« TITGCTTAT. . .ATTARAACTTTC
NC_039458.1* GICICCT|GICIGICIGIC TC|TIAIKC|. « - GITCTGICIAAGRATCTGICCAATC T|T .« ATTARAACTTTC
NC_048514.1%* GICICCT|SICIGICIGIC TCIT[AIC]. . . GITCTGGAAGATCTGIC GAA|TC .« ATTARRACTTTC
NC_048515,1* AGC|CC T|G|C|GIC|G|IC TC|T|RIC|. . . GITCTG|GAAGATC T G|CGAA|TC| .« JATTARAACTTTC
0Q507153.1 AGCICCTGICIGIC|EC TC[TAIC. « . GITCTGGAAGNTCTGICGAATC e« JATTARAACTTTC
0p507154.1 AGCICCT|GCIECIGC TCITIAKC]. « - GITCT GGAAGA GICGANTC| .« JATTARAACTTTC
0Q507155.1 AGCCCT[ECIGC|EC TC|T|AlC). « . GITC T GIG{AAGA| GICGAA|TC .. .ATTARRARACTTTC
0Q507156.1 AGICICCT|EClECGC TCT|AIC. .« - GTCTGIGAAGIATCTGICGARA|TC .. . ATTARARACTTTC|
0Q507157.1 AGCICCTIGCGICIGIC TCTIAIC]. . . GTCTG|GRAGRTCTGCGAATC +. ATTARAACTTTC
0Q507158.1 AGCICCT|GCIGIC|GC TCT|AIC|. . . GITCTG|GAAGATCT GICGAA|TC v« JATTARBACTTTC
0Q507159.1 GICICCTIGICIGICIGIC TCT|AIC|. « . GITCTGICAAGAITCT GICGAA|T C «« JATTARAACTTTC
00Q507160.1 GCICCTIGICIGICIGIC TCIT|AIC]. « « GITCTGIGAAGIAITCT GICGAA|T C) «« JATTARAACTTTC
00p507161.1 GCICCTIGICIGCIGIC TCT|AIC]. . . GITCTGIGAAGAITCTGICGAA|T C] .« JATTARAACTTTC
0Q507163.1 AGCICCT|GICIGCIGIC TCITIAIC]. « - GITCTGIGAAGATCTGICGARAMTC .. GTTARAACTTTC
0Q507165.1 GICICCT|SICIGICIGIC TCIGIAIC|. . - GITCTGIGAAGATCTGICCAA|TC . GTTARRACTTTT
0Q507166.1 AG[C|CCG[GICIGC|GIC TCIT|GIC|. . . GITC GGG A GlCGGAC .. .ATTARAGCTTTC
00Q507167.1 AGCCCT[EClGC|GC TCTAK. . . GITCT GG |2 GICGAA|TC .. .ATTARAACTTTC
0Q507168.1 AGCICCT[ECIGCIGC TCTAC). .« . GITCT GG A GICGAATC . JATTAAAACTTTC
0Q507169.1 AGCICCT|GCIGCIGIC TCITAIC). « . GITC T G5 E GICGRA|T C| +« +ATTARRACTTTC
0Q507171.1 GC|CCTIGICIGIC|EC TCIT|AIC]. - - GITC TGS k GICGAMNTC| .. ATTARARACTTTC
0Q507177.1 GC|CCT|GICIGIC|GC TCIT|AIC|. . - GITCTGIG |2 T C| .. ATTARAACTTTC
00507180.1 AGCICCT|GICIGC|GIC T CIL|AIC]. « - GIT CT GG AT I C| [ . . JATTABMAACTTTC
0Q507181.1 AGCICCT[GICIGCIGIC T CILAIC]. « « GIICT GG |AIT L C| v+ JATTABAACTTIC
00Q507183.1 CIC|CCTICICIGICIGIC T CIT|AIC|. « . GITC TGS |2 T C| «« GTTARAACTTTC
00507184.1 G GICIGICIGIC TCIT|AIC]. . . TITCGGGAAGAITCT GICGAA|T C) o GTTARAACTTTC
0Q507185.1 GLCICCTIGICIGCIGIC TCT|AIC]. . . GITCTGGAAGAITCTGICGAA|T C] .. GTTARAACTTTC
0Q5071%2.1 GICICCT|GICIGCIGIC TC|TAIC|. . . GITCTGGAAGRTCTGCGAATC .. JATTARARACTTTC
G|CIG|ClG AN G & 2
G|CIGIC|G| alC] G G In
G|C & L G 5 2
G|C & BT 5 A
GICIGIC|E Al 5l i
G T & G & A
T & G 5 |2
T & G| 5 |2
I G| 5 A
T G G A
T & 2
T G A
T G A
T 5 A
T &
T G

e EE )

0Q507195.1 AGC|ICCTG|CIGIC|EC TC « .« GTCTGGAAGRTCTGCGAATC . T .. .ATTARRACTTTC
0Q507199.1 AGC|ICCT GICIGICTC .. L GTCTG CGAMICICCITGl. « .+ v & ves+dITGCTTAT. . .ATTARARACTTTC
0Q507201.1 AGCICCT[GCIGC|ECTC ... GTCIG CGRATC veensae. JTTGCTTAT. . .ATTRARACTTTC
AY665903.1%* TACTTG GT|GAAT IAGAA|TCCC CGAG|IC AACGCAAGTTIGICGCICCGA. . .AGCCATTAGGCC
AY665868.1* TACTTGGTIGT|GAAT ICIAGAA[TCCC| CGAG|TC AACGCAAGTTGICGCICCGA. . \AGCCATTAGGCC
AY665914.1%* TACTTGGTIGT|GAAT ICAGAA[TCCC| CGAG|TC AACGCAAGTTGICGCICCGA. . \AGCCATTAGGCC
AYE65905.1* TACITTGGTIGTIGAAT|LIGICIAGAA[TCCC GAG|T C! GAACGCAAGTTGICGCICCGA. . .\ AGCCATTAGGCC
AY665886.1* TACITTGGTGT|IGAAT|TIGICAGAAITCCC CGAGTCTTTGAACGCAAGTTGICGCICCGA . . . AGCCRITTAGGCC
MHT763728.1%* TACTTGGTGT|IGAAT|TIGICAGAATCCC CGAGTCITT|ITGAACGCAAGTTGICGC|ICCGA . . .AGCCRAITTAGGCC
MHT763740.1* TACTTGGTGT|GAAT|T|IGICAGAATCCC CGAG|TCIT GAATGCAAGTTGITGCICCGA. . \AGCCRTTAGGTC
00371996.1 TAC|ITTGGTIGITGAAT|TIGICIAGAAITCCC CGAGTC|ITTITGAATGCAAGTTGTGCICCGA . . . AGCCR|TTAGGTC
0Q371997.1 TACITT . |GT|GTGAA L T|GICIAG . AITCCC CGA.|. TICT|TGAACGCAAGTTG|TGC . JAGCCR|. TAGGCC
00371998.1 . ARACTGGTIGT|EAN . |T|GICAG . AlTC CC| CGAGTCT .|. .|GAAGCAMGTG.|. G . .ACCA[l.|. TAGGTC
00372001.1 TACITTGGTGT|GAL . |T|GICIAG . AITCCC CGA.|. TIC AACGCAAGT . GITGCICCGA. . \AGCCRHTITAGGTC
00372003.1 TACITT GG Lz'rfjhh'r GICAGAATCCC CGAG|ICIT AACGCAAGTTIGITGCICCGA. . \AGCCRTTAGGTC
0Q372004.1 TACTTIGGTGT|GAAT|T|GICAGAATCCC CGAG|ICIT AACGCAAGTIGIIGCICCGA. . .AGCCRAITTAGGTC
0Q372005.1 caclrrelcciETicacer). .-« « o]e ... GAC|T . IGGCITCA. .. .[. ... N . CT]
00372007.1 TACITTGIGTIGT|ICAAT|T|IGICAGAATCCC CCAG|TC AACGCAAGTTGITCGCICCGA. . \AGCCATTAGSTC
0Q372008.1 e ale|e o o TIGTIGITAC|TIGISITGGA[TTGC. . «AATC CACGTCGATCTITGAICTGATTGCGCCGTTCTTTG
0Q372009.1 TAIC|T T G|G|T|G{T|G|A A T|T|G|C|A G A AT CCCG CGAG|TC| AACGCAAGTTGTGCICCGA. . .AGCCRATTAGGTC
0Q372012.1 « W[ CTTIGIGGTIGA « .|T[GICARGATICCCTIG CAGTITT LAAGCAAAT.GITGCICCAA. . .AACCRIT., .AGCC
0Q372013.1 TACIT T G|GT|GT|GA A T|T|GICIAG A AT CCCIG CGAG|TC AACGCAAGTTGTGCICCGA . . JAGCCRAITTAGGTC
00Q372014.1 TACITTGGTGT|GAAT|T|GICAGAATCCCG CGAG|TC AACGCAAGTTGITGCICCGA. . JAGCCATTAGGTC
0Q372015.1 b RS X R W R DR N I X PR R S FUPEM FRPRVRIN N e N P
00372016.1 GA . PR P AGTCACGAATCH
00372017.1 TA[C AGAATCCCG CGAG ITGCICCGA. . .AGCCATTAGGTC
0Q372018.1 U R M- N
00372019.1 TAIC AGAATCCCIS GAG ITGCICCGA. . .AGCCRATTAGGCC
0Q372020.1 . . CGAGIICITAIC .[. v v s v s v nnasfonafo s eneufonaa]e]ionnnnn

AGAATCCC AACGCAAGTTGIGOCCGA. . . AGCC

0Q372021.1 TACITT GG T|G TG LGic G CGAG|T IWTTAGGTC
0Q372022.1 TACTTC|CTICTICAAT|TICICAGAATCCCIS CGAG AACCCAACTTGITCGCICCGA . . \AGCCRTTACSTC
00372023.1 GATTCT|GCAATITCACAICCARGTATC|S TACG ATCGATGCGAGRAGCICGAG. . .ATATICCGTTGCC
0Q372024.1 TACTTGGT|GTICAAT|T|GICAGAATCCCIS CGAG AACGCAAGTTG[TGCICCGA . . .AGCCATTAGGTC
0Q372025.1 TACTTGETIGTIGAATITIGICAGAAIT . . ...+ «|. e o O P e Y
0Q372026.1 GATTCT|GCIAATITCACAICICAAGTATC|G| T| TACGTTICT|TCICTCCAAGCCAGAACICGAA, . .ATATICCGTTGCC
00372027.1 GATITCT|GCAATIT CACIAICICAAGIT AT C|5| T} TACG ATCGATGCGAGAGCICGAG. . .ATATICICGTTGCC)
00372028.1 TACTTGGT|GT|GRAAT|T|GICIAGARAT C C CI5| WCCTATICGAG AACGCAAGTTGITGCICCGA. . AGCCITTAGGTC
00372029.1 GATTCTEcANTcAlcalcc ARGITAT ClEICATITITCGClTACGIT T| ATCGATGCGAGRGCCGAG. . .ATATICCGTTGCC
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KT178121.1* TC ATGCCATCCAAGTTGAAAGAGATARAMTEARCAAGTATGGECGIECC. . . . .CIGTIGG
NC_026570.1* TC TGCCATCCAAGITTCGAAAGSAGATARA|NT|SAACAAGTATGG CHTICCC. .. . LCTGTTGG
NC_039457.1* TC TGCCATCCAAIGITTGAAAGAGATARA|TTIGARCAAGTATG CCC. .. s .CTGTTGG
NC_070364.1* TC TGCGATCCAAGITTGARASAGATARATITISAACAAGTATGG] BEC .

NC_039458.1% TGCCATCCAAGTTGAAAGAGATAAATTIGAIACAAGTATGGCCGTICCC. . .

NC_048514.1* TC TGCGATCCAAGITTGARAGAGATARAA I.JA]ACAAGTATG CET|cCC. . .-

NC_048515.1* TCC TGGGATCCAAGT TGARAGAGATAAAT|GAACAAGTATGGCCGTICCC. . . .

00Q507153.1 TC TGEGATCCAAGT TGARAGSAGATAAATTIGNACAAGTATGG] cce

0Q507154.1 TGEGATCCANGTTGAAASAGATAANT|TISMACAAGTATG SETECC e wid CTIGTTGG
0Q507155.1 TGEGATCCAAGT TGAAASAGATAAATTIGAACAAGTATGECCHTICCC . v v v v e v s CTGTTGEG
0Q507156.1 TC TGEGATCCAAGT TGARAGAGATAAATT|GAACAAGTATGGCHTICCC . + v v v v e v s CTIGTTGG
0Q507157.1 TC TGEGATCCAAGITTGARAGAGATAAATTIGAACAAGTATGGTCETICCC . v v v e v v v CTGTTEG
0Q507158.1 TC TGCGATCCAAGIT TGARAGSAGATAAAT|GAIACAAGTATGG[C .CIGTTG
0Q507159.1 TGCCATCCAAGIT TGARAGSAGATAAATT|GAACAAGTATG L.CTGTTGG
0Q507160.1 TC TGCCATCCAAGTTGAAACAGATAAANT|GAACAAGTATGG] .CTGTTGG
0Q507161.1 TC TGCGATCCAR 1'TGAhAGAGATAAATTGA!ACAAGTATG L.CTGTTGG
0Q507163.1 TC TGCCACCCAAGTTGARAGAGAGAAATITIGAACARGTGGCG) . L.CTGTTGG
0Q507165.1 TC BCGG o oo afofele winn s o vii o nin B bbbt v v aian ol o ale i wree e awebsekale akel veack ¥
0Q507166.1 TC TGCCGATCCAAGITTGAAAGAGATAAATTIS ACAA""TATG ] .CTGTTGG]
0Q507167.1 TC TGCCATCCAAGTTGAAAGAGATAAATITGAACAARGTATGG] .CTGTTGCG
0Q507168.1 TC TGGGATCCAAGITTGAAAGAGATARATITISAIRCAAGTATG c L.CTGTTGG
00507169.1 TClC TGGGATCCAR 'l'TGAARGRGATRARTTGAIACAJ\uTATG HTicC .CTGTTGG]
0Q507171.1 TGEEATCCANGTTGAMASAGATARNT|TISINACAAGTATGGT CHTIC! .CTGTTGG
0Q507177.1 - TGEGATCCAAGTTGAAAGAGATAAA l\quCARuTATG .. .CTGTTGGHATGTTC|
0Q507180.1 TCCG TGECACCCAAGTGAAAASTGATAAANTIGAACAGATGTG E (ol e LCTGTTEGEGTGTAC]
0Q507181.1 TGCGATCCAAGTTGAAAGAGATARAAT luQACJ\RGThTG.C T Z.CTGTTGGGATGTAC
0Q507183.1 TC TGCCACCCAAGTTCAAASAGAGARAT luﬂzACAﬁ’é‘IA‘IG £ .CTGTTCGGATGTAC
0Q507184.1 GC TTCCATCCAAGTTGAAASAGATAARATT|GAACAATTATG i .CTGTTGGGEGTGTAC
0Q507185.1 TC IGCCATCCAAGII TCAAASAGATAAANT|SAIACAAGTAT GG CHTC R .CTGTTGG
0Q507192.1 TC TGCGATCCAAIGTTGAAAGSAGATARANT|SAlIACAAGTATGGI CalTicC .CTGTTEGG
00Q507193.1 TC v TGCCGATCCAAIGTTGAAAGAGATARAAT 1uq:\‘CAk"TATG_CCT ++ +CTGTTCH
0Q507194.1 TC ¥ TCCCATCCAACITTCAAACAGATAAAT lua!AC.\A"TATG ++.CTGTTCG
0Q507195.1 TC i TGCCATCCAAGITTGAAASAGATARAAT 1uA5ACAAGTATG CCC . «++CTGTTGG
0Q507199.1 TC 1. TGCGATCCAAGITTGAAAGSAGATAAATTISARCAAGTATG { .+ CTGTTGG
0Q507201.1 TC . TGCGATCCAMGITTGAAAGAGATAAANTITIGIANACARGTATG G LCTGTTGGE
AYE65903.1* CA G .JOCITGGGCGTCACIHC . « « « + «« .« . [A.[TICIBIGGTCGCCCCC .GCACCGC
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00507199,
0Q507201.
AY665903.
AYG65868.
AY665914.
AY665905.
AY665886.
MH763728.1%
MH763740.1%
0Q371996.
00371997.
00371998,
0Q372001.
00Q372003.
0Q372004.
0Q372005.
00372007 .
00372008
00372009,
0Q372012.
00372013.
0Q372014.
0Q372015.
00372016.
00372017.
00372018,
00372019.
00372020.
0Q372021.
00372022 .
00372023
00372024
00372025,
00372026.
0Q372027.
0Q372028.
00372029.
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CTGTATTTGC TAGAGAATTGGGCGTTCCGATCGTAATGCATGACTACTTAACGGGGEGGATTCACCGCARATACTAGCTTGG
CTGTATTTGCTAGAGAATTGGGCGTTCCEGATCGTAATGCATGACTACTTAACGGGGGGATTCACCGCARAATACTAGCTIGG
CTGTATTTGCTAGAGAATTGGGCGTTCCEGATCGTAATGCATGACTACTTAACGGGEGGATTCACCGCAAATACTAGCTTGG
CTGTATTTGCTAGAGAATTGGGCGTTCCEATCGTAATGCATGACTACTTAACGGGGEGGATTCACCGCAAATACTAGCTTGGE
CTGTATTTGCTAGAGAATTGGGCGTTCCGATCGTAATGCATGACTACTTAACSGGGGGATTCACCGCAAATACTAGCTTIGG
CTGTATTTGCTAGAGAATTGGGCGTTCCGATCGTAATGCATGACTACTTAACGGGGGGATTCACCGCAAATACTAGCTIGG
CTGTATTTGCTAGAGAATTGGGCGTTCCGATCGTAATGCATGACTACTTAACGGGGGGATTCACCGCARATACTAGCTITIGG

CTGTATTTGTTAGAGAATTGGGCGTTCCGATCGTAATGCATTACAACTTAACGGGGAA
CTGTATTTAGTAGAGG. .

CITCTTTTIGCCACGGAATTGGGGEGTTCCGGTCGARACGGATGAGCACTTGATGGGGGGTTTCACTACAARACACTAGCTITTG
CTCTATTCACTAGAGAATTGCGCGTTCCGATCGTAATGGATG
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4 18 bk iy
0Q372005.1 GGGGTCGTAGT. .|. [ArfdecReT CAqe[cTTC [Fie ca
0Q372023.1 .GGGTCGCGETCAER GTICITIHTCIAGCC NCIHGIGTTC G IcG CA
00372026.1 CGGGTCGCGGTCAA GTTRTCAGCC alriRleis 6 T e glate calcic X
00372027.1 ...l e .l . o] fB TIOTIGTCAGE alciqsl T TGl Al slcAdcA
00372029.1 CGGGTCGCGGTCH TTICTIETCAGE CldGlGTTCG Alcle CA
0Q372016.1 GGGATCATTGTCHR [ CGAACCT| AGGCIC T TCT|T|T GGICiC ccT
0Q372008.1 GGCGGCCCATTC l-n C CGAACCT] GIGECIG T 'FIGG:dCC'TCCCCCC
0Q372020.1 GGGATCATIGTCGR celciecaanc AAEGIC T TCEClT oGl .. . .. .
0Q372018.1 CAGGTCATIGTC | criciscapanc e AnGEelETTCEer delcic Ticcolee
0Q372015.1 CAGGTCATTGTCGAR cclec . AacaT) salGidcs T Tege|r dejcic Ticc e
00372028.1 . .GATCATTGTCGA CCIECARACCC AlGiFclc T TC LT delcic Tec e e
0Q372019.1 GGGATCATTGTC clalz celciGeaRaccle Gidclc TTCHC ?ggﬁc cee
0Q372024.1 GGGATCATTGCTC R cilclcapacac InlGidclc T Te el cTccese
0Q372003.1 .GGATCATTGTCEHAA [ CAAACCICIG AGECIETTCECIgGICC TIcC oG e
0Q372007.1 AGGATCATIGTC Al s CaaACCCl AGHCIGT TCGECTOGiciCTIcC oG
0Q371996.1 GGGATCATIGTC | [ C.AnCCC NGIFC|E T TCGC|T delcic Tlec ol e
00372004.1 GGGAchaTqGTc cciscaaacccl lgidele T T C gefT gefeic
0Q372009.1 CAGGTCATTGTCAA cidcldealaaccd cidcle T T e gl dafcic
00372014.1 GGAATCATTGTCCA ccldearacdc Gldcle T T CGiefr dsicic
0Q372013.1 GGAATCATIGIC clclEcAaAC (e WAGIECls T T C Gefr gejcic
00372017.1 GGGATCATIGTC C CAAACCC] leidlcle T T e gleft dsjcic
00372021.1 . ... .. ufen.n 0 ) T e l-].}-]-1- - - cdejz daicic
00372025.1 GGGATCATTGTC ciolciGcAlaAC ) GIGCIG T T C GIC|T CGIcic
0Q372022.1 ... ieaalen s .| Jdcalaacccl lalcidele T T ¢ gefr dejeie
0Q371998.1 .ACGTCCCAGCTA GCICAGGARA . . . A I PR N A N I P
0Q372001.1 GGGAGTGTAC... chTieTEACC TG CGGTITACAC GAANGING
0Q372997.1 ... .[:HCF\:H\ .ACEGGAJ\ECC TACTIGIE TCCHT|T GTICIG
00372012.1 ... .leale s olies AlcldeclhcceT coislc Tec Tl delee
70 100 110 0 130
00372005.1 CGAAGTGAGRTICHCEA FccIEEAC TCAGGGC] RGTGH EAG. ..M. ..
00372023.1 CCAGAIGTTGACRAMCICA kKlcGTIcGACTCGTIAG GICG . TIGCGAGCY
0Q372026.1 .CAAAGTTGAGAACICA lKlcG IjcGAC TCAT|MG Al qriaTieGCe(]
00372027.1 CAAGAGTTGAGANCIA ICICGTICGACTCACTNG A GAIGGCH
0Q372029.1 CAAGAIGTTGAGRAMNCICA icGTicGACTCACTRC A ICGATGECH
00372016.1 CCGCC T ICAGT|. . . ACAATICMA G/ ARNCTAAT]
0Q372008.1 TCGTC G ICIGGTICG . C TAACAMC C| TACT
0Q372020.1 ..... . o
0Q372018.1 TCGTC Ic ICITAGC GACTAACGIMA/ Al GGAAT|
0Q372015.1 TCGTC iC ICITAGC GACTARCIGMA| A " GGART|
0Q372028.1 TCGTC c ICITAGCGACTAATIGIMA| A AANGGAAT|
0Q372019.1 TCGTC Ic I TAGCGACTAACGAA a AAGGAAT
0Q372024.1 TCGIC C c kiTacccac TAATIGRA A AAGGAA
0Q372003.1 TCGTC clalGicic ICITAGC GACTAATIGMA] A AAGGAAT|
0Q372007.1 TCGTC ls ic crnscsncrm\gc B Al AMGGANT|
0Q371996.1 TCGTC| C C IC|ITAGICGAC TAACGAA A A AGGAAT
0Q372004.1 TCGTIC ciiGicC c'rnscr;acna\gc Al A lcARGGAAT]
0Q372009.1 TCGTC cirlGicic kraGeceacTandepale cclcldsica AAGGAAT|
00372014.1 TCGTC ClAlGICICGICACGTGC IclTAGCGAC T AACGMALC C cicldclcal A AIGGAAT
©0Q372013.1 TCGTIC C CGICACGTGC craciccacTaadelalce GlCA B AGGAAT]
0Q372017.1 TCGTC CINGICCGICACGTGC ICITAGC GAC TAACGMAIC C CICIHGICA ANGGAAT|
00Q372021.1 TCGTC CﬂGEC ACGTGC] Ic|TAGIC GAC T AACIGMALC C ClclG(GlcA) A AGGART|
00372025.1 TCGTCEGCCAGCAGIC ICITAGC GACTAACGMAIC Ccle GE‘A AANGGAAT|
0Q372022.1 TCGTCEGCCAGK c Ic|TAaGIcGACTAACGMAIC CclcidelcAl AAGGAAT]
00371998, ...l bl e s oo o o|e o TARCGRISIGC TG [.
0Q372001.1 . ........L .| clcT clTTGCGTTTAAGARKCICC .|.[.|.]. G AAARACHT
00372997.1 - ¥ CICGTIGCGT. . ccsncsncc;\h%ccjsﬁc. AHNAR A s CINA GIA R C AlT|
0Q372012.1 J.l). Jl-accecq cleacaaacT. adeplageciel.] .|l . . L e e .
190
00372005.1 ] GIGC CACTATGCTC
0Q372023.1 G| GCGG GGCAGCCCTC
0Q372026.1 AICCCCOGTGCAG GGCAGCCCTC
0Q372027.1 IACIGlCGCCEGIGCAG GGCAGLCCTC
0Q372029.1 1A CIGY AGIGE GGCAGCCCTC
0Q372016.1 ] TG
0Q372008.1 gelcGTCAGCGGCH AC..GATCTC
0Q372020.1 [e )y sdelefole c ol efolule
0Q372018.1 Tz G...TGCHCTEHGEAAGCTGCICOTTCGCTITGAICIAC.le ofe o « « «
0Q372015.1 Tl TGCG IAATGACTCTC
00Q372028.1 by g cg IAATGACTCTC
0Q372019.1 C'rcc;‘rc TGCG IAATGACTCTC
0Q372024.1 o [ofc AATGACTCTC
0Q372003.1 T 3C G IAATGACTCTC
0Q372007.1 T 3 C G| IAATGACTCTC
0Q371996.1 1| cq IAATGACTCTC
0Q372004.1 T cq IAATGACTCTC
00372009.1 Tl cg IAATGACTCTC
0Q372014.1 o cq AATGACTCTC
0Q372013.1 T} cg AATGACTCTC
0Q372017.1 qrf cg AATGACTCTC
0Q372021.1 o1ic cq IAATGA. TCTC
00372025.1 T cq IAATGACTCTC
0Q372022.1 T cq IAATGACTCTC
0Q371998.1 T cg AT . .GCTCTCE.
0Q372001.1 aciclT cg +es« NCTCTCHG
0Q372997.1 C| cg : GAATGACTCTC
0Q372012.1 CCGTGOGICGECG [ ; o alal doaile . ccGGETCCTEA




0Q372005.1
00372023.1
0Q372026.1
0Q372027.1
00372029.1
0Q372016.1
00372008.1
0Q372020.1
0Q372018.1
0Q372015.1
0Q372028.1
0Q372019.1
0Q372024.1
00372003.1
0Q372007.1
0Q371996.1
0Q372004.1
0Q372009.1
00372014.1
00372013.1
0Q372017.1
00372021.1
00372025.1
©0Q372022.1
0Q371998.1
0Q372001.1
0Q372997.1
0Q372012.1

0Q372005.1
00372023.1
0Q372026.1
00372027.1
00372029.1
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0Q372023.1 AGTCGACCGCGAC|GGACCGCCH ClCClGGIGGGTITGCGGT TGGG
OQITINRE.1 ..vvvveviiiaafiliivweses CIGT|GCICAGGGIGTITCIGTTAITC
0Q372027.1 AGTCGCTAGCGATIEGGGCTGCT C|CCIGGICGGTTIGCGGG TAGG G
60372028.1 e aniee s GCEGTTTTCGT CITAIGGICAAGTIGGC T|GCTGGG
0Q372016.1 ofe ofe o|e o .GARATGATTTAG
[ e
» ol

00372008.1 GGTTAACCATGGT
00Q372020.1 ......0000004
OQ372018.1 .o.cwdiiaiiie
O003T20185.1 ....covavvinns
0Q372028.1 GGATGGCCTAAAT
0Q372019.1 GGTTGGCCTAATT
0Q372024.1 GGTTGGCCTAAAT
0Q372003.1 GGTTGGCCTARAT
00372007.1 GGTTGGCCTAAATGGAGCCCAT
0Q371996.1 GGTTGGCCTAAATGIGAGCCCAT
0Q372004.1 GGTTGGCCTAAATEHGAGCCCAT
0Q372009.1 GGTTGGCCTAAATGHGAGCCCAT
0Q372014.1 GGTTGGCCTAAATGGAGCCCAT
0Q372013.1 GGTTGGCCTAARATGGAGCCCAT
OQ372007.1 ...cvvesanans
0Q372021.1 GGTTGGCCTAAAT
0Q372025.1

ERE I TR W
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0Q372022.1 GGTTGGCCTAAATGGAGCCCATGIC ACGGCAAGTGGTG laciT
0Q371998.1 GG....CCTAAATGGAGCCCACET(C IACIGGICAAGTIGGTG IACIT|
0Q372001.1 GGTTGGCCTAA..GGAGCCCACKGTCIG ACIGGICAAGTGGTG IAC|T
0Q372997.1 GGCTGGCCTAAATGGAGCCCACHTICIG ACGGICAAGTGGT G ACIT
00372012.1 GGCTGGCCTAAATEGAGCCCACETLG ACIGGICAAGTIGGTGGT Inci
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0Q507184.1 hTGTCACCACAAACAm\GhCTAhA(:CA.&GCTTG(:ATCAHGCT».:(-T.;ITARA(;.\(:CAC.P.A}\"‘ GAC TTATTRTALT\.(ToA
©0Q507180.1 ATGTCACCACAAACAGAGACTAAAGCAAGTTIGCATGAAGCTGGTGITAAAGAGTCCAAATIGACTTATTATACTCCTGA
0Q507165.1 ATGTCACCACAAACAGAGACTAAAGCAAGTCTIGGACCCATCTGGTGITAAAGAGTACAAATIGACTTATTATACTCCTGA
0Q507163.1 ATGTCACCACAAACAGAGACTAAAGCAAGTTTGGATCAAGCTGGTGTTAAAGAGTACAAATIGACTTATTATACTCCTGA
0Q507183.1 ATGTCACCACAAACAGAGACTAAAGCAAGCTGGGATCAAGCTGGTCTITAAAGAGTCAAAATIGACTTATTATACTCCTGA
OOSOTLTT.1 oo i e u i v vassosssosssas sussossasssssssssisssossosiossaessas AAATTGACTAATTACACTCCTGA
OQ507185.1 ATGTCACCACAAACAGAGACTAAAGCAAGTATGGCACAATCTGAGCITAAAGCGTACAAATIGACTTATTATACTCCTGA
0Q507154.1 ATGTCACCCCACACAGAAACTAAAGCAAGTTIGGATCAAGCTGGTGTITAAARGAGTACAAATIGACTTATTATACTCCTGA
0Q507156.1 ATGTCACCACARACAGAAACTAAAGCAAGTTIIGGATCAAGCTGGTGITAAARGAGTACAAATIGACTTATTATACTCCTGA
0Q507167.1 ATGTCACCACAAACAGAGACTAAAGCAAGTTTGGATAARACTGATGTTAAAGAGTACAAATTIGACTTATTATACTCCTGA
0Q507168.1 ATGTCACCACAAACAGAGACTAAAGCAAGTTTGGATCATGGTGGTGCTAAAGAGTACAAATIGACTTATTATACTCCTGA
0Q507169.1 ATGTCACCACAAACAGAGACTAAAGCAAGTTIGGGATCAGGCCGGCGCTAAAGCGTACAAATTIGACTTATTATACTCCTGA
0Q507181.1 ATIGTCACCACAAACAGAGACTAAAGCAAGTTIGGATCAAGCTGGAGCTAAAGIGTACARAR GACTTATTATACTCCTGA
0Q507193.1 ATGTCACCACAAACAGAGACTAAAGCGCTITTIGGATCAAGCTGGTGITAARGAGTACAAATIGACTTATTATACTCCTGA
0Q507195.1 ATGTCACCACAAACAGAGACTAAAGCACATTIGGATCATGCTGGTGTITAARAGAGTACAAATIGACTTATTATACTCCTGA
0Q507199.1 ATGTCACCACAAACAGAGGCTAAAGCAACTTTGGATCAAGCTGGTGTTAAAGAGTACAAATTGACTTATTATACTCCTGA
0Q507201.1 ATGTCACCACAAACAGAGACTAAAGCAAGCTTGGATTCAGCTGGTGTTAAARGAGTACAAATTIGACTTATTATACTCCTGA
©Q507192.1 ATGTCACCACARACAGAGACTAAAGCGAGGTIGGGACATGCTGGTGITAAAGAGTACAAATIGACTTATTATACTCCTGA
OO507155.1 ... .. v vevnnesasrrransanncnsaarssnsnsasnsnssssasnssssses s AAATIGACTTATTATACTCCTGA

0Q507160.1 ARATIGACTTATTATACTCCTGA
0Q507161.1 IWAATTGACTTATTATACTCCTGA
0Q507159.1 GACTTATTATACTCCTGA
0Q507158.1 . GACTTATTATACTCCTGA
0Q507157.1 . TGACTTATTATACTCCTGA
0Q507153.1 . GACTTATTATACT G
0Q507171.1 .

0Q507194.1

0Q507166.1

0Q507184.1

0Q507180.1

0Q507165.1

0Q507163.1

0Q507183.1 a’caaac A“ GATACTG A‘r aT

0Q507177.1 ACCAAACCAAGGATACTGA TEREN

0Q507185.1 ACCAAACCAAGGATACTGA TSNS

0Q507154.1 GIACCAAACCAAGGATACT !

0Q507156.1 CCAAACC m’\ﬁ’ AT

0Q507167.1 AARAC

0Q507168.1

0Q507169.1

0Q507181.1

0Q507193.1 TACCAAACCAAGGA

0Q507195.1 CCAAACCAAG

0Q507199.1 "CARP\CCA&GG

0Q507201.1 CAAACCAAGGATAC

0Q507192.1 GTACCAAACCAAGGATACT

0Q507155.1 ACCAAACCAAGGATACT

0Q507160.1 TACCAAACCAAGGATACTGATERESY

0Q507161.1 CCAAACCAAGGATACTGA TERE N

0Q507159.1 CCAAACCAAGGATACTC

0Q507158.1 ACCAAACCAAGGATACT

0Q507157.1 ACCAAACCAAGGATACTGA TR e

0Q507153.1 CCAAACCAAGGATACTGATERESS

0Q507171.1 ACCAAACCAAGGATACTGA TN

0Q507194.1 GTACCAAACCAAGGATACTGA TERENS

0Q507166.1
005071841
0Q507180.1
0Q507165.1
0Q507163.1
00507183.1
0Q507177.1
0Q507185.1
0Q507154.1
0Q507156.1
00507167.1
0Q507168.1
0Q507169.1
0Q507181.1
005071931
0Q507195.1
00507199.1
00507201.1
0Q507192.1
0Q507155.1
0Q507160.1
0QR507161.1
00507159.1
0Q507158.1
0Q507157.1
0Q507153.1
0Q507171.1
00507194.1




0Q507166.1
0Q507184.1
00507180,
0Q507165.
00507163
00507183,
00507177
0Q507185
00507154
00507156
0Q507167
00507168
0Q507169.
0Q507181
00507193,
0Q507195.
0Q507199.
0Q507201
0Q507192
0Q507155.
0Q507160
00507161
00507159
0Q507158
0Q507157
0Q507153.
00507171
00507194

I b e e e e e
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09507181
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0Q507160
00507161
00507159
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0Q507157
0Q507153
00507171
00507194
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0Q507171.1
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CAAGTTGAAAGAGATAAA
TCCAAGTTGAAAGAGATAAA
[PNCCCAAGTGAAAAGTGATAAA

BCCCAAGTIGAAAGAGAGAAA
A NCCCAAGTIGAAAGAGAGARA
INTCCAAGTTGAAACGAGATAAR
CCAAGTIGAAAGAGATAAA

A

ATRITTAARA 3
ATEITTARARC C L AT CCAAGTIGAAAGAGATAAA
ATEIT T A A AR { PITCCAAGTIGAAAGAGATAAA
IGAAAGAGATAAA
N TCCAAGTTGAAAGAGATAAA
TRITTAAABCTTT Tig BITCCAAGTIGAAAGAGATAAA
ATHITTAAANRC RITCCAAGTIGAAAGAGATAAA
ATEITTAAARCT G { A TCCAAGTIGAAAGAGATARAM
ATEIT TAAARIC { TGARAGAGATAAR

TCCAAGTIGAAAGAGATARMA
S TCCAAGTIGAAAGAGATAAA
[ATCCAAGTTGAAAGAGATARR
IATCCAAGTTGAAAGAGATAAR
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TTGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATTAAACCTAAATIGGGGTTATCTGCTAARAAACCTCGGTAGAGC

TIGAACAATTATGGCCGTCCCCIGTIGGGGTIGTACTAI TARACCTAARATIGGGTTTATCTGCTAAATACGAGAGTATITGC
TTGAACAGATGTGGTCGCGCCCIGTIGGGGTGTACTATITAAACCTAAATIGGGGTTICTGTGCTAAAAACTACGAGAGTGC

TTGAACAAGTGGCGTCGTCCCCIGTIGGGGTGTACTAT TARCCTTAAATIGGGGTTATCTGTTAAAAAATACGGTAGAGT
TTIGAACAAGTATGGCCGGCCCCIGTIGGGATGTACTATTAARACCTAAATIGGGGTTATCTGCTAAAAACTACGAGAGAGC
TTGAACAAGTATGGTCGTCCCCTIGTIGGGATGTTCTAT TAAACT T TTATIGGGGTTA . & @ v v v e aevsonaessona
TIGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATITAAACCTAAATIGGGGTTATCTGCTAAAAACTACGGTAGAGC
TIGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATITAAACCTAAATIGGGGTTIATCTGCTAAAAACTACGGTAGAGC
TIGARCAAGTATGGTCGTCCCCIGTIGGGATGTACTAITAARACCTARATIGGGGTTIATCTGCTAAAAACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTAT TAAACCTARATIGGGGTTATCTGCTAAAAACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATTARACCTAAATIGGGGTTATCTGCTAAAAACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATTAAACCTAAATIGGGGTTATCTGCTAARAACTACGGTAGAGE
TIGAACAAGTATGGTCGTCCCCIGTIGEGATGTACTATITAAACCTAAATIGGGGTIATCTCGCTAAAAACTACGGTAGAGC
TIGARCAAGTATGGTCGTCCCCIGTIGGGATGTACTAITAAACCTAAATIGGGGTTATCTGCTAAAAACTACGGTAGAGC
TIGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTAI TAAACCTAAATIGGGGTTIATCTGCTAAAAACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCTIGTTIGGGATGTACTATTARACCTAAATTIGGGGTTATCTGCTAAARACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCIGTTGGGATGTACTATTARACCTAAATIGGGGTTATCTGCTAAAARACTACGGTAGAGE
TTIGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATTAAACCTARATIGGGGTTATCTGCTAARAACTACGGTAGAGC
TIGARACAAGTATGGTCGTCCCCIGTIGGGATGTACTATI TAAACCTARATIGGGGTTATCTGCTAAAAACTACGGTAGAGC
TIGARCAAGTATGGTCGTCCCCIGTIGGGATGTACTAT TARACCTARAATIGGGGTTATCTGCTAAARRACTACGGTAGAGC
TTIGARCARGTATGGTCGTCCCCIGTIGGGATGTACTATI TARAACCTARAATIGGGGTTIATCTGCTAARAACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCTIGTIGGGATGTACTAT TAARACCTAAATIGGGGTTATCTGCTAAARACTACGGTAGAGC
TTIGARACAAGTATGGTCGTCCCCIGTIGGGATGTACTAT TARACCTARATIGGGGTTATCTGCTAARAAACTACGGTAGAGC
TTGAACAAGTATGGTCGTCCCCIGTIGGGATGTACTATTARACCTAAATTIGGGGTTATCTGCTAARAACTACGGTAGAGC
TIGARACAAGTATGGTCGTCCCCIGTIGGGATGTACTAT TAAACCTARATIGGGGTTATCTGCTAAAAACTACGGTAGAGC
TTIGARCARAGTATGGTCGTCCCCIGTIGGGATGTACTAT TARACCTARATIGGGGTTATCTGCTAAARAACTACGGTAGAGC
TTIGARCAAGTATGGTCGTCCCCIGTIGGGATGTACTAT TARAACCTAAATIGGGGTTIATCTGCTAARAACTACGGTAGAGC
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TGTTTATGAATGTCTTCGCGGTGTGGTTGATTTTCCCAAAGATGATGAGARCGTG . v v v v v v v s s
TGTTTACGAAIGTTITACGCGGTGGAACTGATTITTACCAARATTTGCTGAGAACGTTCTCTTGCAACCK
TATTIATGGAIGICTCCGCGGTIGGGATTIGATITTACCAAATGTIGAGAAGAACTTGAACTCACCACK
TGTTGATGAATGTCTCCGCGGTGGGATTGATT TTACCAAAGATGATGAGAACGCGGACTCCCAACT
TGTTTATGGATGTCTCCGCGGTGGA|TITTGATTTTACCAAAGACAATGAGAAACTGAACTCACAACC
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GICGTTGGA

TTTATIGICGTIGGA
ITTATIGCGTIGGA
TTTATIGICGTIGGA
CGTIGGA
GICGTIGGA
TTTATGICGTIGGA
TTTATIGICGTTIGGA
ITTATIGICGTIGGA

TGTTTATGAATIGTCTTCGCGGTGGA
TGTTIATGAAIGTCTTICGCGGTGGA
TGTTIATGAAIGTCTTCGCGGTGGA
TGTTIATGAAIGTCTTCGCGGTGGA
TGTTIATGAATIGTCTTCGCGGTGGA
TGTTTATGAATGTCTTCGCGGTGGA
TGTTTATGAATGTCTTCGCGGTGGA

CITTGATTTTACCAARAGATGATGAGARCGTGAACTCACAACC
CTTGATTITTACCAAAGATGATGAGAACGTGAACTCACARACK
CITTGATTITTACCAAAGATGATGAGAACGTGAACTCACARCC
CTTGATITTACCAAAGATGATGAGAACGTGAACTCACARCC
CTTGATTTTACCAAAGATGATGAGARCGTGAACTCACARACC
CITTGATTTTACCAAAGATGATGAGAACGTGAACTCACAACK
CITTGATTTTACCAAAGATGATGAGAACGTGAACTCACAACK
TGTTIATGAAIGTCTTICGCGGTGGACITTGATITTACCAAAGATGATGAGAACGTGAACTCACAACC
TGTTIATGAAIGTCTTICGCGGTGGACITTGATITTACCAAAGATGATGAGARCGTGAACTCACARACCAITTIATGICGTIGGA
TGTTIATGAAIGTICTTICGCGGTIGGACITTGATITTACCAAAGATGATGAGARCGTGAACTCACAACCAIITTIATIGICGTIGGA
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TGTTTATGARATGTCTTCGCGGTGGACITTGATTTTACCAARGATGATGAGAACGTGAACTCACAACC GICGTIGGA
TGTTTATGAATGTCTTCGCGGTGGAICTTGATTTTACCAAAGATGATGAGARCGTGARCTCAAR . & e v ofe ofe]efe v e v v
TGTTTATGAATIGTCTTC . v v v v v n .
TGTTIATGAAIGICTTICGCGGTGGA

TTGATITTACCARR . o vvvovnnnnmaanne ot
AClGTTGGA

TGTTIATGAAIGTICTTICGCGGTGGACTTGATITTACCAAAGATGATGAGAACGTGAACTCACAACCAIITTAT

TGTTIATGAAIGTCTTICGCGGTGGACITTGATITTACCAAAGATGATGAGARCGTGAACTCACARCCAITTTAT/SICGTIGEA
TGTTTATGAATIGTCTTCGCGGTGGAICITTGATTTTACCAAAGATGATGAGAACGTGAACTCACAACCIATTTATIGICGTTIGGA
TGTTTATGAATIGTCTTCGCGGTGGAICTTGATTTTACCAARAGATGATGAGAACGTGAACTCACAACCATTTATIGICGTTIGGA
TGTTTATGAATIGTCTTICGCGGTGGAICITTGATTTTACCAARAGATGATGAGAACGTGAACTCACAACCAITTTATGICGTTIGGA
TGTTIATGAAIGTCTTCGUGGTGGACITTGATITTICCAAAGATGATGAGAACGTGAACTCACAACCIAITTTIATIGICTTIGGA

TGTTIATGAATGTCTTCGC . o v o v o)ele c o v o s v o s s v s oesa PP I I PR OSSP PP EPEPRPEPRPI Y PP PR Y ) PR Y

GAGAAC TCTATTTTITGTATGGAAGCACT|IITATAAAGCACAGGCTGAARTIGGTAAARTAAGGTTACTGATTICG
GAGATCGITTCCGCTTITIGGCGICCGAARCATTIITATAAAGGTCAGGAGGAAARCARGGGARAATARAGA

GAGAIC iééiCTCTT CCGAAGCACCIIITATAAAGCACAGGTIGGAACAGGTIGGAATAGGGTTACTGATICS
GAGAICGITICGTICTTITITATIGCCGAAGCAGT|ITATAAAGCACAGGCIGAARGAGGTGARATAAGGTTACTGATICG

o

GAGATCGITTCGTICTTTITGTIGCCGAAGCACT)
GAGAICGITTCGTICTTITGIGICCGAAGCACT]
GAGAICGITTCGTICTTITGIGCCGAAGCACT)
GAGATCGITTCGTICTTITGIGICCGAAGCTACT]
GAGATCGITTCGTICTTTITGIGICCGAAGCACT)
GAGATCGITTCGTICTTTTGTIGCCGRAAGCACT)
GAGATCGITTCGTICTTITGTIGCCGAAGCACT)
GAGATCGITTCGTICTTTTGTIGICCGAAGCACT
GAGATICGITTCGTICTTITGIGICCGAAGTCACT,
GAGATICGITTCGTICTTITGIGICCGAAGC ACT]
GAGATICGITTCGTICTTITGIGICCGAAGCACT

AAGCACAGGCTGAARCAGGTGAARTAAGGTTACTGATTICG
TATAAAGCACAGGCTIGAARCAGGTGAAATAAGGTTACTGATICG
TATARAGCACAGGCIGAAACAGGIGAAATAAGGTTACTGATICG
TATAAAGCACAGGCTIGAARCAGGTGAAATAAGGTTACTGATTCG
TATAAAGCACAGGCTGAARCAGGTGAAATAAGGTTACTGATTCS
TATARAGCACAGGCTGAAACAGGTGAAATAAGGTTACTGATTCG
TATAAAGCACAGGCTIGAARCAGGTGAAATAAGGTTACTGATTICG
TATRAAGCACAGGCTGAAACAGGTGAAATAAGGTTACTGATTCS
TATARAGCACAGGCIGAAACAGGTIGAAATAAGGTTACTGATICG
TATAAAGCACAGGCTIGAARCAGGTGAAATAARCGTTACTGATICG
TATAAAGCACAGGCIGAARCAGGTGAAATAAGGTTACTGATICG
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GAGATICGITTICGTICTTITGTIG. « |- «fa|s ofs « ale s s s b s a s s s s b s s s s s s E 4 e s e s s e

GAGATCGITTCGTICTTITGIGICCGAAGCACTITITATAAA . . v v v v vt e s anssann
GAGATICGITTICGTICTTTITGIGICCGAAGCACT]
GAGATCGTITTCGTICTTTTGTGICCGAAGCACT
GAGATCGTITTCGTICTTTITGTIGCCGAAGCACT)
GAGATCGGTTCGTICTTTITGIGCCCAAACACT|TITATAAAGTACAGGCTGAAACAG. ..

TATAAAGCACAGGCTGAAA. ... ... . . . PR .
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