
Page 1

oligo_id Locus_tag oligo_sequence C
D

S 
si

ze

ol
ig

o_
5'

-c
oo

rd
in

at
e

ol
ig

o_
3'

-c
oo

rd
in

at
e

TM
_a

ct
ua

l

gc
_c

on
te

nt

po
ly

n_
le

ng
th

ha
irp

in
_s

te
m

_l
en

gt
h 

(b
as

es
)

xh
yb

 (i
de

nt
ity

%
)

co
nt

in
uo

us
_r

un
 (b

as
es

)

xh
yb

 (t
op

-h
it)

LSA0001_1228_1297 LSA0001 TTTGGCGGTAAAGATCATACGACCGTCATGCATGCTCATGAACGGATTAGTCAAAGTTTGACAACCGATC 1347 1228 1297 75,91 44,29 3 6 37 13 LSA1375

LSA0002_1002_1071 LSA0002 CATGAAGGATGCCTTGCGTTCATTTGGCCAAACAACAATCGTGATTAACTTTACGGCTGCTTTACGACCA 1140 1002 1071 75,91 44,29 3 5 37 13 ref|NC_002695.1|:2450309-2451031

LSA0003_145_214 LSA0003 CGTGGCCGGAAGTTATATCCAGAGGATGTCATTGAAGTCCCAGATAACGGCCAATTCATCGTTAAACAAC 228 145 214 76,5 45,71 3 6 40 14 LSA1152_b

LSA0004_380_449 LSA0004 CGCCCGCTGTGAGACGTCATTTCATTGATATGGAATTCGGGCAGATGAGTAGCAAGTATCTCTATAATAT 1128 380 449 75,33 42,86 3 5 35 15 ref|NC_002695.1|:2479320-2480168

LSA0005_1483_1552 LSA0005 GCCATGGGAACAGGCTTTGGACAAGAATTCGATGTCGAAAAGGCCCGTTATCATAAATTGATTATCATGA 1977 1483 1552 74,74 41,43 4 5 42 13 ref|NC_002695.1|:c3632065-3630428

LSA0006_1640_1709 LSA0006 TCGAACACTTAATCTCAACTTCAACGCATGAAGTGCTCCTCTTCTTTACGAATACTGGGAAAGTTTACCG 2574 1640 1709 74,74 41,43 3 6 40 15 ref|NC_004431.1|:596377-598791

LSA0007_82_151 LSA0007 TTCGACGGCATCTTAAAAGACAACGGTGCTGAAGTGGTTGATTCAAAAGACTGGTCAAAACGTCGTTTAG 297 82 151 75,33 42,86 4 5 41 16 ref|NC_000913.2|:c2445495-2444410

LSA0008_224_293 LSA0008 GCCGTCTACAAACTAGAAATTATGAAAATCAACAAGGTCAACGTGTCTACGTGACTGAAGTGGTTGTCGA 513 224 293 74,74 41,43 4 4 37 16 ref|NC_004431.1|:4844772-4846454

LSA0009_125_194 LSA0009 GTAAGATTTTACCTCGTCGGGTATCTGGTACAAGTGCTAAGAACCAACGTCGTTTGACAATTGCAATCAA 240 125 194 74,74 41,43 4 4 35 14 ref|NC_000913.2|:c4359957-4358419

LSA0010_1591_1660 LSA0010 TATTTGCGGTCTGTCGGAGCGGACGCATCAATGGTCCAACATCTGTTAAAAGAAAACGTCGATAATTATA 2034 1591 1660 74,74 41,43 4 4 41 14 ref|NC_002695.1|:c2801118-2799895

LSA0011_232_301 LSA0011 ATCGTTGAAGTGAAGTCTAAAGCTGGCGAAGACAGCCGTTTATTCGGTTCAATTCCAAGCAAACAAATCG 453 232 301 75,33 42,86 3 5 41 15 ref|NC_002695.1|:c2931044-2930343

LSA0012_452_521 LSA0012 CTGAACAGCAAAATAAAGCCGGCTTCAAATCAATTTCAGACGTCCTAACCACGTCGATTGAACATATCGA 1395 452 521 74,74 41,43 4 5 40 14 ref|NC_004431.1|:913787-914026

LSA0013_927_996 LSA0013 CTCTCAAAACGTTGGGATTGTGCAATTATCAGGCATCAAAACAAAGAAACCTGTTTACTATTCAGCTTTC 1341 927 996 72,99 37,14 4 5 0 0

LSA0014_164_233 LSA0014 TTTTTGATTCGGTCGCACCAACCTTATACTTGGAATCATTGAGAACGATGCCCCTCAATATTTGTGATAT 741 164 233 73,57 38,57 5 6 35 15 LSA1704_1332

LSA0015_563_632 LSA0015 AACAAATGGTCTTACACCAAATCCTAGCGGAACAATTAACGGTTAAGGATACAGAAGCCCTAGTCGCTTC 900 563 632 75,33 42,86 3 5 37 16 ref|NC_000913.2|:1131797-1133005

LSA0016_411_480 LSA0016 CTTTACAGCTAGCAATTCAATTTTGATTCCAGTCCAAAGCGAATATTATGCGCTAGAAGGCTTGAGTCAA 768 411 480 73,57 38,57 4 5 35 14 ref|NC_002655.2|:c5471081-5469600

LSA0017_422_491 LSA0017 AGAAGTTAAACTTAACGCAAGCTGAAGTGTCAGAACGCTTAGGCAAGAGTCGCCCTTACATTGCCAACTA 876 422 491 75,91 44,29 3 5 38 14 ref|NC_004431.1|:3151820-3151987

LSA0018_55_124 LSA0018 AATCGTTTCGAAGTGGTCCGCTTAGGGATGGATATTCGAATTAAATGTATGGGCTGCGGACACGCGGTCT 249 55 124 77,67 48,57 3 6 37 14 ref|NC_000913.2|:c3735200-3734376

LSA0019_372_441 LSA0019 TATCGATACAATTAACCTAGAACTTAGCTTAGCCGACTTAGAAAGCGTCACAAAGCGTTATGCGCGTGTT 1101 372 441 74,74 41,43 3 4 40 13 LSA0989

LSA0020_405_474 LSA0020 TACAGCTGCGATGGCCGGCGTTATCATGACTTATCCAATGCGCTATACACAAATGCCTAAGGAACAACGC 675 405 474 77,67 48,57 3 5 37 15 SKP0006

LSA0021_105_174 LSA0021 TTGGACGCATCGGAAGGAATCTGAATTGATGTTGGCTAACTTTCTCGCTAAAGCAGGTTTTCGGGTTGTT 765 105 174 75,91 44,29 4 4 38 13 ref|NC_004431.1|:c4020086-4019049

LSA0022_593_662 LSA0022 AAAAAGCCGGTGCGGTCCAAATTGTGACCCAACCGACTGATTTAATTACGACGTTACCCGCTAATTTGAA 669 593 662 75,91 44,29 5 6 38 14 ref|NC_000913.2|:c2327819-2326170

LSA0023_127_196 LSA0023 ACCGAAATTTCAGACGCCACACCCCTTAAAGATGAAACAGCACCCTTTTATGCTTTTGTGCCCACCTATT 468 127 196 75,91 44,29 4 5 37 13 LSA1084

LSA0024_484_553 LSA0024 ACGCCTTATTTGGCACCAATGGTTTCTGAATTGGCCATCATGACAAGTGTCGTTAACATAGGGATGTGGA 858 484 553 75,91 44,29 3 5 37 19 ref|NC_004431.1|:1644038-1644436

LSA0025_185_254 LSA0025 TTTTCCTCGTGCTCTTAATCTGGACGCTAATTGTCTTCACCATGAAATTCCTAACCACACATAATCAACG 627 185 254 74,16 40 4 4 40 13 LSA1775

LSA0026_73_142 LSA0026 CTACTCGTTGGGAGTTTAATTCTCATTTTCTTTGTCCAATACCTACGTCACCGGTCCGATTCAAAATATC 444 73 142 74,16 40 4 5 35 15 LSA0031

LSA0027_163_232 LSA0027 GCGGATCTAAAGAGCTATACAGAAACGTTTGACTCGGAAATGGGCCCTATTCACTATAAGGCATATACGG 366 163 232 75,91 44,29 3 4 31 14 LSA0479

LSA0028_43_112 LSA0028 CCTCAGGTTGCGCAAGCCAATCAAATCATCGTTGTACCGATCACGGTGATTTTTAGTCAACAAACTTATT 861 43 112 74,74 41,43 5 6 37 14 ref|NC_002695.1|:3962164-3965256

LSA0029_410_479 LSA0029 ATATCCCAATGCAGATGTTGATGGCCGTAGCTAAGCCACTTCATTACTGTCACATCATTTTCTACCCATT 1344 410 479 74,74 41,43 4 5 38 14 ref|NC_000913.2|:4074169-4075041
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LSA0030_180_249 LSA0030 CACTGCCATCCAAGAAAGTGGTGTGGCACGCCAGGATCTCTTTTTAACAACTAAAATTTGGAACGCTAAC 852 180 249 75,91 44,29 5 5 37 16 ref|NC_004431.1|:c810414-809374

LSA0031_638_707 LSA0031 CGGTTGAATCTTGGTTACAAGCCTTTCACAAAATGCAAATCGAGGCCTTGCCCCAAGATCCGCATTTTGA 1233 638 707 76,5 45,71 4 8 34 14 LSA1040

LSA0032_291_360 LSA0032 GGCCGACTTAAACCGCCACGTCTCAGTCAATATCGACTTAGCAAAACATGAATTCCAATTAGTCTTTGTC 366 291 360 75,33 42,86 4 4 37 14 LSA1788

LSA0033_513_582 LSA0033 TAAAGATTCACGCCCCAAAAACGGGCCTAGTTATTGGCAAACCATCAGTTCTCTACCTGGTTTAGTACGC 1140 513 582 76,5 45,71 5 6 37 13 ref|NC_004431.1|:c4007304-4005331

LSA0035_756_825 LSA0035 CAAGGACTTCCACTTCCATCCTGACATGGAACCCGATCCAGAAGTAGTGATGCCAGAGTTACAACCATTG 1158 756 825 77,67 48,57 3 6 37 15 ref|NC_004431.1|:3647965-3648570

LSA0036_685_754 LSA0036 ATGGCGATTCGCCAAGAATCCGGCACAATTCAAAATTACCTCAAGACTGAATTACAACTAACCAATCATG 789 685 754 74,16 40 4 6 37 14 ref|NC_004431.1|:4805288-4805845

LSA0037_455_524 LSA0037 TCGCCCAACAGATTCATCAGTTGGAGAAAAACGTCCATATTTCGACGCGGAATCAAATTTTATACGCACT 945 455 524 74,74 41,43 5 5 37 15 ref|NC_002655.2|:c1825605-1824763

LSA0038_115_184 LSA0038 GTAGATATTTTAAATGTATTAGATACGAAACAATATGCAGGGAGTTATAGCGGCATGCTTTCTGGAGATG 483 115 184 72,4 35,71 4 5 37 14 ref|NC_004431.1|:c1494075-1492975

LSA0039_456_525 LSA0039 GGGCTTCCAATTCGTTGGTCCAGTGACGGTTTATTCTTACTTGCAAGGTGCGGGTTTAATCGACGATCAT 546 456 525 77,09 47,14 3 4 38 13 ref|NC_000913.2|:2141290-2144607

LSA0040_310_379 LSA0040 GCTGTTTATGAAGATCAATACTTAGTGAAACGCGACTTAGAAGTCCTCACTTACGGCTTAGCCGTGATTG 495 310 379 75,33 42,86 3 6 40 15 ref|NC_002695.1|:c2091734-2090199

LSA0041_584_653 LSA0041 ATAGCCTCTGTGCTTTATTGGATTGTAACATTGCCCAACTCGGTCGGACGAGTCAGGTCAACTCATTACT 939 584 653 76,5 45,71 3 5 35 13 ref|NC_004431.1|:1670579-1671439

LSA0042_156_225 LSA0042 CAGCATCTTAGAAACCAGCGATTTAAATATCTATCAATCACTCTCACCAAACGTGGTCGCTAAACGACGG 468 156 225 75,33 42,86 3 5 35 17 ref|NC_000913.2|:4060270-4061535

LSA0043_58_127 LSA0043 AATTGCGGTGCGGCTGCAATCAATCACGAAACGACTCAAGCCAAACCAACCGCACTCAAGTATCACCAAT 729 58 127 77,67 48,57 3 6 34 14 ref|NC_004431.1|:c4894171-4892483

LSA0044_27_96 LSA0044 TTTAGATATGAAGATGTCAGAGGCATTTGACTGGAGCGACGATGCAACAATCGTGAGAGAAGCATTATGG 216 27 96 75,33 42,86 3 5 41 14 LSA1065

LSA0045_260_329 LSA0045 ACAGCTCAGAGAGTTTTATGCGCAGTCACAGTTACATTCACTTTTTACCTAAACAATCACACTCAGAAAA 1188 260 329 72,99 37,14 5 4 34 15 ref|NC_004431.1|:c5179910-5178639

LSA0046_489_558 LSA0046 ACTGGATAAGTTACCACAATTTGGTGGGCTCTTCTTAAAGAGTACCTACGGTTGGCTTTTCCAAGATATT 1014 489 558 74,16 40 4 5 37 14 ref|NC_004431.1|:1636492-1638126

LSA0047_9_78 LSA0047 ACAACTATTACATGATAAGCGGGTTTCACGGAATCTTACGATGTGGCAGCTAGCCGATTTATTAACGCAA 246 9 78 74,74 41,43 3 4 37 14 ref|NC_002655.2|:3846770-3847750

LSA0048_116_185 LSA0048 GTAAAATTCCGTTTACCGTCAAGGAAATTCAGTTGCTACACGATCAGCTAGATGTGCCGATTCTAATCTT 198 116 185 74,16 40 4 5 40 15 ref|NC_000913.2|:c4112495-4111749

LSA0049_501_570 LSA0049 AATGCCAGAAATGCCCTTTGAATACCCTGTTGTGGTTAAACCAAGTAATGGTGGTTCAAGTGTTGGGACA 1053 501 570 75,33 42,86 3 5 38 14 LSA1019

LSA0050_118_187 LSA0050 TTGAAAACAGACGTGAAGGAGACCGATAAGGATTATCAATTAACGGTTGATTTACCTGGGCTCAACAAGC 441 118 187 74,74 41,43 4 5 37 14 LSA0691

LSA0051_828_897 LSA0051 AGAATTTAGTCAACAAGCGCCTAGTCTAGACGAAATATTCAGATTGAAAGTGGGTGAGCAACATGACTAA 897 828 897 73,57 38,57 3 7 40 15 ref|NC_002655.2|:c2996023-2995754

LSA0052_914_983 LSA0052 TGCAACAAGCCATTTCACCGTTATTAATCCTCAGTACAATCAGTTATATGTGCGGGTTTATCTTAACGAC 1245 914 983 73,57 38,57 3 5 37 14 ref|NC_004431.1|:c4331599-4330868

LSA0053_1473_1542 LSA0053 GTTCGATGAATTCGGGAACTTGCATAATTGGTGGCAAGCAACTGACTTAGACCATTTTAAGGCTCTATCA 1896 1473 1542 74,74 41,43 4 5 38 14 LSA1110

LSA0054_23_92 LSA0054 TTAACGGTCAGATTTACCGTGCAAATGATGCGGAACTACGGGCAGATATGAAACGGGCCCGTGTTTTAAC 618 23 92 77,09 47,14 4 6 40 14 ref|NC_004431.1|:1352906-1354411

LSA0055_903_972 LSA0055 TCAACAACTCTTCAAATATGAACTCTTTCTCACACTCATTAGCGCAGCCTTCACACCACTCTACACGATT 1167 903 972 74,74 41,43 3 4 35 15 ref|NC_002695.1|:2667460-2667702

LSA0057_317_386 LSA0057 CCAAGCAACACGGCCTAATTACCGGGCTATCCTGTCATACTGCTCAAGAAATCCTAAGCAGTCATCAACA 675 317 386 77,09 47,14 3 6 37 13 ref|NC_000913.2|:4221851-4225534

LSA0058_515_584 LSA0058 ATATCATCATTAAAGGTGGCCATCTCGATAATAGTGACCAAGCCTGTGATTACGTTCTCTACGCTGATGG 813 515 584 75,33 42,86 3 5 37 16 ref|NC_002695.1|:c3409169-3407835

LSA0059_682_751 LSA0059 GTCGCCGAAGCAATGCCCACTCCTTTACCTGGTTCTTTTTACCCACAACTATTAGACTGCTTGTTTAACA 810 682 751 75,91 44,29 5 5 35 14 ref|NC_000913.2|:c2480198-2478660

LSA0060_1290_1359 LSA0060 CAAAGTAATCGATAACTGTACGACTCGTTTGCGTCTACAATTAGAAGACACAGCCAACGTTAACCAACCG 2019 1290 1359 75,33 42,86 3 4 38 15 ref|NC_002655.2|:c341741-339216

LSA0061_213_282 LSA0061 AACCCTCGTTAAATATCTCGATCAAAATCAACAAACTTTTAACGCGGATTCCAACGTTTATTCTAGTGCG 945 213 282 72,99 37,14 4 7 38 15 ref|NC_004431.1|:4060793-4062241

LSA0062_741_810 LSA0062 TAATGATGTTTTCTACTATTGTTTAGAAAACGGACTCTACTTCGTCTTACTGCCCGTCCTCTGGCGGGGA 1149 741 810 75,91 44,29 4 8 34 13 LSA0462

LSA0063_290_359 LSA0063 AATTATCAGATCGGGCCCACGTCATCTTGCCTTATCACATTAAGCTAGATAGCTTACAAGAGGCCGCTAA 1281 290 359 75,91 44,29 3 7 31 13 LSA0973

LSA0064_475_544 LSA0064 AATAAATCAACAGTCGTGGGTCTTGGGGACTTCTCACAAGGCACGACTTGGTTAACAGTTTTTGGCTTGA 1311 475 544 75,91 44,29 5 7 37 14 LSA0940

LSA0065_255_324 LSA0065 CCTCCGCCAAATTCAAAAAGTCGCCAGTATCAATGGCGCGGCCTACCTCTTGAGCTTACCGTTATTCTAT 459 255 324 77,67 48,57 5 5 37 14 ref|NC_004431.1|:2236117-2239014

LSA0066_403_472 LSA0066 TTTACCAACATCTTTTTACCATTGGAAAATGTTAAAGTTGGTGACATGGTCTACCTAACTGATTTACAAA 663 403 472 70,64 31,43 5 6 37 14 ref|NC_002695.1|:4146612-4147496
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LSA0067_509_578 LSA0067 CATTAATGTTTGTCGCTACTAAGATGGGCATGCAATTCGTTCAATACGGACCAAAAGGCTATCAAATCAA 1032 509 578 73,57 38,57 4 4 38 16 ref|NC_004431.1|:3108301-3108864

LSA0068_127_196 LSA0068 TTACTGTTTTTCTTCTTACCGTATGGCCTAATTTCTGCGGAATTAGGGACGACATATGATGATGAAGGCG 981 127 196 74,74 41,43 5 7 37 14 ref|NC_004431.1|:481473-482150

LSA0069_350_419 LSA0069 TAACATTAATCTTAACGGCGTTCCCATTAAACGGCAGTCATGCGGAGCTAAGCAGCAAGTTACCAATCTT 495 350 419 75,33 42,86 3 5 35 16 LSA0708_1

LSA0070_792_861 LSA0070 TGAAACGGACGCTAAGGGCCGCAAGTTACAAGTTGAAAAATTATACTTGCCAAAACCAATTCTGATCACG 1128 792 861 74,74 41,43 5 6 37 14 LSA0766

LSA0071_191_260 LSA0071 CTGATAGTGATAAGAATCCCGCAATAGCTTTAGACACTTGCGGTGCAATGACGCAGGGGAGTATTGGTTA 936 191 260 76,5 45,71 4 6 38 13 ref|NC_002655.2|:c4663814-4662759

LSA0072_887_956 LSA0072 GTGATCGCTTAACTGCTAGTTATGTTAATTACTATGCGCTAAATGATGCAATCATCTTACCTATTTTTGA 1104 887 956 71,23 32,86 5 5 40 15 ref|NC_002655.2|:613224-613910

LSA0073_93_162 LSA0073 TTTTGTATCGACAACGACTTTTTTACGCTTTGTTCGCAAAATTGGGTTCTCAGGTTATAGCGAGTTCATC 747 93 162 73,57 38,57 6 5 37 16 ref|NC_002695.1|:c5355298-5353982

LSA0074_384_453 LSA0074 CGTTATCTTGAGCTACTTTAAAACAGTTCAATTCTACTCTAAACAGCCTAGAAATAAGCAGCCCCTCTTG 570 384 453 73,57 38,57 4 5 34 14 LSA1315

LSA0075_32_101 LSA0075 ACACTTGGGGTTAGGCGGCGTGGTTCGATAGTTTCTGAACGGAATGTTTACAAAACGTAAATATAAGCCT 101 32 101 75,33 42,86 4 5 40 14 ref|NC_002695.1|:c5415514-5414819

LSA0076_184_253 LSA0076 AAATTAGACCGATTCGCGCGTAATACAATTGGGGCTTTAAGTATTACGAAAGAGTTGTTTGCGCGTAATA 555 184 253 73,57 38,57 4 8 40 14 ref|NC_004431.1|:4992518-4994062

LSA0077_404_473 LSA0077 ACGAAATTAACATTGGCGACCTCACGATTCACCCAGAAGCTTATATTGTGTCTAAACGGGGCACGAAGAT 714 404 473 75,91 44,29 4 3 34 14 LSA0172_1

LSA0078_1046_1115 LSA0078 AAAGAGAAACAGGCTATATCACCGGGTTAGTGTGTGTGTTACATGATGTAACGGAACAACAAAAGAATGA 1899 1046 1115 73,57 38,57 4 7 38 16 LSA0234

LSA0079_1191_1260 LSA0079 AGTTGGCTATGAGTGGACACAAGAAACAAGTAACGACCAAGTGATAGATCTTAATCCGACCTATTTTATT 1332 1191 1260 72,99 37,14 4 4 37 13 LSA0417

LSA0080_158_227 LSA0080 AGATCACTGTTAAAAGATTATCGAATCAAAAACGCGAGAGTTATTATTTAGCGAGTCGTCAAGCAGATCA 822 158 227 72,4 35,71 5 4 35 15 ref|NC_004431.1|:291188-291988

LSA0081_407_476 LSA0081 AATTTCATCATAACAACCGGGCCTTCGCAATCTTAACGGATACGGGGTACGTTTCGGATCAAATCAGAGG 807 407 476 76,5 45,71 4 4 34 14 LSA1355

LSA0082_321_390 LSA0082 TTCTAAGAGCAGTAGCAGTGATTTAGAAGAATCCAGTGAAGGTTCAGGTTTAATCTACGAGAAAAAAGAC 1224 321 390 72,99 37,14 6 6 38 14 ref|NC_002695.1|:c1256410-1255889

LSA0083_19_88 LSA0083 AACATTAGATGTCTGTGGATAAGTCTGTGGATTGTGGGTATAACACGGAAAAATAAGCACCAATGTTATC 101 19 88 72,99 37,14 5 6 38 14 ref|NC_002655.2|:c3274167-3273250

LSA0084_42_111 LSA0084 ATACTTGAAGGCGGGCATTGCGGAATACGCCAAACGCTTAAGTAAATTTTGTAAGTTTGAAATCATCGAA 480 42 111 73,57 38,57 4 5 38 14 SKX0016

LSA0085_425_494 LSA0085 CTGCTAAGAAGGCGTTTAATGGTATTGATATTATTGTTTCGCATAACGGCACTTTCAGTAGTCAACCTGA 648 425 494 73,57 38,57 3 4 38 14 LSA0414

LSA0086_565_634 LSA0086 GTTGCTCAAGGTTATCGGATTACGATGCATGCCGATATCGATCAAGTGGACTCAATCCAACACATTCAAC 1020 565 634 75,91 44,29 2 6 37 16 ref|NC_004431.1|:4638596-4639102

LSA0087_699_768 LSA0087 AAGTATGAAACCCACGTTTGGCGTAGGGATCCAACACTTAGGTGATATCAATCAACCACAATTATGGGCA 1344 699 768 75,33 42,86 3 4 38 14 LSA0317

LSA0088_1141_1210 LSA0088 AGTTTAGCTAACACTATTATCAGAGAGGCTGTCCAAGCCAGCGACTTTGAATATCATGTGGCAGCAGATG 1785 1141 1210 75,91 44,29 3 4 41 13 LSA1704_1332

LSA0089_424_493 LSA0089 ATTGCCTTAGTTGGGGTTTTCCTCTCAATTACCAAAGGAAATATTCATACATTGACAATTCCGTTTAATT 927 424 493 71,23 32,86 4 6 34 14 LSA1435

LSA0090_413_482 LSA0090 ATGCGAACTATCAAAATAAGGTGCGCTTAACATTAACGGATAAAGCGGGCCATAAGACGTATCAAACGAT 1296 413 482 74,16 40 4 5 35 14 PRV0007

LSA0091_49_118 LSA0091 TCTGGCAAGTACTCCGAGGGTGTCAGCTATTTAATTGATGAACAGGATAAGACGATTAAGAAAACCTGGT 369 49 118 74,74 41,43 4 5 38 17 ref|NC_004431.1|:c2555764-2555576

LSA0092_474_543 LSA0092 ACTTTACCAGTGGATTACAATCCGCAATGCCAACACCGCTCGGAAATTAGCAGCTTTAGCACAAGACTAG 543 474 543 76,5 45,71 3 5 34 14 ref|NC_002655.2|:c3768599-3767337

LSA0093_671_740 LSA0093 CAATCTTTGACGTAACAGATGGTTACTCTAACGAAGACAAGCAAATGTTGATGTTAGTGGTCGAAAATCA 837 671 740 72,99 37,14 4 5 38 14 LSA0649

LSA0094_518_587 LSA0094 CACTATTTTTATTCGGGCTATTCCCAGTGATTATCACCTTCTTCATTCGCCATCACTTAGTCGAAAGTCG 1224 518 587 74,74 41,43 5 6 38 15 LSA1245

LSA0095_1159_1228 LSA0095 CAGATTAGTGATACCTTACTTTTCTGGCTCAGCAATGGTGTTTCACACATGAGCGGGGTCATCTTCTCAA 1533 1159 1228 75,91 44,29 4 5 38 13 ref|NC_002655.2|:c978559-976976

LSA0096_512_581 LSA0096 AAGAAGTCGGCTTCATCAGTGATGATGCCTCAGCTTATAACGGGATCCAAGGGGTCGTTAAGTTACGCTA 612 512 581 77,09 47,14 4 6 41 13 ref|NC_002655.2|:4534852-4535064

LSA0097_7_76 LSA0097 AAGAAAGCGCGTCTACTCGCAGTATTAGTTGGAATCGTATGTGTCGGTTACTTAATCGCAAGCCAGTCAA 144 7 76 75,91 44,29 3 4 41 13 LSA1860

LSA0098_358_427 LSA0098 TTGAATAACAAGGAAAAATTCTACCAAGTTTGCGAAGAATTCGACTTGCCTTATCCTAAGACTAAGACAA 1254 358 427 71,81 34,29 5 6 37 14 ref|NC_000913.2|:2461034-2462092

LSA0099_640_709 LSA0099 GATTTTCCAGTAGTTGATTCACAATCCGTCTTAGTGGATCGGTCGATTGAATTAGGCCTTAAGTTACGTG 717 640 709 74,74 41,43 4 5 37 13 ref|NC_002695.1|:c3311954-3309939

LSA0100_205_274 LSA0100 TTAGAAGAACTCGATCAATTGGCGCTACCAATGACTAAGAGTTGGCGCTTGAATGAACGACACTACGGTG 708 205 274 76,5 45,71 2 5 35 14 ref|NC_000913.2|:3972619-3973164

LSA0101_429_498 LSA0101 GAAATTGACGGATCATCTCAGTCGCTTTTATCCACAAATTCCCAAAGCAAACCAGATTACATTACAAATG 1152 429 498 72,99 37,14 4 5 37 13 LSA1790
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LSA0102_94_163 LSA0102 GGTTATCCCCGCTTAACCCGTGTGATGGCTAGATTTCCTAAGACGACCGTCCTATTAATTCTCTTTTTGA 597 94 163 75,91 44,29 5 5 34 14 ref|NC_000913.2|:322829-323677

LSA0103_77_146 LSA0103 AATTTTCATCGCACCATAAATCTGTCAGTCAAATTCGCATTTTAAAACTACTCCATCAACAAAATGGGCA 483 77 146 71,81 34,29 4 6 38 15 ref|NC_002695.1|:c3060173-3055569

LSA0104_310_379 LSA0104 CTCTCCGATGAAGCCTTGAGCTTCGGTAAAGCCCTCAATTTATACGTTCCTAGCAATAATACGTTGCAAC 495 310 379 75,91 44,29 3 5 37 14 ref|NC_004431.1|:2201204-2202706

LSA0105_40_109 LSA0105 ATGTTTAATCAAATTGTCAAAGAGGTGAATGTTAAGCCGTTATCCTATGAAGTAGTTGACGCAAACGGAG 204 40 109 72,99 37,14 3 5 42 14 ref|NC_002655.2|:c2198533-2197451

LSA0106_881_950 LSA0106 ACAACAACAATAACTCAGCCTCAAAAGCAACAACAAAGCCAGTTGCTAACACAGGTTCATTAGTGTCAAA 1275 881 950 73,57 38,57 4 6 41 16 LSA0955_1

LSA0107_191_260 LSA0107 TAATCGAATCAGTGACTTATTCAGGCTATCATTATGGTTCTTCACATGAAGCGCTTGAGCTAGCTTGGGC 561 191 260 75,33 42,86 3 5 38 15 LSA0636

LSA0108_18_87 LSA0108 AACTAATAATTGGTATCATGTTTCACTTGATACGCAAACTCAAAAATTTATCGCAACTGCAACGAACAAT 189 18 87 70,64 31,43 5 6 41 16 LSA0890

LSA0109_59_128 LSA0109 AGCAACGTCGCGAAATGTTGACTTATTTAGCGCAGTACGAAAATCATTACATCCCAGTGACCCAAATTGA 429 59 128 74,74 41,43 4 4 40 13 ref|NC_002695.1|:c3377013-3375730

LSA0110_111_180 LSA0110 TAAGACGGAGCAAAAGACTTCCGTTTCAGAAAGCTCACAAAGCAGTGTAAGCAATAGTCAATCAGCGAGT 477 111 180 75,33 42,86 4 5 34 13 ref|NC_002695.1|:c3744117-3742339

LSA0111_102_171 LSA0111 TTTTTACTTACTATATAAGAGCATCTACTACTTTAGAGCACAAGCAATTGGACGAGGCGTGATTAATCTA 819 102 171 71,81 34,29 5 4 35 14 LSA0823

LSA0112_92_161 LSA0112 CAGTAAATCGTGCGATGAAATTATTGGGCTTATCTAAGTTCAAACTTAGTCAATATGTTGAGACGGTTAA 477 92 161 71,81 34,29 3 7 38 15 ref|NC_004431.1|:5162553-5164772

LSA0113_757_826 LSA0113 AATCTGAATATCGAAGTGCAAACGACCGTTGATGAACGGACCGACCTCTACCTATCTGATTTTTACTCGA 930 757 826 75,33 42,86 5 5 38 13 LSA0206

LSA0114_168_237 LSA0114 TAAAAACTATCCGACAAAGGTGATTGAGTCATCATCAGACTCACAGTCTTCAAGTTCGTCTGCCCAAACA 759 168 237 74,74 41,43 5 6 37 14 ref|NC_000913.2|:1209569-1210402

LSA0115_262_331 LSA0115 GGTTTTTTCAAAACAGTCGTTGAGACACTAACAGGGCATACCGTTCGTGGCATCATGCCTGGGAAATATC 771 262 331 76,5 45,71 6 5 35 16 ref|NC_004431.1|:2053720-2054691

LSA0116_1_70 LSA0116 ATGTTGAAGATTACCAGTCTTTCAGAATCCGGAATAGCTTTACCACATGTGAGCTATCGTGTTACGACGA 252 1 70 74,74 41,43 3 6 31 14 ref|NC_002655.2|:894558-895160

LSA0118_1666_1735 LSA0118 CAACAAGCACCCGATGTTAAATTGGGGAGTTTTGTATTGATCGATAGGGATCAGAAAACGCAGTTAGCGA 2202 1666 1735 75,33 42,86 4 5 40 14 ref|NC_004431.1|:3223576-3225120

LSA0119_147_216 LSA0119 ACAACGGATTAATGAGATGACAACGGGTCGATATGTTGATGCACAAATTGTATTCAGTGCGGGATTGGTT 441 147 216 74,74 41,43 3 4 41 14 ref|NC_004431.1|:4821973-4822686

LSA0120_799_868 LSA0120 AAATTACCTCATCACTTGATCCAGGCTTTCAAATCAACCTTGGCTGAAGCCGCGGATGCTGATCTATTGA 1272 799 868 75,91 44,29 3 5 38 14 LSA1484

LSA0121_32_101 LSA0121 CTCAATTTGATCGTCCAGGTTTAATAATTGAATAACTGTTTGGTCTTTTTTTAAGGGCGCTTCTATTGAC 101 32 101 71,81 34,29 7 6 41 15 ref|NC_002655.2|:c192137-189465

LSA0122_822_891 LSA0122 CCAATATGATGCCCCTCATGGTGTTTGTTGTGCCCTCTTATTACCAATCGTTGAAGAATTCAACATCGTC 1170 822 891 75,33 42,86 4 6 38 16 ref|NC_002695.1|:c4055274-4054330

LSA0123_237_306 LSA0123 CAGTGCCCTCCCGTACATTCATAATTTTGAAATTCAAAGTGCATTAGAAATGCGATTTGGATTACCCGTC 888 237 306 74,16 40 4 6 40 15 ref|NC_002655.2|:c2089530-2085685

LSA0125_567_636 LSA0125 TTCACTCTTTACTGTAGCAGGAACGGGTACATCGAATAATGTCTTATCAGCATTGGGTAATGGGGTATTA 1353 567 636 74,16 40 4 4 35 18 ref|NC_004431.1|:461499-462266

LSA0126_1172_1241 LSA0126 TCTTACGGGTCCGCTTCAACAGCGACAAGTACCCATCAGAATATACGTACATTAAAAACAAACCTTGGGC 1437 1172 1241 75,91 44,29 5 4 37 15 LSA0783

LSA0127_301_370 LSA0127 CTTGAAAACTTAACAGCTTACGAAAATATGGCATTACCATTAACGCTCCAAAACGTGACTGGTAAAAAGG 759 301 370 72,99 37,14 5 6 40 14 LSA1082

LSA0128_1733_1802 LSA0128 TTTTCATCGTGTTATATGCCGTGTACTATGTGGTGACAACGTGGCTATATCGCGGAATTGTTTTAAAAGA 1821 1733 1802 73,57 38,57 4 4 35 15 ref|NC_002655.2|:52184-54046

LSA0129_454_523 LSA0129 AATGTACAAGTGGTCTGCACAACTGATGATCCTGCTTCTGACTTACACTACCATCAGTTATTAAAACCGG 1416 454 523 74,74 41,43 4 8 38 16 ref|NC_000913.2|:2156410-2159487

LSA0130_796_865 LSA0130 GGTTATCAGATTCCACGCGATATCTCATTTATCGGGTTTGATGATATGGCATATGCCAAATTTATTACGC 1026 796 865 73,57 38,57 3 6 38 14 ref|NC_004431.1|:c2456936-2455722

LSA0131_211_280 LSA0131 AAAAGTTTCTACCTCGACACACCCTATACAATCACCCCTCATTTCCGCGAAGAATTCTACGGTTACTATG 657 211 280 75,33 42,86 4 4 34 16 LSA0659

LSA0132_126_195 LSA0132 TTTGATTATGCGAGAACTAAAGCGAATCCCTAGTATTGAAGTGACAAAGCTGTCCCGGATGTTTGATATT 459 126 195 73,57 38,57 3 4 40 13 LSA1069

LSA0133_547_616 LSA0133 GCTGGTTACGTTGATCGCAAACAACCATTAGCTATCTCACATTTAATCCCAACAATGGCAACAGACGTTT 903 547 616 74,74 41,43 3 5 35 14 LSA0302

LSA0134_1770_1839 LSA0134 TCACTTGATATTAACCGGTAACAAAAAAGCTGTACCAGCGATTAGACAGCAATTAGAAACCCGCAACTAA 1839 1770 1839 73,57 38,57 6 5 37 14 ref|NC_000913.2|:c3443619-3443266

LSA0135_44_113 LSA0135 TCGGTGGTATCTTGCGTTATTTAATCGGATTGGTATTGAATCAGCCAACTGGGTTTCCGTATGGGACTTT 408 44 113 75,33 42,86 3 4 38 16 LSA1428

LSA0136_40_109 LSA0136 GCCATTTTGCGGTATCAATTGACGCGAATTGGGAATCACATCGCTAGTGAATTCCCACTGATGACCTTTT 348 40 109 75,91 44,29 4 7 38 15 LSA0290

LSA0137_1699_1768 LSA0137 ACTAAGGGTAACAGCACAAATCTCTTGCAACAAGTGCAACAATTATTTGATGCCCAAAATACAAAAGTGG 2292 1699 1768 72,99 37,14 4 5 38 15 LSA0342

LSA0138_728_797 LSA0138 CAAAGGATGACCCAACGAACTATTATTATCCTTATGCGATTAGTGATCGCGCCAGCGCCTTTAAGATGGC 930 728 797 76,5 45,71 3 6 35 16 ref|NC_000913.2|:c3319653-3318010
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LSA0139_983_1052 LSA0139 CGCAAGGGACTTTATACACTGACATTATTGAAAGTGGTACAAGTACTGCGACAACCATCAAATCACATCA 1554 983 1052 74,16 40 3 5 35 14 SKX0007

LSA0140_1073_1142 LSA0140 CTTATTACACCGGTGTCACAACGCCCGCGCAAACCTTAATCGTTAAATATCGGAATACGTATCTAGGTAG 1368 1073 1142 75,91 44,29 3 5 37 14 ref|NC_002695.1|:c5159294-5157297

LSA0141_456_525 LSA0141 GTTAGCTTTTGGTCATTGGGAAGTAGATACGGTGCTTTCTAGTCGAAGTGAGTCACGATCATGTCTGGTT 921 456 525 75,91 44,29 4 4 35 14 ref|NC_002695.1|:3563243-3564700

LSA0142_764_833 LSA0142 CCTTAAACCTAAATTCAGATGTAGTAAAACAGATATCTCACCAAAGCCCCATGCTTCCAGAATCAACAGA 1272 764 833 73,57 38,57 4 4 37 14 LCS0012

LSA0143_415_484 LSA0143 ACACCCTATGGTAAATATAAAAACCCAGCAATCGTTAATGAGATAGTTCTACGACATGTAAGTAAATTTT 864 415 484 70,64 31,43 5 4 37 13 ref|NC_002655.2|:c1944070-1943852

LSA0144_198_267 LSA0144 AACGATCTTACTAAATCAACAGTCTGATATTCACGTTAGTCAGCGTCTGGTCTATCAACAAATGTGTGAA 798 198 267 72,99 37,14 3 5 37 14 ref|NC_000913.2|:93166-94653

LSA0145_40_109 LSA0145 GTTAGCTTAAGTCAGACTGGCCGTTCGGCCAACTCACTGGCTAAAGAATACAACGTCAGTGTTTCAACGG 252 40 109 77,67 48,57 3 6 40 14 ref|NC_000913.2|:c1169597-1168635

LSA0146_33_102 LSA0146 TGAACTAGTTAAATTGATCTGTAGTGACACGTTTGAGTGTATGCAAAGATTCCCCTCGAATTCAGTGGAT 786 33 102 73,57 38,57 4 4 35 12 ref|NC_002655.2|:926272-927252

LSA0147_829_898 LSA0147 AATAGCCTGCCTAGTGTAGAAAGACGACTAGGACTTTCAGCAACCCCTAGTATTTATATGTCTGAAGAAA 1755 829 898 74,16 40 4 6 34 15 ref|NC_004431.1|:c4285697-4284198

LSA0148_1910_1979 LSA0148 TTACTGGAATACACAATAATATCTCATGTGCATATGAGTTATCTAAGGATATGATGGGAAATGTTGTGTC 2043 1910 1979 71,23 32,86 3 6 37 13 ref|NC_002655.2|:785897-787561

LSA0149_64_133 LSA0149 AGAAGTGATAACTTTCTGAGCAATCATGGATTGTCAGGTGAAGGAGTGCAGTTTTTAACAGCTTTATTGG 546 64 133 73,57 38,57 5 5 37 14 ref|NC_004431.1|:1464597-1464965

LSA0150_704_773 LSA0150 CAGATGAAGCTGCTCAATTAGGAGTACTTTATCAACGGCCAGAAACCCCGCAGGAAAAGATGTATCGCTT 852 704 773 76,5 45,71 4 4 40 16 ref|NC_002695.1|:c1503473-1500288

LSA0151_262_331 LSA0151 GGCGGGCAGAATAAGCCGATTACTTTCCCATTCTACACACCACTACTATTCACTGATCAAGTTGAACCAA 519 262 331 75,91 44,29 3 5 38 14 LSA1364

LSA0152_524_593 LSA0152 CCAAAAATCTAACGATGGGCCTCGCGAACTGTATCGCAACACTAGTCTACGCGCTTCAAACGACCATCAA 747 524 593 77,67 48,57 5 5 37 14 ref|NC_002655.2|:5439402-5440175

LSA0153_68_137 LSA0153 TCAAACACAATAAGTCGCGGGCCTACCAGAACGATGAACGCTGGCAATTAATCACCATCAAAGCCGCTAA 324 68 137 77,09 47,14 3 4 41 14 ref|NC_004431.1|:3094959-3095315

LSA0154_78_147 LSA0154 TTCCAGGCAAGCCGTGATTTCAATCGAAAAGTATAAATATACACCCTCATTAGAACTCGCTTTTAAGATT 207 78 147 72,4 35,71 4 5 40 14 ref|NC_000913.2|:c1507471-1507274

LSA0155_545_614 LSA0155 ACCTGAATTGGCAACGGATTTGGGTTAACCGCAAGCAAGCCCAGGCTTTACCAACAACCGTAATGCAACA 654 545 614 77,67 48,57 3 5 40 15 LSA1550

LSA0156_558_627 LSA0156 TGCCATGAACGAACCATTGGAACACCTTCGTTTCATGAAAGAGGCGCACACCCTTAATTTAGCGCTTGCC 1296 558 627 77,67 48,57 3 6 35 15 ref|NC_002695.1|:993745-995283

LSA0157_1093_1162 LSA0157 TTCGGTATTTTAATCTTCGCTATCCTAGTTTCTTGGAGCGCAATCTTACTAAATGCTCCCGTTTTAAGTT 1326 1093 1162 72,99 37,14 4 5 35 14 ref|NC_004431.1|:c2877166-2875835

LSA0158_8_77 LSA0158 AAAATCGGTTATTAATTCTTGATAAGCTTAATATCAGTGTTGTTTCTATTACCTTCAAGAAGTGGCGACA 90 8 77 70,64 31,43 4 7 41 15 ref|NC_004431.1|:c2772574-2771630

LSA0159_376_445 LSA0159 AATCTGGATTCGTTAATGGCATCAGTACCTACAGTGGCTAGCGAACATCAACAGCAACGCCAAGTCGTTA 678 376 445 76,5 45,71 2 4 37 16 ref|NC_004431.1|:4169798-4171375

LSA0160_59_128 LSA0160 ACAAAAACTATACTCACGACATCCGACTTGTGAGCCGTAACCCACGGAAGGTTAATCCTGAAGATCAACT 918 59 128 75,91 44,29 5 5 37 14 ref|NC_004431.1|:c5042699-5041923

LSA0161_205_274 LSA0161 AAACTAATCGACTATCGCGCAGAAGGCACGAAGAATTTTTATTACCTCAATCACGACACAACCGAAATTG 333 205 274 74,16 40 5 5 35 15 ref|NC_002655.2|:2410299-2410880

LSA0162_703_772 LSA0162 TTTGACGAAGCTATTGCGCAACCTAAAATCGTTCATTTTACAACGCACAATAAACCTTGGAATACGTTGA 1701 703 772 72,99 37,14 4 6 35 13 ref|NC_004431.1|:2882079-2883620

LSA0163_125_194 LSA0163 ATTTAGAATTGGCCATCTTAAAAGCGAATAATGGCGAAGCACTTCTAGAAGGAAAATGGGGGCCTTTGGC 255 125 194 75,33 42,86 5 5 41 15 ref|NC_000913.2|:57364-58179

LSA0164_146_215 LSA0164 TTTTAAACAGTTATAACGTCTCAGTGGATATTGATTTACGCTCCAAAGATGAGCGACAACAAGCACCGGA 789 146 215 74,16 40 4 5 38 18 ref|NC_004431.1|:1557866-1558582

LSA0165_537_606 LSA0165 TGGTGGTAGTATTCTGACAACCACCTCGATCCAAGGATTCAATCCAAGTTCACAACTCTTAGACTATGCC 891 537 606 75,91 44,29 2 6 35 14 ref|NC_004431.1|:5206829-5208220

LSA0166_37_106 LSA0166 TTAATTGGTATTATTGCGGGGGCTATTACAAGTCGTGATTTACCCGCTGGTTGGATTGGCAATATTGTAG 252 37 106 74,74 41,43 5 6 38 15 ref|NC_004431.1|:c962486-960981

LSA0167_456_525 LSA0167 ACAGGCACTCAAAGAGGTCTTTGACATGCCAATTAAATCAGTAAATGTTAAGCTTGCGCCACTTGTTCAT 558 456 525 74,16 40 3 7 38 13 LSA1263

LSA0168_112_181 LSA0168 ATTGCAGCAAGTTTAACGGGATCCAAAGATGATTTAGAAGGTTTTAGAGCACAAGTCAACCGCGTATTAA 195 112 181 73,57 38,57 4 4 40 14 ref|NC_004431.1|:2653453-2654421

LSA0169_99_168 LSA0169 TATTGATGGGTTACTATCAATGAATGGCAACTTTTTCAGCGATATCGCTGATCGATTCAGAACTGATAGC 429 99 168 73,57 38,57 5 8 41 16 ref|NC_000913.2|:c1692287-1690914

LSA0170_331_400 LSA0170 GCCAAGTCTGTGCATAAGATGACCGGTTTAAATGTTACAAAAATTAAAATGAATGTTTCTGACTTGTTGA 462 331 400 71,23 32,86 5 6 42 16 ref|NC_002695.1|:c3486105-3484252

LSA0171_468_537 LSA0171 CCAAGATATGCAATGGGATTTCTGGTCCCTTTCACCCGAATCTGTCCATCAAGTTACGATTCTCATGAGT 1440 468 537 75,91 44,29 3 5 35 15 ref|NC_000913.2|:c844838-842478

LSA0173_309_378 LSA0173 GTTAGATCCAAGCTTGAAAGTACCGTTCACTAAAATTGCTAAATTAGATAAAAAGAGCGAGACCATTAAA 780 309 378 71,23 32,86 5 4 38 14 LSA0719

LSA0174_204_273 LSA0174 GGCAACTGCCAGGGGGGTCTTAATGCTAGTGTCAATAACCGGTTTGATTAAAGTATTGAGACGCTCATGA 273 204 273 76,5 45,71 6 6 38 13 LSA0427
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LSA0175_941_1010 LSA0175 TCATTGTCATTAGCGTGTGTGTCGTGTTAGGAGTTATCTTAATTTATTATATTCGGAAACATGGAAGTAG 1029 941 1010 71,81 34,29 3 4 40 14 ref|NC_002695.1|:1265747-1266181

LSA0176_33_102 LSA0176 ATTAATCGATAAGTATCACTATTCAACCGTTAAATATACGTTCATTGCACTAACCACACTGACGACCATC 177 33 102 72,4 35,71 3 4 41 14 ref|NC_004431.1|:c4012989-4011694

LSA0177_285_354 LSA0177 TAACGTAAGTATCGATAGCAATGATCGTCACGCATCATACAAGAACACAGACACAAATATGACAGCTATC 885 285 354 73,57 38,57 3 6 37 13 ref|NC_004431.1|:2870577-2871215

LSA0178_173_242 LSA0178 ATATCTCAAGAGCAGCGGTTAGTCGAAAATTAACGCAACTTTATTATAGTGATTACTTAGCTAAAGAACG 417 173 242 71,81 34,29 4 5 35 15 LSA1565

LSA0179_916_985 LSA0179 GTTAAAACACGCTTCCGTCCTATCGGGATTAACCGGAACCACAATGTGCACATTTTACAAGTTCGTAACA 1407 916 985 75,33 42,86 4 6 34 15 LSA1383

LSA0180_622_691 LSA0180 AATCACGGTATCGTAGATTATGGTCCGACTGATCAAGTGTATAATGCCCAGAATATTGAGCGCGCATTTA 741 622 691 74,74 41,43 3 5 38 14 ref|NC_004431.1|:c4424713-4424090

LSA0181_701_770 LSA0181 TTGCGGCGATTAGTGGGCTGTATTTCAGTTATACCTTCAATTGGGCGTCTGGCCCGGCAATTGTCTTAAT 861 701 770 77,09 47,14 3 6 38 13 ref|NC_002695.1|:1485301-1485948

LSA0182_787_856 LSA0182 CCGAAATCTATGGCTAAAGTTGCCCAAGAAACGGGACTGCCAATTTATGCAAAAATCTTTACGGATTCCT 945 787 856 74,74 41,43 5 5 37 14 LSA0481

LSA0183_248_317 LSA0183 CTCATGCTAATTCATTCTGGCAAACCAATATGCAGGTTTTATTAGAACAAAAGCAAATACATTCACTAGA 507 248 317 71,23 32,86 4 5 37 14 LSA1248

LSA0184_140_209 LSA0184 CAAACGATTTTAATTCATTAGAAGAAAACCAGTTTGGCACAGCCAAGGAAAAGCAACGCCAAGCCATTTT 240 140 209 73,57 38,57 4 5 40 16 ref|NC_004431.1|:289986-291158

LSA0185_516_585 LSA0185 AGGGGTCATCATCGTTATTGTGCCAATCGTAGTCTTCTTCTCACAAATGTTTTCAGGGACACATGGTAGC 1416 516 585 75,91 44,29 4 5 38 13 ref|NC_002655.2|:4898029-4899480

LSA0186_635_704 LSA0186 AGATTCAAAAGCCCCAATACTTGGTCCATTTATCAGGTTTAATGACAAAATTAGGCAAGCACATCAGTAC 1014 635 704 72,99 37,14 4 4 37 14 ref|NC_004431.1|:155286-156515

LSA0187_1185_1254 LSA0187 TCTAGCTGACTTTGCAGCCGCCAAGCAGGTATCACTAGAACAATTACTCTCAACTTTACGGAAACTGGGT 1512 1185 1254 76,5 45,71 3 5 34 14 ref|NC_004431.1|:c2012084-2011326

LSA0188_18_87 LSA0188 ACAATGCAACGAGTTGCCTTTAACTTTTTCTTTAAGAAACCCAGAATTCGACTGGTTGATTAAGGGAAGA 100 18 87 72,99 37,14 5 6 42 14 ref|NC_002695.1|:c1542744-1541626

LSA0189_950_1019 LSA0189 TGATGTTGACGATGACTTACAGTAGTTCGCGGTTAGTTTATTCAATCGGTCGGGATGGTTTGTTACCTAA 1392 950 1019 74,74 41,43 3 4 35 15 LSA0152

LSA0190_798_867 LSA0190 GTTAGCCTTTGAACAGCCCAATGTGACGAGACGACAACTCTTTAACTCGGGGTTAGCGATTGGTCGAGAA 1089 798 867 77,67 48,57 4 5 38 13 LSA0504

LSA0191_544_613 LSA0191 CTGTTCTTTAGTTTCTTCGGAAGCTTCCTATCATTGACGATTTGGTTCATTCAATTAGGTTATCCGCTCG 744 544 613 74,16 40 3 5 38 14 ref|NC_004431.1|:c1559696-1559193

LSA0192_25_94 LSA0192 GTTTCTGGTAACCGTCGTCCTATCAACCAAAAGAATGCTAAAAAACGTAATGCTGAAACAACAGCTGTAT 129 25 94 73,57 38,57 6 5 40 16 ref|NC_004431.1|:4340940-4341782

LSA0193_69_138 LSA0193 GGGGGTGATTTTAGTAACCATAGGAATGCTGATACAACTGATTCCAATAGGAGAGGCGCAATTCCATATA 561 69 138 74,74 41,43 5 5 37 15 ref|NC_004431.1|:c4657559-4656435

LSA0194_416_485 LSA0194 CTTATGGTAAGGCACAAAACGTCATTGCTTCTAAAACAGCTAACGGCGTTACATGGTATCAATTAGAAAA 1347 416 485 72,99 37,14 4 6 37 15 ref|NC_002695.1|:c2325358-2324570

LSA0195_533_602 LSA0195 ACCACACGGCAATTCCCGCCACTTTAACAACTGAAGATTTCACCTACTCTAAAGCGCTTGTTGAAAAAAC 993 533 602 75,33 42,86 6 5 40 14 LSA1656

LSA0196_771_840 LSA0196 AGAATTTGACATGTCACCTGAATCAGCTGATCTACCTTTTATTCGCAAGATTGAACATAAGATTAGTGTT 1419 771 840 71,81 34,29 4 5 34 15 ref|NC_002695.1|:c3499897-3499046

LSA0197_31_100 LSA0197 GAAGACTGGGAAGTTATCACCCATCTATCACTTATCTATCGTTGGGTTATCAGCAATCTTAGCGATTTTG 543 31 100 74,16 40 4 5 40 14 ref|NC_000913.2|:c218775-217057

LSA0198_203_272 LSA0198 TACTCACACGTTTGAAGGAATTAGGGATTGTTAGTCATTTGGATGAAATTACCGGTGTTGGCCACCGAGT 1185 203 272 75,33 42,86 3 5 37 14 ref|NC_002695.1|:c706166-705210

LSA0199_31_100 LSA0199 GTTGATATTCCAAGATTAAGTGCGCGACTTGAGGACCAGCCAGCCGTGAAAACTTTTTTCGAGGCCTTAA 246 31 100 76,5 45,71 6 5 40 13 ref|NC_002655.2|:c3565707-3564664

LSA0200_692_761 LSA0200 ACTTGATTTCAGCACAACCATCTGTCAACGGTTTAGCAACCGGTTTTGTTTTATCACAAACCAGTGTTAT 885 692 761 73,57 38,57 4 5 37 13 ref|NC_000913.2|:c4460683-4458545

LSA0201_38_107 LSA0201 GCGTTATTTCAGATATGGGACATTTCGATACATTAAGTATTGGGGATGCTGGTATGCCAGTACCAGTTGG 396 38 107 75,33 42,86 4 6 40 14 LSA1800_1587

LSA0202_652_721 LSA0202 GTCATTATCACGGTTGGTTCTAAAGGGTCATTCTATGCAACACCAACTGCAACTGGTTTTGTCCCTGCCT 909 652 721 76,5 45,71 4 6 40 14 ref|NC_002655.2|:c3255530-3253386

LSA0203_641_710 LSA0203 GTCATCAAATCACGGTTAATCCGGATTGGCAAATAACGACCCCCTTATCTAAACAGGGAGGCTATCAAGT 1023 641 710 75,91 44,29 5 5 40 14 ref|NC_000913.2|:743466-744398

LSA0204_41_110 LSA0204 ATATGTCGGGCTATAAGTTGCGGATTATCTTGGAAAATGCCATGCTGCCCAGACGGAAAATCTCAAATGG 555 41 110 75,91 44,29 4 4 40 16 ref|NC_002695.1|:4988892-4989389

LSA0205_856_925 LSA0205 GCTTATCAAACGAGTTTGATGCAAAATTATATGGGATATTCAGCCTTTTCAACTGGGGTCCATCAATTGC 1560 856 925 73,57 38,57 4 7 35 16 ref|NC_002695.1|:c3776971-3776261

LSA0206_167_236 LSA0206 CAGTATTGACTCGTGCCATCAAGACATTACACTATGCACTTGAAGGTTCAGACCAATTATGGATTCCTGA 690 167 236 74,74 41,43 2 5 37 13 ref|NC_002655.2|:c1590815-1590192

LSA0207_1970_2039 LSA0207 AAGCAATGGGAGCTCGTCCATTGAGACGGGTTATTGAACAACAAATCCGAGATAAAGTGACTGATTTTTA 2124 1970 2039 74,16 40 5 6 40 15 ref|NC_002695.1|:c3774431-3773333

LSA0208_349_418 LSA0208 CTGGGCACAGTACAATTAGCAGTTTCTAAAGGTTGGACAATATTCTCTGCCGTTTTGAGTATTGTTGCAG 537 349 418 74,74 41,43 4 6 37 13 ref|NC_004431.1|:c2179801-2178092

LSA0209_228_297 LSA0209 CAGCCACCTCTCATCAATTGGGGTTGGCTTGAGTACCGCTTTCCAATTTGTGGAATACGCGATTTTAGCC 618 228 297 77,67 48,57 4 6 35 14 LSA0703
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LSA0210_48_117 LSA0210 AGCAAGAACCATGGATTTTTCATTTGAATTAAATGGTAATCCGCTCTTTTTACCGCGCCAACATCAATGG 993 48 117 73,57 38,57 5 5 37 15 LSA1108

LSA0211_37_106 LSA0211 AATGCGTCTTCGGAAACGATCACTAAAATAGCTCAGGACGCTATTTCAGGTTCAACACCAACTAAACAAT 465 37 106 74,16 40 4 7 41 15 ref|NC_002695.1|:1369277-1370263

LSA0213_517_586 LSA0213 TATGCCTACAATATGGGGATCGTTTTGCGCGGTAAGCCTTACGAGATTTACCCAGAGTTGAAATATCAAG 1038 517 586 75,33 42,86 4 5 37 14 ref|NC_002655.2|:4631665-4632336

LSA0214_76_145 LSA0214 ATTTGGTTTGTACTGACCCTCTATCTTGCCATTAAATTTTATTTAGACTTACAAAAAATCACGATTATTA 153 76 145 68,89 27,14 6 6 37 16 ref|NC_002655.2|:c2685005-2684640

LSA0215_758_827 LSA0215 AAGATGCAATCACAGATACATTCTCATTATCACTAGCAGCACCAACAAGTAAGTTGGGTACTGCAGCCGG 984 758 827 75,91 44,29 3 5 35 14 LSA0299

LSA0216_b_4_73 LSA0216_bGAAGGTACCCAATCACCGAGTGAGTTGGCAATGGTATTTAAAATATCGAGTCCGATTGTGACCCGTAAGT 270 4 73 75,91 44,29 4 5 37 13 ref|NC_002695.1|:2271762-2272286

LSA0217_73_142 LSA0217 AATGTGACGCGCTTGCGGATACTAGATTTATTGGTGCAGGGTCCCAAAACGGTTGAAAATTTAGCCAATA 657 73 142 75,33 42,86 4 6 0 0

LSA0218_66_135 LSA0218 CGATTTTTGGGCAACGTGGTGTCCACCATGTAAGATGCAAGGACCAATTGTTGAACAGCTAGCAGATGAT 318 66 135 76,5 45,71 5 5 41 14 ref|NC_000913.2|:c1045026-1043887

LSA0219_a_278_347 LSA0219_aACAAGTGGGAAGTCGAACCAATTGTAGGTCAATTTGATTTCGAGGTATATAAAGTTCGGCTAAAAGCTAA 558 278 347 72,99 37,14 4 5 35 13 LSA1017

LSA0219_b_407_476 LSA0219_bAAACTGCGTGGCAAGTTACTATATTTATGGGCCTACAGTCACTAGTATTCTACGTGTTAGTCGCGTGGTT 960 407 476 75,33 42,86 3 5 35 14 LSA0439

LSA0220_c_506_575 LSA0220_cATAAGCAAGCCTTAGCAAACAGCACCGACAAATTTCCCACAGAAATGGTCCAAAAATTACTCGCAGCTAA 1299 506 575 74,74 41,43 5 5 40 15 ref|NC_004431.1|:1580128-1582803

LSA0221_182_251 LSA0221 CTAAGGACAACGGCTTAAAATTCGTTCCGTTTAATCCGCCACTAACCGTCAATACGAACATTATCTGGAA 333 182 251 74,74 41,43 4 5 40 14 ref|NC_004431.1|:2792017-2793273

LSA0223_193_262 LSA0223 CAAAAACGCGGACGCGAAATCTTATCTTTAGTTGATACAACGACAAATAACTTAACGCATAATCAGGTCG 456 193 262 73,57 38,57 5 4 40 13 ref|NC_000913.2|:3185422-3187887

LSA0224_94_163 LSA0224 GAGCGATTAGTGATGGAAATGAATACAGGCTATCACGATGCAGCCGAAGTACGGGCGTATTTAAAGTGTA 576 94 163 75,91 44,29 3 5 38 16 LSA0600

LSA0225_196_265 LSA0225 ATGGCAAGCTTAGCCCAATTAGCACTCGATCGGTTCGGTCGCGTAGATGTCTTATATAACAATGCTGGCG 747 196 265 77,67 48,57 3 4 40 15 ref|NC_002655.2|:c1319318-1316604

LSA0226_1794_1863 LSA0226 AAGTGAACAACACTTGCGGACTTTCTTCGATAAATTGAGTAAAGCACAAGTGGCACGCTTAGGTTGGACG 2532 1794 1863 75,91 44,29 3 6 38 15 ref|NC_002695.1|:c4676744-4674756

LSA0227_547_616 LSA0227 ATACCAACCACACAAGCCACACAAGCTAAGCGATTAGATTTAATCGGTGCACTGACGTCGATTATTGGGA 1344 547 616 75,91 44,29 3 6 38 14 LSA1522

LSA0228_216_285 LSA0228 CAGTGGTCAATTGCCCCAAGTAGCCAAGGCAGTCGTGACAACGATGACTAAATTGCAGATTCATAAACTG 600 216 285 76,5 45,71 4 5 34 15 ref|NC_004431.1|:c3706445-3705507

LSA0229_11_80 LSA0229 AAGAAGCGAGTCAACAAACGGGCGTTACCGCGACAACCATTCGTTATTATGAAAAAGAGGGCTTAATCCA 150 11 80 75,91 44,29 5 4 42 16 LSA1085

LSA0230_34_103 LSA0230 AAGGAATATATTCGTTTATTTGATGCCCAAGAAGATAATACAGCTCAGCAGTTTAAACTGTTGAACGAAC 246 34 103 71,81 34,29 3 6 42 17 ref|NC_000913.2|:1427067-1430435

LSA0231_88_157 LSA0231 GGCAAAGAAAGACGGCGCGATTTTATGAATACGAAGGGTAAATCACGATTATTGAATTTATTGGCCGCTA 534 88 157 74,16 40 4 5 38 17 ref|NC_002695.1|:2002939-2003364

LSA0232_813_882 LSA0232 GTCAGCGCGAGTTGCTCAAGGCACAATGACAATTGGCGCGATGTTCTCATTTTTAATGTACTTATTCCAA 1752 813 882 75,33 42,86 5 5 35 15 LSA0912_1419

LSA0233_229_298 LSA0233 ATTCGTAAAAGATTCCGAGGGATTTTCCTACTCTCGGTTGTCTTAGCCGGTGTCACAGCAGCAGTAGTTG 384 229 298 77,09 47,14 4 5 37 14 LSA1211

LSA0234_1154_1223 LSA0234 TGCGAATGAAACATTCTATTAAGCATTGGAAAAAGGAAGTATTGTGGCATACAAGTCATCGCGTGATTAC 1674 1154 1223 72,99 37,14 5 5 40 15 ref|NC_002655.2|:3583730-3585130

LSA0235_1411_1480 LSA0235 AATAACATTCCTGTTTACATGCCATATGCTTCAGCACTCTTCAACAATCGTGCCAAGACAGATCGTCCAG 1695 1411 1480 75,33 42,86 3 4 37 13 ref|NC_004431.1|:c330324-326209

LSA0236_24_93 LSA0236 TCTTGTACTTGCAGGGATCACAGTCACCGGTGCTTGCTTAGTTGCTAAAAAAATGGAACTATTTAGAGAT 129 24 93 74,16 40 7 5 40 15 ref|NC_002655.2|:1354017-1355954

LSA0237_453_522 LSA0237 TTATAATCCAATTCCGTTGGAAGAACGTAAGGTGAATATTATCACGCGACGAAATGGACACGTTGTTGAT 756 453 522 73,57 38,57 3 5 37 13 ref|NC_004431.1|:c719875-718898

LSA0238_32_101 LSA0238 TGGCCTTAAGCAACGGTGTTACAATTCCAGGATTAGGTTATGGCACATACCAAACACCTAACGAAGAAAC 861 32 101 75,33 42,86 3 6 37 13 LCS0009

LSA0239_268_337 LSA0239 CGACAAATGTTGGCTAGTGAGATTGAATCATTGCAAGCAGAATTGACAAAACTAGATCATAAAGAGTGGT 426 268 337 72,99 37,14 4 5 44 15 ref|NC_002695.1|:5223115-5223591

LSA0240_361_430 LSA0240 CATAAAGCCCATATTTGGCTCGGCGTTTGGGAACACAACACTGCCGCACTCACCTTTTATACCAAGTTAG 519 361 430 77,09 47,14 4 5 35 14 LSA0352

LSA0241_186_255 LSA0241 TCGTGCTATTCAAAAATTAAGCCGTGCCGGGTTAATTACCCGCCAAGCTGATGAGACCAATCTCAAAATC 453 186 255 75,91 44,29 5 6 0 0

LSA0242_368_437 LSA0242 TTAGTGGCAACGTCTATGTGGATTTTATTCTAAATTCAGACAACCTAACGGATTTGGTGGCCCGGACATT 1155 368 437 74,74 41,43 4 4 37 13 ref|NC_000913.2|:c884453-884169

LSA0243_1337_1406 LSA0243 AACGATTATTGGTTGAAATCAAAGTTTCGCCCCAAGACAGCCCACAGATGATGACTAACTTTATCAAACG 1815 1337 1406 74,16 40 4 6 35 14 ref|NC_000913.2|:c1397550-1396798

LSA0244_192_261 LSA0244 TATCCTAGCTTTTATGTTGGGAACGATTTTAACGCGGGTTGTGCAGCATCATTTCAAGGAAGCTGATTCC 672 192 261 75,33 42,86 4 5 38 15 LSA0994

LSA0245_192_261 LSA0245 GGATATTTCAGAATTGCAGCTAAAAAAGCAACTGAACAAAACGGTTTATCACTTGACGGGTTTGAGTGAT 576 192 261 72,99 37,14 6 6 41 15 ref|NC_000913.2|:756912-757628
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LSA0246_1346_1415 LSA0246 TGGGCTGGTTGTCCGTCATTGGTTTAACTTACTTAAATATGTTGGGCTTACCTGGTCAAATCGAAGCTTT 1575 1346 1415 74,74 41,43 3 5 40 15 ref|NC_002695.1|:c3176533-3175691

LSA0247_93_162 LSA0247 TAAGGATGATTTAGAATTAGTCATTGTATCGGTGCTGGAAAATGATGAGTTGAATGTCTACCAGGCTTTG 435 93 162 72,99 37,14 4 5 41 17 ref|NC_004431.1|:c4876258-4875122

LSA0248_500_569 LSA0248 ATATCGAGCCAACGATTATTCCCGCTGTGGTCAAACTGTTAACAAGTGCTGGCTATCAAGTGCGGCAACA 741 500 569 77,09 47,14 3 5 38 14 ref|NC_000913.2|:c2404663-2403725

LSA0249_193_262 LSA0249 GAAGCCTGCTTATCGGTTGCCCCCCAAGAACTTGCTCATGTGCAATCAATTGCCTTATATATTACTGAAA 1065 193 262 75,33 42,86 6 5 34 14 ref|NC_004431.1|:c384453-381928

LSA0250_436_505 LSA0250 GTTAAACTCGTTGACCAACATAGTATGAAACAGATTAATCGCTTCTATAAGAAGACAGATAATCAGTCAG 789 436 505 71,81 34,29 3 5 40 13 LSA1103

LSA0251_309_378 LSA0251 ATACCTATTAGAAAACATGAACTGCAAGATTCAATTCTTCGGTTCAGAAGTCATCGGTGTTACGTTACCA 564 309 378 72,99 37,14 4 5 40 14 LSA0353

LSA0252_615_684 LSA0252 AATTAAGGCCATCCATACTGAAACATCGGCATTTGTTGTCGATCTATTGGCCTTCTTCCGCGATATGTAC 936 615 684 75,33 42,86 3 7 38 13 ref|NC_004431.1|:5206017-5206820

LSA0253_264_333 LSA0253 CACTTTTTCTTTAGGTGGAGCTGGTTATAATATTGCCCATAATTTAACAAAACTTGCAGTGCCAAATTAT 1092 264 333 71,23 32,86 5 7 38 13 LSA0801

LSA0254_822_891 LSA0254 GATTGGTCAATATGCGCAAGCTGCTTCAAGTATTACGGTGGGAAGTGCTTCAGCCGTTTCATCACATTTA 939 822 891 75,91 44,29 3 4 37 15 ref|NC_000913.2|:2530431-2531402

LSA0255_266_335 LSA0255 TGGAATATACTGCAGATCAAGCGTTTAGAGATCAATTGAGAGCGGTTTGCCCGGAAACAGAATTAATGCA 696 266 335 74,74 41,43 3 4 38 14 ref|NC_002655.2|:585949-601515

LSA0256_a_8_77 LSA0256_aCTGCGATCATTGGTGTATTTTTAGTCTGTGTTGGAGTAGCGATTAATAACAACACACAACTAGGTAATGA 264 8 77 72,99 37,14 5 7 38 16 ref|NC_004431.1|:2329640-2330164

LSA0257_98_167 LSA0257 GGTTTGGTGCAATCACAATTCTGACGGCATTAACAACAGGACCAGCAATTCAATATTTAAGCCAATTATT 198 98 167 72,99 37,14 3 4 40 14 ref|NC_002655.2|:2485115-2485717

LSA0258_588_657 LSA0258 ACACGCGGCAGAAGGTTATACATCAACCTTAGCGAGTCCTGTCACAGATGCGATTTGCGAAAAAATTATG 1152 588 657 75,91 44,29 6 6 40 14 ref|NC_004431.1|:5053873-5054613

LSA0259_427_496 LSA0259 GCTGTTTTGGGGCAACCTGAAGTTTTTCTAACAATTAAGGAACGAATTCCTAATTTATCACCACAACGTT 1191 427 496 72,99 37,14 5 5 38 14 LSA0246

LSA0260_883_952 LSA0260 GTGGGTGCTTCTAGATTGAGTCAACTTCAAGATAGTGTACACGCGTTAGATAACTTAACGTTTGCACCTG 987 883 952 75,33 42,86 3 5 34 15 ref|NC_002695.1|:497710-498813

LSA0261_465_534 LSA0261 GAATCGGGCGGTTAAGAAAATCCCTAAGGATTTAGAATACCGGACAACAATTCACTCAGACCAAGGGTTT 813 465 534 75,33 42,86 4 6 88 18 LSA0474

LSA0262_43_112 LSA0262 CCCAAAACTGCACTTCATTTTAATATCTCAAACGTTGGTACTATCTGGCAATGGCAATATATTTTGGAGA 318 43 112 72,4 35,71 4 6 90 26 LSA0473

LSA0263_367_436 LSA0263 ATCGTTGCCTTACCACTTCAATTAATCGTAGTGGGACCATTCTCACGTGCGATTCTTGGCAAGATCCAAA 468 367 436 75,91 44,29 3 5 34 13 ref|NC_004431.1|:c5184836-5183931

LSA0264_1187_1256 LSA0264 TATCTTGTTTCATTTTCCTAGCCACGACCATTTCATCATCAGCCTTCATCGTTTCGTCATTTACTAGTCT 1530 1187 1256 73,57 38,57 4 4 35 14 ref|NC_004431.1|:3209102-3210418

LSA0265_138_207 LSA0265 TGAACTAAAACGCCTCGAAACCGAAGACCTGATTACCCATATCGAACTCATTTCTGGCACTAAACTCAAG 534 138 207 75,33 42,86 4 4 40 14 ref|NC_004431.1|:3180005-3181159

LSA0266_179_248 LSA0266 GTTTTATGCGTAAATTCGGCATGAGCCGGATCAATTTCCGGGAATTAGCTCACAAAGGCCAAATCCCAGG 270 179 248 77,09 47,14 4 5 37 14 ref|NC_002695.1|:c1671886-1670969

LSA0267_12_81 LSA0267 TAAATGAGGAGGGTTGAAGATGAGTTATTCACAATTTATCCAAAGTGCGACCGTAAGTGACTAAAGACGT 81 12 81 73,57 38,57 3 5 40 14 ref|NC_002695.1|:c3678403-3674861

LSA0268_1042_1111 LSA0268 GCAATCAGTGCTTTGACTTACGGCATGAGTTTGTTGCATACAGGCGCAATCAGTCGATTGCCATTGTATA 1176 1042 1111 75,91 44,29 3 6 37 15 ref|NC_002655.2|:c3572200-3567614

LSA0269_327_396 LSA0269 CAAAATCCGCCTAAGTCTCATTAACCGCCTCTTACAAATCTTATTAGACGCCGGCTTCACACCCGAACAA 672 327 396 76,5 45,71 4 4 32 14 ref|NC_002695.1|:2030525-2031319

LSA0270_258_327 LSA0270 TATTCGGGAAACGACTTTTAGAAAGATTCAAACTTTTTCATTTGCTAACATTGAGAAATTCTCAGTTGGG 1074 258 327 71,23 32,86 5 6 37 15 LSA0098

LSA0271_100_169 LSA0271 GGGGTCCCAATTAAGGAATTGAACGAACATAACTTACACGATTCAGTGTCATTCGTGCTTCAAAAAGCGA 642 100 169 74,74 41,43 5 5 41 14 ref|NC_002695.1|:5381576-5387917

LSA0272_922_991 LSA0272 CAATTCTATAATCAAATTGCGCAACTCTCATCAAGTTACAGCATGATTCAATTGGCAATTACCGGTGCGC 1794 922 991 74,16 40 3 6 40 18 LSA1139

LSA0273_508_577 LSA0273 CCCAAGGCGCAATTCACCGTCTTCGGTGATCAACATCAAAGTCTCACACCCCATAAAATTCAATTCAGTA 1092 508 577 75,91 44,29 4 6 34 14 ref|NC_002655.2|:4593225-4594880

LSA0274_388_457 LSA0274 ATTTTTGATTGGCGTTCACCAATCGCTGATGTTTATTATCAACAGACATTCGGCCCCACGAGTTACCAAG 948 388 457 75,33 42,86 5 6 37 15 ref|NC_004431.1|:1938945-1940645

LSA0275_269_338 LSA0275 CGTTTACCGATCAAGCAGACGCCCCTAAAAAACCAGCGAAAAAGGGATTATTCCATCTCTTCGGTAAAAA 798 269 338 75,33 42,86 6 8 37 14 ref|NC_004431.1|:2195846-2197666

LSA0276_540_609 LSA0276 CCAACAAAACAGAATTGAAAAATTACCTTTAGTTGGTGACGATGGTCGCTTAGCCGGCTTAATCACGATT 1482 540 609 74,16 40 5 5 42 15 LSA1495

LSA0277_549_618 LSA0277 TTGGAAACAAGAAAGTATCGTGTCAGCTAAAACCGTAATGGTCCATGTCAGTCATTTACGGGATAAAATC 687 549 618 73,57 38,57 4 6 37 14 ref|NC_004431.1|:c5154615-5153920

LSA0278_557_626 LSA0278 TAATTGAAGATAATCAGTATCAAACCAAGGATGAATTAACCAAGTACACACACACGGCCTATGTGAAGGC 1200 557 626 73,57 38,57 3 5 37 15 ref|NC_004431.1|:1352906-1354411

LSA0279_290_359 LSA0279 AGGACAAGGAGTTAACAAACGTCCCACTTCAAGCTGATAAGGCGTATAGCGTTCGTGAATTATATCAAGC 1287 290 359 75,33 42,86 3 5 37 15 ref|NC_004431.1|:c4771971-4771477

LSA0280_1114_1183 LSA0280 GATTACGCCCACAATTACGCTAGCATGAAGGCACTATTGAGCTTCCTTCAAAAGGAATACAATCAACCTA 1542 1114 1183 74,74 41,43 4 6 37 15 LSA1055
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LSA0281_284_353 LSA0281 TAGCAAATAGTCAAAGTAGTCAAACGAGTCAATCGCAGGCCACTCAGAGTCAAAGTGCGCAACAATCAAG 624 284 353 75,91 44,29 3 4 35 16 ref|NC_002695.1|:2717452-2721489

LSA0282_392_461 LSA0282 TAGAGACCATGCCAACACTCACTAAACAATTAATCACGCGTTTTAGTAAGATTGATCCAGCACATAAAGC 888 392 461 73,57 38,57 4 6 35 15 ref|NC_004431.1|:5184975-5185997

LSA0283_211_280 LSA0283 AATATTGGCTATGTGCCGCAATTTCGAAACTTAGAAGCAGAATACCCGCTCTCTATTCGAAGTTTTGTCA 681 211 280 74,16 40 4 6 40 15 ref|NC_002695.1|:3754211-3757309

LSA0284_173_242 LSA0284 TGTTTACGATGATTAGTTCGATTACAATTGGCCAGATGAGTGCCAAGGAATCAAGACGAGAAGCGTCGAT 777 173 242 75,33 42,86 3 5 35 15 ref|NC_000913.2|:c4205555-4203966

LSA0285_897_966 LSA0285 ATTGCATATGTACGACTTATACACACCTCTTTTGGGCAAACCCGCTTTGAGCTACACTTATCCACAAGCA 1806 897 966 75,33 42,86 4 4 31 13 ref|NC_002695.1|:c645046-643979

LSA0286_666_735 LSA0286 ACGCCAAGTCATTACGTCGTTGATTAAATCAGCAGTTTCCTTCAAGTCCCTCACCAATTATGAATCAATC 1188 666 735 74,16 40 3 6 37 13 ref|NC_002655.2|:55039-55353

LSA0287_1010_1079 LSA0287 TTCAAAATTCAATCACAACTTTTGCACCACATTATCAAGCAGTTTTAACCGTTTTTGTCACATCATTTGC 1236 1010 1079 71,23 32,86 5 5 41 14 ref|NC_004431.1|:3376764-3377741

LSA0288_200_269 LSA0288 TTAATCCTTTATATTTAAAGAGTGGTTCATTTTTTAATTACAGCGGCTCTAATCTAGGGGTTACCGATAG 732 200 269 71,23 32,86 6 5 38 15 ref|NC_000913.2|:526805-527173

LSA0289_2152_2221 LSA0289 GGTGATATCACAACACCATTCGACATGCGTGTCTTGAACCAAATGGATCGTTACAACTTATCTAAAGAAG 2364 2152 2221 74,16 40 3 5 41 13 LSA1335_1309

LSA0290_990_1059 LSA0290 GGTAAATAACCAATACGTTAAACAATCAGACCCTAACAAGATCATGGATCTTTCATTGGATAGCTTGATT 1488 990 1059 71,81 34,29 3 6 35 13 ref|NC_002695.1|:c2077206-2077069

LSA0291_202_271 LSA0291 TTGCGAGGATACGGTGTTGATACGACTAAGATTCAATATGGTGATGGCCGCTTAGGCTTATATTTCTTTG 1023 202 271 74,74 41,43 3 5 35 15 ref|NC_002695.1|:451255-454197

LSA0292_675_744 LSA0292 AGATGTGGCAGCCTGTGTTGCTTATTTGGCTGGACCAGATTCTAATTATATGACTGGTCAAGCTTTAATT 771 675 744 74,16 40 3 6 38 14 LSA0734

LSA0293_193_262 LSA0293 TTTGGCGATCCAGCACTATCAGGTGCTCAAACCTTAAAGTTGGTGCATTACCTAACGCAACTCCCTGAAG 312 193 262 77,09 47,14 3 5 41 14 ref|NC_002655.2|:c847037-845385

LSA0294_253_322 LSA0294 AAACAAGCCTTGGCAACCTTTATGAGTGGTTGGGGAACGACGATGGGCCAAACGTATCAATCTTACGATT 597 253 322 76,5 45,71 4 5 35 14 ref|NC_004431.1|:5216675-5217928

LSA0295_106_175 LSA0295 CAAGCGATAGTGGCCGCGCAAAACATCCAATACAGAGAAGAACAAGGAGAACCTGCGGGGAATAAAACAA 354 106 175 77,09 47,14 4 4 40 16 ref|NC_002695.1|:1103179-1103964

LSA0296_461_530 LSA0296 CCAGCATCCCCACAGTCTTCAACCAAGATTATCATCTACAACTCATGCAAGCGACAAAACTAACTAATCA 843 461 530 74,74 41,43 4 5 31 13 LSA0171

LSA0297_177_246 LSA0297 TCCTCGAATTGTGTGGGTCATGTTACCAGCTGGTAAACCAACAGATGCCACGATTCAAACATTAAGCGAA 900 177 246 75,91 44,29 3 7 38 14 ref|NC_000913.2|:4040438-4041424

LSA0298_1477_1546 LSA0298 ACTCGGGAATTGAGTCCAGAATACAGTGCAATTGCTGATTTCCAACGCAGACATATGCAAGTTAAAGAAG 1560 1477 1546 74,74 41,43 3 5 40 15 ref|NC_000913.2|:1801118-1803017

LSA0299_1231_1300 LSA0299 TGGATGTTTAAGGAATACTTCGACTTAAGCGTTAAGGAAACCTTGGCAACTTGGACGGTCCTAGAAACAT 1353 1231 1300 74,74 41,43 3 6 35 14 ref|NC_002695.1|:3301855-3303555

LSA0300_399_468 LSA0300 GTGGTGGCAGTATAATTGTTTGAAGCATACTGATTGGGAAGTAGCCGTTTATACTGACGGCGACCAACAA 885 399 468 75,91 44,29 3 8 35 14 LSA1222

LSA0301_57_126 LSA0301 TGCGGCTAAAATCGCTCAGTTAAGCGCGGCCTTCAATCAGACGCAACCGATGTTGTGGGACTATTTTTAA 126 57 126 77,09 47,14 5 5 45 16 ref|NC_004431.1|:c4252178-4250490

LSA0302_980_1049 LSA0302 CTAACTTAATTGCTTACAAACGTTTCAAAAAAGGCTGGGGTAAAGATATTGGTAAATTCTTAGTCGTCTT 1110 980 1049 71,23 32,86 6 4 35 15 ref|NC_002655.2|:3664402-3665439

LSA0303_205_274 LSA0303 AATCAAGGTTTGGACAGCAAGGATTTAGCTGAATTGATGCACGGGAATGCCAAGGACTATCCTATTATTC 351 205 274 74,74 41,43 3 5 37 14 LSA1150

LSA0304_15_84 LSA0304 GCCATTAATTATGAAGCTTTGCTCTACACATTTGAAGATGACACAGCGTGTAGAGCCTAATATTGATTAA 84 15 84 72,4 35,71 3 9 47 14 LSA1139

LSA0305_930_999 LSA0305 CTTTCCATACCACGCAACAGCTAGTCAAATTCTATTGACGACCAATGATCTAGAGATTGGTTACGAAAAT 1545 930 999 73,57 38,57 4 6 38 15 LSA0006

LSA0306_1330_1399 LSA0306 TACACTGTTTTTAGTATCTATAAGTTAGCAGAGTCGAAATACTCTAAAGATTTCAGAGCTTACTTGGAAC 1608 1330 1399 71,23 32,86 5 5 32 14 ref|NC_002655.2|:573957-574352

LSA0307_79_148 LSA0307 GATTGGTGTATGCCTTGTAAAATCATGACACCAATGATTCAAGAATTGCATGCAGCTTCTAATGACGCAT 336 79 148 73,57 38,57 4 8 40 17 LSA0290

LSA0308_1087_1156 LSA0308 ATGGGTAGTTACACTTACCTCCCATTAGCCGTTCTTATCTTACTCTGCGAATTTAGCGCATTATTACTTT 1182 1087 1156 73,57 38,57 3 5 32 13 SKX0006

LSA0309_99_168 LSA0309 GATGAATCGAATTGCTTATAATGCCGGTATTCAAAAGAGTGTGGTCTTCACGACACCGACTGGCTTATTT 759 99 168 74,74 41,43 4 5 38 14 ref|NC_000913.2|:c2488208-2487264

LSA0310_317_386 LSA0310 TTGTTTTAGGGAATATCTCACAAGCTGTGACACAGAGTATTTCAGTTATTATGGTGGCCGGTGCCATTGC 468 317 386 75,33 42,86 4 5 35 14 ref|NC_000913.2|:c3693307-3690641

LSA0311_1217_1286 LSA0311 TACCAGTTGGATTAGCCGGTCTTTTAATCTCAATCGAACCATTAATCGATATGGGTCGGACAGCATTGAA 1398 1217 1286 74,74 41,43 4 5 35 15 ref|NC_004431.1|:c4458886-4457912

LSA0312_606_675 LSA0312 CGATAATGGTATCGAGTTACGATTATCAGAAGCCGTTCAGTCATTTGAAGGGCAATCGAAGGTAACGGGT 1335 606 675 75,91 44,29 3 6 40 15 LSA1330

LSA0313_964_1033 LSA0313 CCAATTCAAGCAGAATCTGCGACTGTTTCATCAACGACACCTTCAACACCAGTTGTTGAAAGTAGTACAC 1542 964 1033 75,33 42,86 3 7 42 14 ref|NC_004431.1|:3142587-3143495

LSA0314_67_136 LSA0314 GAAATAGCAACACCCAACCCATTTGTGGCAGCTGACTTCTTGGCACAATTGAAACCTGCTGTCAGCAAAG 654 67 136 77,09 47,14 3 6 38 15 ref|NC_002655.2|:c2589613-2588732

LSA0315_528_597 LSA0315 TGTTGCAGCCATGATCCAAGCTGTCCTTGAAAAACCGGAACAAACAATCCACCACAAGTATTCATTTGTA 642 528 597 74,74 41,43 5 5 37 13 LSA1482
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LSA0316_527_596 LSA0316 GTGACGAGCGCATCTCAGTTCGGGTACCAGGTCGGTTCTTGTATAAATTAGAGTTACTTGATAAGCCTTA 651 527 596 75,91 44,29 3 4 34 13 ref|NC_002695.1|:c4779647-4777992

LSA0317_379_448 LSA0317 TTATCAGTGATTACGAAACAGTTATCACTCGACCGTGATGCGCAAATTCGTTTCTTGTTTTGCGCGTCAG 894 379 448 75,33 42,86 4 7 41 14 ref|NC_002655.2|:1036699-1037154

LSA0318_1791_1860 LSA0318 TGTTCTAAAAGACCGCGTGATTTCAGGCTTTGCAAGCAGTAACGAAATGGCATTGATTCTCTTAGTTGTC 1938 1791 1860 74,74 41,43 4 5 0 0

LSA0319_227_296 LSA0319 TTTATCAGATTGGCCAAGCACTCGCAGCCGAATATGATGAAACAAACGACTATCTATATGAACGATTACT 354 227 296 73,57 38,57 3 4 0 0

LSA0320_1031_1100 LSA0320 GTTTTGGTGTACCGACATTCTGCCCTCACGTACCTTTCTTTACGAATGCAAATGATACGGATGAAACTTA 1422 1031 1100 74,74 41,43 4 5 37 15 LSA0661

LSA0321_660_729 LSA0321 ATTTATCCATGGTGCGACCGAATTGGATGGGACGGGCTTATATACGAATCAGGAGACATCTGTGATTATG 852 660 729 75,91 44,29 3 5 35 13 LSA0347

LSA0323_44_113 LSA0323 AAGTCAACGAAGATCTAGAGTCAGCTTTTACAGGAACTGTCGAAAAGGTATATGAAAACTCAGCTTTAGT 216 44 113 72,99 37,14 4 5 38 17 ref|NC_002655.2|:c3485765-3481878

LSA0324_33_102 LSA0324 TGGGACATTAGTCATTGATCATCAAATTGTCACACCATTTACGAAGCGGGTTATTCGAGAACTACAGCAA 324 33 102 74,16 40 3 5 42 15 LSA1207

LSA0325_282_351 LSA0325 AGATCATACCTTTGTTTTTGGGGATGGTCAAAATGATCTTGGCATGTTACAAGCGGCTAAGTATAGTGTT 486 282 351 73,57 38,57 5 7 37 14 ref|NC_000913.2|:c4071594-4070698

LSA0326_1585_1654 LSA0326 GATGAGATGCAAGATTATAGCATTGCGCAATTCGTTTATCTCCAGCATGCTTTCCCGAACGCTAAATTCA 2298 1585 1654 74,74 41,43 3 5 38 14 ref|NC_002695.1|:c5426472-5424265

LSA0327_279_348 LSA0327 ATTAACAATGCATTACTTGAACCTTGTGACGGTTTCGCGGTTGCAACGCAACCCAACTGTTAAGGCTGAA 1017 279 348 75,91 44,29 3 6 34 15 LSA1774

LSA0328_435_504 LSA0328 GGCTTTTAATTTATTATCGAATATTATCCGAGCACTGGGTGATAGTCGAACCCCACTTTTTTTCTTAATT 1368 435 504 71,81 34,29 7 4 35 17 ref|NC_000913.2|:c2448086-2447250

LSA0329_251_320 LSA0329 ATGATTTGAATCGAACGACGACCAACACGGCCTATTTATCAAACGAAACGCTAGGCCATTCGCATACACG 537 251 320 76,5 45,71 3 6 38 15 ref|NC_002695.1|:3861357-3863006

LSA0330_98_167 LSA0330 ATGCGTATGTTTGGAATGTTGAACCTAAGATGCAATTTGATTATGCCACTGGTCGCGGTCGCGTTGATTC 216 98 167 75,91 44,29 3 4 44 14 ref|NC_002695.1|:c5243095-5239772

LSA0331_201_270 LSA0331 GTTATTGAACTGTTCATTTATCGGTAATACTTTTCAGCGAGTGGCTTTTGACGGCTGCCAGTTAATTGGA 603 201 270 74,16 40 4 5 37 15 ref|NC_002655.2|:3733035-3734240

LSA0333_47_116 LSA0333 AGAAAAATTGGACGTTTGAACTACGGGGCTTTAATTTCAAGTTCACGACTGACAATGGTGTGTTTTCCAA 606 47 116 73,57 38,57 5 6 35 13 LSA0328

LSA0334_188_257 LSA0334 TTTCCGATGCAGACGTGAATAATTTATTAGGGGCGGCTGATAAGCTCAACCAATTAAAGGATAAGCTAGG 345 188 257 74,74 41,43 4 5 38 14 ref|NC_002655.2|:3459371-3460732

LSA0335_138_207 LSA0335 CATTCGTGAACACGCACAGGATGCAACGTTACACGCGGAGATCATCGCGATTCAAGAAGCTTGTATGGTT 519 138 207 77,67 48,57 2 4 37 16 ref|NC_004431.1|:2697250-2699394

LSA0336_1549_1618 LSA0336 AATTGGCCAGAAATCCGGAAAGAATATTTGCAAAATCATGCGGTTTCAGGTCATAATAATGAGGACCAAC 1716 1549 1618 73,57 38,57 4 4 37 16 TNL0012

LSA0337_48_117 LSA0337 AATGCAAAAAGAAATGGGTCAAACACAAGACGAATTAAACAGCACTGAATTCGTTGGCAAGGTTGCTAAC 309 48 117 73,57 38,57 5 7 45 14 LSA1126

LSA0338_141_210 LSA0338 GATTTCAGCACGCCGAGACCTCCATTATTGTAGTGTCTGTGGCAATATCACTGATGAAGATCCTTGTGAG 597 141 210 76,5 45,71 3 5 38 13 ref|NC_002695.1|:c510568-509657

LSA0339_138_207 LSA0339 GATGGAAAGTAAGATTCAACAAGCAAAGTTCGAATTTTTATACCGACAAGCACGTCAGCGCAAGGTGGCC 255 138 207 75,91 44,29 5 4 38 14 ref|NC_002695.1|:5245329-5245874

LSA0340_502_571 LSA0340 AAAGTGCGTCAATCTTATTTGAAACTAGCACAGGCGCACCCAGATCGGATTAAAACAATTGATGCCTCAC 645 502 571 75,33 42,86 4 5 38 15 ref|NC_000913.2|:1554649-1555080

LSA0341_225_294 LSA0341 CAATATGGATGCCACAATGGACAGTTCAATGTCTTACCCTATTGAAGTACAAGTCGGTGGGGCAACCGTC 330 225 294 77,09 47,14 4 6 41 14 ref|NC_002655.2|:4953416-4954249

LSA0342_817_886 LSA0342 GACCTTTGTTTTAGTGAGTATCGCACACAGTTAAACACCATTAGTCAACAAATGACCGCAGCTGAGATTG 993 817 886 74,74 41,43 4 6 38 14 ref|NC_002695.1|:c4546187-4545045

LSA0343_285_354 LSA0343 GCGACGTGAAAACGACGAACCATGCGCCTTTTGTAACGACGTTATTTATGGCGAACGGACAGCTGATTAA 354 285 354 77,09 47,14 4 5 34 14 LSA0783

LSA0344_92_161 LSA0344 GCGCGATTGAGACGTTAAAGGACGTTCAGTTAATTGCGGCTGAAGATACACGCAATACGCAAAAATTATT 879 92 161 74,74 41,43 5 6 40 14 LSA0663

LSA0345_598_667 LSA0345 ATCCGTTATGGTCATGAAATTCAATACGGTCAAATGACACAAAGCCAGGTCGAACAAGTGATGGTTGATG 747 598 667 74,74 41,43 3 5 40 14 ref|NC_002655.2|:c1430249-1427727

LSA0346_101_170 LSA0346 TTATTAATCGGGATTTTGTTAACAACATATGGGGCGCTTTAATGATGATTATAATTGGGATAATTGGCAT 198 101 170 70,64 31,43 4 5 41 16 ref|NC_004431.1|:c3466470-3464728

LSA0347_473_542 LSA0347 CAAAAACGCACACGACAAATGTCGCTACTTTTAGAACACCAACTTTTGGACCAATTGGTTTGGTCAGCAA 975 473 542 74,74 41,43 5 6 37 13 LSA1048

LSA0348_13_82 LSA0348 GATCGGTTATTTGGTGTGAAGCTAGACACCAGACGCGTTGTATTACTAGCTGTTCTAATCGCTTTACAAT 537 13 82 74,74 41,43 3 6 38 13 LSA0616

LSA0349_232_301 LSA0349 ACGGCCAAGTCTTTTGCCTGGACAATGGGTAAGGAACTAGTTGGGATTTCTAGTTTGGCACTTTTAGCGG 726 232 301 77,09 47,14 4 6 37 14 ref|NC_004431.1|:2322324-2324471

LSA0350_93_162 LSA0350 AACACCCTGGGATCGGTGGGCCTTTGCTAGTGAACTCAGCAAGCGCCGGACATCGATTTATTTAGTATTA 468 93 162 77,67 48,57 3 5 37 14 ref|NC_004431.1|:c451998-448924

LSA0351_542_611 LSA0351 ATCCAGCTGGTAAGGAAATTGACCGCCTCGCACATTTAGGCCAAGATACGTTTAATTTTCCACGTGCAAT 1035 542 611 75,91 44,29 4 5 34 15 LSA1747

LSA0352_1128_1197 LSA0352 GCCTAATCTCTTTTGGGTTGGTATTATTGCTACTGGCATCGTCTTAGGCTTAGAAAAATACCGTCAACAT 1260 1128 1197 74,16 40 5 6 38 13 LSA1460
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LSA0353_46_115 LSA0353 ACTAGCTTGCTCGTTTCAAAAATGCAAAAGTCAGTAGAAGCACAAGGTGTCGATGCAGAAATCTTCGCAA 318 46 115 74,74 41,43 5 4 40 14 ref|NC_002655.2|:1498031-1498486

LSA0354_59_128 LSA0354 GTTGGTTTTTAGCCGGCTTAGTGTGGTGTGTCACAATCGTGGGGATTCCAGTTGGCTTACAATGTTTTAA 363 59 128 75,91 44,29 5 4 35 15 TNL0015

LSA0355_1292_1361 LSA0355 TTTTGGGCAGCTTCTTATTCACCGGCGACGATGTTTTGAAAGTCGTTTCACAATTAAGTGGTGGCGAAAA 1947 1292 1361 75,33 42,86 4 5 41 13 LSA1092

LSA0356_194_263 LSA0356 ATGATGTTGAGTCTCTCTTGAGTTTCTTCAAGAAGACGTTGAATCAAGATCGCTTAACGAATGTTGCTTT 648 194 263 72,99 37,14 3 6 34 13 ref|NC_002655.2|:c4906134-4905622

LSA0357_182_251 LSA0357 TTGAGAAACACCCCTTGCCGCTTAAGAAAGCCATCATCTGGGGCATTAGTGGTATTTTACTCGCGTTAAT 633 182 251 75,91 44,29 4 4 34 14 ref|NC_004431.1|:1995334-1995741

LSA0358_196_265 LSA0358 TACGATAAATATGCTGGTTCAGAAGTTGAATACGAAGGCCAACAATATTTGGTATTACACGCAAAAGACA 285 196 265 72,4 35,71 4 6 42 15 ref|NC_004431.1|:c404522-403170

LSA0359_860_929 LSA0359 TAGAAGACATCGCGACATTAACAGGTGCCACAGTGATTACGAGTGATCTTGGTCTAGAATTGAAAGAAAC 1626 860 929 74,74 41,43 3 4 42 14 ref|NC_002695.1|:4348272-4349846

LSA0360_1642_1711 LSA0360 TTTGTGGATATTGTTAGCAAGAATGCCCAAAAACGAAACTTCACGACAACGGTCTTGGTACCACAATTTG 1752 1642 1711 74,16 40 5 6 37 14 ref|NC_004431.1|:4151964-4152692

LSA0361_417_486 LSA0361 CAGCAAGGAAACCAATTGTATTTTTGTCGATTTTCATGCCGAAACAACGAGTGAAAAATTGGCCTTAGCT 807 417 486 73,57 38,57 5 6 38 16 ref|NC_002655.2|:c4686968-4686315

LSA0363_1566_1635 LSA0363 TCAGGAAAAAACTGAACTCTTGGCGTCAGTCGGAATTCAATTAGAAAATTTCGGGCAGAATAGTTTTGTG 1962 1566 1635 73,57 38,57 6 6 37 15 ref|NC_002655.2|:4075260-4076447

LSA0364_38_107 LSA0364 CACTATTAAAGCGCGTTGTAAATGACTTTGAGGTACAACCAGCACAGATTGATGAACACGAAACACCGCT 546 38 107 75,33 42,86 3 6 40 14 LSA0700

LSA0365_77_146 LSA0365 GCCATTGGTTAGTCAAACGACAAGATCAATTAATTTATGGTGGGAGTCGGGTTGGCTTGATGGGTACGAT 564 77 146 75,91 44,29 3 5 38 14 ref|NC_004431.1|:c2777478-2777341

LSA0366_335_404 LSA0366 TCCCAGGCGTTGGGAAGAAGACGGCCCAACAGATTGCCTTAGATCTTAAAGGTAAGTTAGGTGATCTAGA 612 335 404 77,09 47,14 3 6 37 15 ref|NC_002655.2|:4577157-4578095

LSA0367_492_561 LSA0367 GGGCTTATTGTCTGCACCATTGCGAGATCGTTTCGGAATTGTGGAACACATGGCTTACTACACGGAAGCT 1008 492 561 77,67 48,57 3 4 37 13 ref|NC_000913.2|:3735520-3737550

LSA0368_905_974 LSA0368 CAAAATCAACCTTAGTGATGTTAGTGGCTTCATTTACCGGCCGCGAAAACATCTTAAATGCTTATCAACA 1032 905 974 73,57 38,57 4 6 40 14 LSA0093

LSA0369_218_287 LSA0369 ATGACGGCTACAGTGCAATTACTAATGGTGACTGGCAATCGGTTGCTTCTAGTCATCCCTATTATTCAAT 525 218 287 74,74 41,43 3 5 37 14 ref|NC_004431.1|:177931-180189

LSA0370_768_837 LSA0370 AATCTTAGCAATTAAGATTCCACATAATCATGCCATGATGCATTTAGACACAGTCTTCACCATGATTGAT 1236 768 837 71,81 34,29 3 7 35 14 ref|NC_004431.1|:1720751-1721794

LSA0371_131_200 LSA0371 ATCTAGAAGGTAAGAACATTGCCTTACTATTTGAAAAAAATTCAACCAGAACGCGTGCTGCTTTTACAAC 1017 131 200 72,4 35,71 7 5 38 16 LSA1881

LSA0372_513_582 LSA0372 TATTCAAGAAGCACCCGTTATTCAAAAATTAGTTGAAGGTAACGTGATCACGATTTCAGCCGGCGGCGGT 945 513 582 75,91 44,29 5 5 40 14 ref|NC_004431.1|:3296747-3299044

LSA0373_648_717 LSA0373 GACCAATAGTTTATCGAAGACCTATTCAGTCCCTGGTATTCGGGTTGGTTGGCTTGTCGCTAACGAAACA 1116 648 717 76,5 45,71 3 5 37 14 ref|NC_004431.1|:4249822-4250493

LSA0374_1002_1071 LSA0374 GTTTGCACTAGTCGTGACAGCGGGGTTGATTCAAGTTTTCCTATTCACCTTATTATTCACAACGAAAGCT 1428 1002 1071 74,74 41,43 4 4 40 13 ref|NC_002695.1|:5381576-5387917

LSA0375_528_597 LSA0375 CGGCCGCTCATATATTCCGTATCCAATTACGGTGAAGGAATTAGCGACAATGAGTGGGACTACCCGTGAA 702 528 597 77,67 48,57 3 5 37 14 ref|NC_004431.1|:c2216620-2215727

LSA0376_1491_1560 LSA0376 GCCAGTAGTCGCTTTTGTGCTGACTTTTGGTGGGGCCATGTTAGTCTTACAAGTCCTAATTTATTCGTAA 1560 1491 1560 75,33 42,86 4 5 41 14 LSA0855

LSA0377_998_1067 LSA0377 ATTTGACGAGTTACCATAACTTATACTTCTTGATTAATTTGATGCATCAAGTGCAAGATGCCATCGAACA 1143 998 1067 71,81 34,29 3 6 35 15 ref|NC_002695.1|:c3731291-3729231

LSA0378_240_309 LSA0378 CGATGGCGTTTACCTTAAGTTTAACTTAAGTGCTATCCGGACAGTTGAACCAACTGCTAAGGCAACAGAA 357 240 309 75,33 42,86 3 8 42 15 LSA1127

LSA0379_1749_1818 LSA0379 AGACATTCGCAAACGGACTTACAAGTTCCCTAAACTTAACAAAACGAAGTTAATCTGTATCCCAACGACT 2595 1749 1818 73,57 38,57 4 5 38 14 LSA0976

LSA0380_138_207 LSA0380 GAAAGAGAATTACGTCAACCACACACCCTATCAAGGGATTCAATTGACAAGTGAAGGTGCTAGAGAAGCA 663 138 207 75,33 42,86 3 5 40 14 SKP0007

LSA0381_775_844 LSA0381 GCAGAAGATGTGCAACGCGAAAAGACACGTCTGTTCAGAAGTATCCAACCTTATTCACCAGCAGAGATTA 1497 775 844 75,91 44,29 4 4 38 14 ref|NC_004431.1|:c5092792-5091761

LSA0382_373_442 LSA0382 TTAGACGTTACTGAAAATAAGTTGGGATTAACGCACACGATTGAAGTGGTCGCTTACTTGCAAAAGGCGA 1131 373 442 74,74 41,43 4 5 38 14 ref|NC_002695.1|:138712-139122

LSA0383_965_1034 LSA0383 AAATTATCGAACTACTGCACCCTAGCGAGAGCTTCCCCGAATTTTATTCGGCGGCATACCAGTTTGAAGT 1323 965 1034 76,5 45,71 4 6 38 15 ref|NC_004431.1|:c4263796-4263077

LSA0384_755_824 LSA0384 GGGTCATTTTTGTCCAACAAGACGATGGTACTTATCGCGTCCACTTCCGTTCTAAAGGGCCAATCATTAA 954 755 824 75,91 44,29 5 4 35 14 ref|NC_004431.1|:c2631046-2627282

LSA0385_732_801 LSA0385 ATTCATGGTCTTGATCTTTGCAAATACCAAGAGCAAGGTTGATGACATCCATCATTACCTCCAATCACAA 1356 732 801 73,57 38,57 3 5 41 14 LSA0486

LSA0386_31_100 LSA0386 AATTGGTTACAATTATCGGAACAAGCCCGGCGTGCTAATTTTGGCCAGGTTTTACGGTATTTTGTCAGCC 987 31 100 75,91 44,29 4 5 35 15 ref|NC_002655.2|:c1432315-1431692

LSA0387_1975_2044 LSA0387 GTTGTTCAAATTGGGGATTACTCAATGGAACTTTGTGGTGGGACACATGCTAATAACACCTCAGATCTTG 2637 1975 2044 74,74 41,43 4 4 40 14 LSA0649

LSA0388_42_111 LSA0388 TAGTCCTAAGAATGTGCATGAAACATTGGTAACGGTCTACCAAACTTTAGAAGATAAGGGCTATAATCCA 261 42 111 72,99 37,14 3 6 42 14 ref|NC_002695.1|:5197830-5199239
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LSA0389_189_258 LSA0389 GAATATGAATAATTCAATCGGCCCCCGGGCGGTTAAAGCACAGGAATACGGTGCCATGTTAACCGAGTTA 444 189 258 77,09 47,14 5 7 34 15 ref|NC_002655.2|:c4717863-4716370

LSA0390_82_151 LSA0390 TACCAAGTGCTCTTTACTTTTGATTCTGAAGATTACGGTAAATCATATGTCCTATTATACCCAGCAAGCT 312 82 151 72,4 35,71 4 5 41 14 LSA0139

LSA0391_595_664 LSA0391 ATCGACCAATTCGAACCCCGTGCCACCTACTATCGTTATTTAAAAGACGAACCGGTGGTATTACGTGATA 918 595 664 75,91 44,29 4 5 35 15 ref|NC_002655.2|:208470-211952

LSA0392_274_343 LSA0392 ATCAGTGGCCTGATTATTCGTTTTATTGGCTTATTACTGAACTCGTTAACGTTTATATATGTTTTCAGTC 540 274 343 71,23 32,86 4 6 37 15 ref|NC_002695.1|:c5392502-5391522

LSA0393_1440_1509 LSA0393 TTTAATTGGGGTACCTGGTCGGAGTAATGCATTTGATATTTCAACGCGCCTAGGCTTACCAAATTCAATC 2364 1440 1509 74,74 41,43 4 5 37 14 LSA1542

LSA0394_140_209 LSA0394 AGGTTAAATTCACAAAGATGGATGTGGATGCCAACCCTGATACCCCAGCTAAATTTGGGATCATGGCTAT 312 140 209 75,33 42,86 4 5 42 14 ref|NC_002655.2|:1645161-1645856

LSA0395_1412_1481 LSA0395 CTGAAAATACAATGGCCTACATGATTCCCCAACGTTTCGTCTATCCAGAAAGTTTACCATTATCCGTCAA 1533 1412 1481 74,16 40 4 5 35 14 ref|NC_000913.2|:c655191-653806

LSA0396_1134_1203 LSA0396 TTTTGCAACATTTAACACAGTATGTTTAAGTTTTTTAATTTTCTCAGGCTTCTTGGACCGACTCTGGTTC 1209 1134 1203 71,81 34,29 6 5 34 13 ref|NC_002655.2|:c5491273-5490440

LSA0397_137_206 LSA0397 TACAAGGTCAATTAGACATCGACGTACCAGTTTCAGAATTTGATCGTAATGAATGGGCAACACCAAACAA 237 137 206 73,57 38,57 3 4 41 15 LSA1389

LSA0398_941_1010 LSA0398 AATTCATCATTCCACCTGTTAACGCACGGTGGGCATCTTATACGGGCTTATCACAAGACATGTTAAATAA 1272 941 1010 74,16 40 3 5 37 14 ref|NC_002655.2|:3055964-3057013

LSA0399_632_701 LSA0399 TCTATCAAGACCTCGGTTTAAAAGAACCTGAGTTGGTTAAAACAATTTCTAAAAACGCAACCGCCGACTG 924 632 701 74,16 40 5 5 35 16 ref|NC_000913.2|:c2564906-2563503

LSA0400_645_714 LSA0400 TGGTCAATTACAGGCCAGTGGGACAGTCAATGAGGTCATGACGCGTGATAATTTACGACACATCTTTAAT 804 645 714 75,33 42,86 3 5 37 16 ref|NC_004431.1|:c3002769-3001648

LSA0401_665_734 LSA0401 TTGTATTAAGTTTAGGTCGCAAGACGAGTGTCGTGCGGTTATTGGGCTTTATCTGTGTCATTATTTTAGC 993 665 734 74,16 40 4 4 38 15 LSA1703

LSA0402_510_579 LSA0402 GACCTTGAAGTTATCTCCTGATAATTATCAATTTGTGATGACTTGGCTAGCAGGGAGTATCTGGGGGAGC 1002 510 579 75,91 44,29 5 6 37 15 LSA1804

LSA0403_246_315 LSA0403 TTTGCGCACTCAAACCTTAGTGACAGACGTCAAATATTTAGCCGACCAAGATTATTATCAAATTGATACG 987 246 315 72,99 37,14 3 6 40 14 LSA0368

LSA0404_128_197 LSA0404 GGGCTGGTAAGCAATTAGCCACTAAATTTCCGTTGGAATCAATTGCGGATCTCAGTCAATTCTTCGAACA 645 128 197 75,33 42,86 3 6 37 15 ref|NC_002655.2|:c1419012-1416589

LSA0405_170_239 LSA0405 TGGCTAATTTCTTACGCCATCAAGAGATTAAGGCGCTAGTGATTGCCTGTAATACAGCAACCGCTGCGGC 825 170 239 77,67 48,57 3 5 40 14 ref|NC_002695.1|:1424394-1424666

LSA0406_262_331 LSA0406 ACGGTTTTAGAAGACGGTGGTAGTTTACTAGCAGAAGCTAGCAATGCCGTTTTTGGGGCCTTGCAATTAT 1233 262 331 75,91 44,29 5 5 35 17 LSA0833

LSA0407_318_387 LSA0407 GCACACACATCAGTTAGCCTGTGAAATGCACCAAGGGCTCTTGGTATTAAATCCAGGCAGTATTTCGCAA 522 318 387 76,5 45,71 3 6 37 14 ref|NC_004431.1|:c2389411-2388005

LSA0408_184_253 LSA0408 ACCATGCCACTGATCACAGAGACGATGTTAGGACTCGATCACTTGAGTTTCGATAACCTCCGTAAAATGA 486 184 253 75,91 44,29 4 5 35 14 LSA1143

LSA0409_665_734 LSA0409 GGACCGTGATTGTCGCTAAAATCATGCATTACTTACTCGCTCACTATGCCCAATATGTTTATGCTGGCGT 897 665 734 75,91 44,29 4 5 37 15 LSA1454

LSA0410_715_784 LSA0410 ACATTACTAGGGGTTTCAACCTTAACGGACGGCACACTCGCCTATCAAGTAGTAATGCACACACTTAACG 888 715 784 76,5 45,71 4 8 37 13 ref|NC_000913.2|:2852360-2854438

LSA0411_86_155 LSA0411 TCACTAAGGTTTTAACGCGTGTTTCCGAGACAGTCACTGAAGCCAATAAGAGCGTGACAACAATTACGAA 435 86 155 75,33 42,86 4 5 41 14 ref|NC_004431.1|:3865581-3866528

LSA0412_129_198 LSA0412 CATTGATCGCGCACAAGACTATTATTACTTGATGAACGAAACGGCTGCTGATCTTAAAGGAGAAGCGAAG 438 129 198 75,33 42,86 3 4 38 15 ref|NC_002655.2|:3454701-3455582

LSA0413_9_78 LSA0413 CCAACTTGTTGGTCGTTTAACGGACGTAGCTAGCCGCAGAAATATGCCTGCTGAAGCACGTTTCAAGTAA 78 9 78 77,09 47,14 3 5 51 14 LSA0920

LSA0414_134_203 LSA0414 TCTTTGTTTTTGCAGATCAGGACCCATTCCTATTTACACCACAACTAGAAGTTGGATCTGCTAAGAAGGC 1098 134 203 74,74 41,43 5 7 34 14 ref|NC_002655.2|:c2920081-2918819

LSA0415_814_883 LSA0415 ATTGTGACAAGTAATAACACGAAGTTAACTGAAATGGTTCGTCCTAAGATGACATCAATCTCACAACCTT 1002 814 883 72,4 35,71 3 6 41 16 ref|NC_000913.2|:c3845190-3843799

LSA0416_2349_2418 LSA0416 CATTAATGGTAATACGCGAACCGTTGACAGTGGTAAGGTCACTTCGCTTTACAATAATTGGACACCAGAA 2556 2349 2418 74,74 41,43 3 5 34 14 LSA1016

LSA0417_639_708 LSA0417 TGCCTTGCAACTACATGACGACGTGACAATCATCGTAGACGAAGCAGCAGCAAGCTTGTTAAGTAAATAA 708 639 708 75,33 42,86 3 5 40 15 ref|NC_000913.2|:c1313248-1312742

LSA0418_147_216 LSA0418 TCATTATGGCATGAAAACTGTGACCGAAACTAAGACACAAACCCTTGTTTCAAGTGCCGATGCTAAGGGC 705 147 216 75,91 44,29 4 5 38 15 ref|NC_004431.1|:c4867643-4866942

LSA0419_720_789 LSA0419 CACACACATGGTCAAGACCTTACCATTGGCCTTCCGTGATAAAATGATTAATGCAACCCTTTCAGGTTAC 894 720 789 75,33 42,86 4 5 35 14 ref|NC_002655.2|:c622339-621932

LSA0420_462_531 LSA0420 TCTTGCACCTGCCTTAGGACCTACTCTTTCAGGTTGGATTATTGATTCATACAACTGGCGGGTCTTATTC 615 462 531 75,91 44,29 3 5 35 15 ref|NC_002695.1|:5367243-5373557

LSA0421_335_404 LSA0421 CTGTGAACCTCGGGTATTTCGATGATACAAAACAACAGATTTTATATGCGATTGTCAAAGAAGGGCATTC 441 335 404 73,57 38,57 4 4 40 14 ref|NC_002655.2|:c2827173-2826946

LSA0422_636_705 LSA0422 CACTTTTGAGCCAATCAACGACTTGCTGAATATTAAAACGGATTATCGTAGTTTGTTGTGTTACGACGAT 1233 636 705 72,99 37,14 4 5 40 14 LSA1871

LSA0423_10_79 LSA0423 GCACAACAGATTTATGCTAGCCAGATGAAGACAGCGGCAGAAACGCGCTATGATTTGCTAGTCGATGGTC 147 10 79 77,67 48,57 3 5 38 14 LSA0806
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LSA0424_977_1046 LSA0424 GTGATTTAACAGCTTGTCCTGCTGTCTTCAACTACACACAAGACGGTGTTGCATCTGTTCTCTTGAACGT 1404 977 1046 75,91 44,29 3 5 38 15 ref|NC_004431.1|:c3207883-3206732

LSA0425_1909_1978 LSA0425 ATTGCCCGTTTCACCCGCAAAATCGTCTGGCAAAACATTGCTTTTGCGCTCATCGTTAAAGCAATCTTCT 2091 1909 1978 75,91 44,29 4 8 40 14 ref|NC_004431.1|:4683579-4684952

LSA0426_222_291 LSA0426 AGCAAAGCTCGTTAAGAGTCGCAAAGAGGGCAAAGAAGTTTACTACTCCCTTGCTGACAACCATGTGATT 333 222 291 75,91 44,29 3 5 38 15 ref|NC_004431.1|:c944194-942509

LSA0427_1217_1286 LSA0427 ATCCTAATACTGATTTACCAACCATTGCATTAGCTTATTACCGGCAATTGCCAAAACAACTCCGCCCCAC 1329 1217 1286 75,33 42,86 4 5 35 15 ref|NC_004431.1|:2175737-2176360

LSA0428_118_187 LSA0428 CGCGGGTTAATTAAGGGTGTGCGGATTTTGCAATTAAACATTCCACATTCTAATGCCGTTCAAACTTACG 315 118 187 74,74 41,43 4 6 35 16 LSA0133

LSA0429_397_466 LSA0429 TTACTCGGTAAAGTTAGCCAAACGGTTAACTTGCATGGCCACATTCACCACAACATGCTACCAATTGCTG 603 397 466 75,91 44,29 3 6 35 13 LSA1002

LSA0430_1093_1162 LSA0430 AACCGGTTATTCTTACGTAAGTTTCCGATTAAAGGGATGAGTTTCCGTGGTAAAATCTTTGGAGACATCG 1380 1093 1162 74,16 40 4 5 37 15 ref|NC_002655.2|:1379853-1388273

LSA0431_358_427 LSA0431 TTTGGTTGTGCCTATTTTGTCCTAGAACGACAAGGTAAACCGCAGATTCGCAATGAAAATCGCCGTAGTA 618 358 427 75,33 42,86 4 5 35 13 ref|NC_000913.2|:c188650-185978

LSA0432_126_195 LSA0432 GTTTTTAACGAATAACACCACTAAATCACCCGCAGCGGTGATCAAAAATTTAGCAGATAACCATGATATT 786 126 195 72,4 35,71 5 6 35 14 LSA0894

LSA0433_170_239 LSA0433 TGCACGAGTTTAACCGCTTGATGCGTTATTTGGTTTTGCCGGGTGGACAATCGCTAGTGTTACCACATTT 642 170 239 76,5 45,71 4 4 37 14 ref|NC_004431.1|:c2164812-2164468

LSA0434_126_195 LSA0434 CTTACCGTTTCTACCGGGGGATTCATTATTATTTGCCGCAGCTGCTTTAGCGGCTCGAACAGATAATGAT 654 126 195 76,5 45,71 5 7 38 15 ref|NC_002655.2|:5352819-5353007

LSA0435_490_559 LSA0435 GATTCTGCGATTGATTGGGCCCTCATGCTTGAAAAAGTCGCCAAACAAGTCTATATCATCCACCGTCGTG 987 490 559 77,09 47,14 5 4 38 14 ref|NC_002655.2|:2627937-2628536

LSA0436_326_395 LSA0436 ATGGTAGCCAATTCTTTATTGTGACTAATGAACACATCAACCCAAGCATGATGTCTCAAATGCCTGGTGC 585 326 395 74,74 41,43 3 6 38 14 LSA1354

LSA0437_83_152 LSA0437 CAGTTCAAGGCTTGATTCATATCTCAGAGTGCGGTCATGGTTTTGTGAAGGCACTAGACGAACAATTTAC 378 83 152 75,33 42,86 4 5 34 15 ref|NC_000913.2|:4107953-4108708

LSA0438_237_306 LSA0438 TTTTGTCTTCCAATGGAGTGAACATCCGGCCGAATTCTATGACGAACAATTGCAAATAATTGCGGAATCG 387 237 306 74,74 41,43 4 5 38 14 ref|NC_002655.2|:486503-487948

LSA0439_695_764 LSA0439 GTGTTAGCAATGTCTCTTCACAATCGTTGCGATATTTAGTGGCACCAAGAGCAAAATCATATCAAGAAGT 849 695 764 73,57 38,57 4 5 35 13 ref|NC_002655.2|:c3506485-3506102

LSA0440_256_325 LSA0440 AATTTGTCTGCCACTGAACTTCGTTTTGGATTGCCACCTATCATTGGCACCTATTATTTCTCTAAATTAG 921 256 325 72,99 37,14 4 5 35 13 LSA0469

LSA0441_1391_1460 LSA0441 CTAAAGTCTTAAATGACGAAATGATTAGTAAGGCAGCACATTCATTGGGTGGGATTGTTGATCCAACAGA 1632 1391 1460 73,57 38,57 3 5 37 15 ref|NC_002655.2|:c2997921-2997487

LSA0442_488_557 LSA0442 AAGGCAAATTTAACTGGCGTAAATTATTACCTTCTCCATTAATCGGTTTCTTAGCCGCATTAATTTATCT 963 488 557 71,23 32,86 3 7 38 14 LSA1065

LSA0443_34_103 LSA0443 GAACCATTAGGACCATACAGCCAAGCAATTGCAACGAATAAGATTGTCTTTATGTCAGGTCAACTGGGGT 369 34 103 75,33 42,86 4 4 38 15 LSA0402

LSA0444_194_263 LSA0444 GTCAATTAGCAACTTGTGACCTAGTCATTTTCTCAGCCGGTGACATTAGTATCCTTGAACATAGTGATGA 906 194 263 74,16 40 4 4 35 14 LSA1615

LSA0445_337_406 LSA0445 TTTGTAGGTTTACCGATTAACTTGGCCCTCTTTGGTCAGCGTAGTCTACCATTTGTTTTAGTCTATTACA 948 337 406 73,57 38,57 4 4 32 15 LSA0156

LSA0446_184_253 LSA0446 TCAACACCTTGGGGGAGCATTAACTCGATGGGACTTCCTAATAAGGGATTACCCTATTATCTCGACTATG 942 184 253 75,91 44,29 5 5 35 14 ref|NC_004431.1|:c417784-416069

LSA0447_356_425 LSA0447 AACACGCCAAATTATATATCACAACGAATGGTGTGGCGCGTACGCAATACCAACGACTACAAGACTCAGG 699 356 425 76,5 45,71 3 5 37 13 ref|NC_002695.1|:1295881-1304262

LSA0448_969_1038 LSA0448 GCAAGCTTACCACATTCATCTCAGTCTAATGCAACAACTAACACTATTGGTGGTCTTGATGATTACGTCT 1281 969 1038 74,16 40 2 5 35 16 LSA0584

LSA0449_704_773 LSA0449 TATTATTATTCGAATCACCACAAGATGCACTCAGAGCCGTTGAAGGTGGCGTACCATTAGAAACAATTAA 978 704 773 73,57 38,57 3 4 37 14 ref|NC_002655.2|:2410299-2410880

LSA0450_94_163 LSA0450 CCAGTAATTGCTTGTACATTAATCGGCCTTGTAACCGGTAACTTATTACCATGTCTTATCTTAGGCGGGA 807 94 163 74,74 41,43 3 5 38 14 LSA1129

LSA0451_573_642 LSA0451 CATCTTGGGATCACTGGTTAATAGATGGGTATCAGTTAAGTTCACACCAACTGTCTCATCTGTTAAATTA 912 573 642 72,99 37,14 3 5 35 15 LSA1301

LSA0452_278_347 LSA0452 CTATCAGAGAACACGTACCAGCTGAAAGATTAGTACAATCACTCGGTGTGTGGGATGTTATTAAACGGGT 369 278 347 75,33 42,86 3 4 41 13 LSA1346

LSA0453_81_150 LSA0453 TATCGTTCAAGTTAGCGGTGACACGTACCAAGGAGAAACAATCAGTCCATACCTATTGATTAAAACGACT 225 81 150 74,16 40 4 5 38 14 ref|NC_002655.2|:366322-367170

LSA0454_327_396 LSA0454 TTTGAAAAGCCAGTTTTTAGTGACTAATGCGGTACTACCAAGTATGCTAGCTCGCCACGAAGGCATTTTT 741 327 396 74,74 41,43 5 5 35 13 ref|NC_000913.2|:1704943-1707165

LSA0455_145_214 LSA0455 CCCAAAGGTGCGCAGATGAAGCAGATCCCACTTTCACAAATCGTGGCAACTTTGACAGAAAATGACTTCG 234 145 214 77,09 47,14 4 5 34 16 ref|NC_004431.1|:1025279-1026601

LSA0456_1361_1430 LSA0456 CTGGAACTGAGGATCACGCCGATTTTTGGATTAACTTCCGCGGTAAATTAGTGTATATTAGATATTTCGC 1524 1361 1430 74,16 40 5 4 34 15 LSA1538

LSA0457_269_338 LSA0457 TATTAACCGGTGTCGTACCAACCGGCTTTTTATTCATTTTATTTGGGAGCTTCCTATTATTCTCAACTTA 846 269 338 72,4 35,71 5 5 38 16 LSA1061

LSA0458_56_125 LSA0458 TACGGGTTGGTGTCTTGGTGTCAGCAACCGTTCTAATTATCGGGATGCTTTTATTCTTAATGCATGGTGG 366 56 125 75,91 44,29 4 5 40 14 ref|NC_004431.1|:2204464-2205300
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LSA0459_122_191 LSA0459 TTAAAAAATTAAAATCCGTTCGTTTTTTTGAAGCCACTTACCGGCAAGGGCATCTCCAAATTCTCTATCA 432 122 191 72,4 35,71 7 6 37 16 ref|NC_000913.2|:1322770-1324665

LSA0460_18_87 LSA0460 TATTCGTAATGGCTTATTACTCGCGTTACCCATCTGGGGCGTGTTAATCTTAGTAATGAGCAGCTGGTTA 93 18 87 75,33 42,86 4 6 41 14 ref|NC_002655.2|:c2964200-2963466

LSA0461_384_453 LSA0461 GTTAAATGGGAAGCTCTTGCGTCCTTATCACGTTAAACAGATGAGTAAGGCCTTTTTATATCATATGTCG 1203 384 453 73,57 38,57 5 5 40 14 ref|NC_000913.2|:205126-208608

LSA0462_539_608 LSA0462 TTACTAAGCAATTGGTACATTGGTTGTTAATTCCGGTTAGCTGGTTCGTTTCCAAAAAGCGGATGGCTGA 1017 539 608 74,74 41,43 5 4 32 14 ref|NC_000913.2|:c1232253-1231723

LSA0463_757_826 LSA0463 GGGCTTAATTTACCAGCCACACATCAAGCCAAGAAATTATACGCAAGATTAGTGAATGAAGCGGGCCTTG 879 757 826 75,91 44,29 3 6 40 14 ref|NC_000913.2|:801110-802543

LSA0464_105_174 LSA0464 AAAAGCGACTGTTAGCTATGATCCACAAGCACAAGCCTTTGAACTTGAAGACAGTAGCACACATCAACAA 234 105 174 74,74 41,43 4 5 44 14 ref|NC_000913.2|:4472486-4472740

LSA0465_1879_1948 LSA0465 TTACTTCGTTTCTATACGCCAACAGGCTTTGAAGCAACTGATAAAACGAAGTTGAGTTACAAGGTTAGTG 2058 1879 1948 73,57 38,57 4 9 40 15 ref|NC_000913.2|:852406-852873

LSA0466_135_204 LSA0466 AGCGTTAGCAGGCCGGTTTCCGAATATGAGTGTTGCAACAATTTATAATAACTTGCGGTTATTTACAGAG 435 135 204 74,16 40 3 6 35 14 LSA1148

LSA0467_241_310 LSA0467 ATCTTTCCAAAACAGTTTAACAATCATTGGCTGCGATTAGTCTGTCAATTCTTATTGGCGCCCTATTTCT 624 241 310 72,99 37,14 4 4 34 14 LSA1069

LSA0468_1065_1134 LSA0468 GTTAGATCTACAAAGACCTATTTATAAGCAGACAGCTGCTTATGGGCACTTTGGGCGTACAGATGTTGAC 1200 1065 1134 75,33 42,86 3 8 41 14 ref|NC_004431.1|:4169798-4171375

LSA0469_945_1014 LSA0469 GTGGGCAGGCCAGTTATTAGTGAAACATGCACCACAACGGATTTTAATGGGAAGTTTAGCAATTCTACTT 1461 945 1014 74,74 41,43 4 4 41 14 LSA1440

LSA0470_741_810 LSA0470 TTCACAAGACGGCCAATTCCTATACGCCTCAAATCGCGGCTATAATTCTATCGTGGTCTACCGTATTAGC 1026 741 810 76,5 45,71 3 5 40 13 ref|NC_004431.1|:1301370-1302803

LSA0471_318_387 LSA0471 ACCTAAAGATGCTAGTTTGCAAGGCAAACCCGATTTTAAAGTGGGGACGCTAATCCAGTATCAAGAAACT 393 318 387 74,74 41,43 4 6 37 14 ref|NC_002695.1|:953239-954606

LSA0472_502_571 LSA0472 TTAACATCGACTGTGACTCATATCGGGACAGCCGTCGGGGTTGTGACAAATATTGTAATCGCAATTGTGA 1140 502 571 75,91 44,29 4 4 40 13 ref|NC_004431.1|:2862013-2862369

LSA0473_44_113 LSA0473 CGAAAACCGCACTTCATTTTAATATCTCAAACGTCGGGACCATCTGGCAATGGCAACATATTTGGGAGAC 318 44 113 75,91 44,29 4 5 90 26 LSA0262

LSA0474_463_532 LSA0474 TTAAATCGAGCAGTTAAGAAAATCCCTAAGAATTTAAAATACCGGACAACAGTCCACTCAGATCAAGGGT 813 463 532 72,99 37,14 4 6 88 18 LSA0261

LSA0475_285_354 LSA0475 AGATGCCAAGCGCACAAAAACGCCCTACATCATCTTATTTGCACAAGATCATGCCATTGGTTTCTATGAG 438 285 354 75,33 42,86 5 5 37 14 ref|NC_002655.2|:1024030-1024875

LSA0476_828_897 LSA0476 TTACAAGGGATCAATTAGTGACACCCTTACCGAAATGCGTCAGGATCTACAATCTTCAATTTCTTATGCT 978 828 897 73,57 38,57 3 5 40 13 ref|NC_004431.1|:104592-106067

LSA0477_541_610 LSA0477 ATTCAACGCGGGTTAGTTTATTTCATGATGTCGTTAAAAACCGATAAGATGGTACTAGCGAGTTTGATGC 954 541 610 73,57 38,57 5 4 40 15 LSA1768

LSA0478_110_179 LSA0478 GTGAAGTCGGGCATAGTTTTGACCTGGCTAAAAATGGGACATTGTATTTTTTACCTAAACAAATGAAGTC 837 110 179 72,99 37,14 6 6 35 15 ref|NC_002695.1|:5042064-5044154

LSA0479_368_437 LSA0479 GTCTCCGCATTCCAATGTCAGATCACATTCGGGCTTTGAATTTATCCAACTGTGCAGCATTGGTCATTTT 510 368 437 75,33 42,86 4 6 40 14 LSA1600

LSA0480_303_372 LSA0480 ATTAATTGAATACATTGAAACCTTGACGTATCAAGTAACAGCGGTTGCTTTGAACGAAGGGATTCAACTT 408 303 372 72,4 35,71 3 6 38 14 LSA0386

LSA0481_2073_2142 LSA0481 TATCAAAGCTCAAAAGACGGCTGAATACGATGAAGAGATGATTCCAACGGCGGCTGATGAACACCAAGAA 2370 2073 2142 75,91 44,29 4 4 41 15 ref|NC_000913.2|:4617626-4618849

LSA0482_555_624 LSA0482 ATACACTTATTATCAACAGATGATCGCAAATGACCGAATTCAAATGACGGTTGTGGGTAATGTGGATGAA 1272 555 624 72,99 37,14 3 4 41 15 ref|NC_004431.1|:1694944-1695612

LSA0483_956_1025 LSA0483 TTCAACGCTCATTCAACTTCATCACGCTTGGTGGCGATACAGATGATGCACAAGGTTTATCAGATGCGTT 1305 956 1025 75,91 44,29 3 5 37 15 ref|NC_002655.2|:2923847-2924851

LSA0484_299_368 LSA0484 CAGAGCAAATTGATGCGTTGTGGCAAGTGCACGTGAAGACACCGATGTTGATTTTACAGGCTTTGCAGCC 732 299 368 77,67 48,57 4 5 40 17 ref|NC_002655.2|:4588091-4592857

LSA0485_686_755 LSA0485 AAAACACAACAGCTTGGGTGGGCTTAATTGTCAATGGGTCAACAATCTGGCAAGGTTCTGTTACACCAGG 924 686 755 76,5 45,71 4 5 41 15 LSA0232

LSA0486_152_221 LSA0486 TCGCATCATTGACGGATTTGTTAGATGGAAAAATTGCACGTTCACAACATTTGGTGACTAACTTTGGCAA 585 152 221 73,57 38,57 5 5 37 14 ref|NC_004431.1|:3393212-3394348

LSA0487_841_910 LSA0487 AAAGACATTATCAATAAGAGTGGTTCTTGGTACTCTTATGGCTCAGAACGAATTGGCCAAGGGCGAGAAA 1068 841 910 74,74 41,43 3 8 38 14 ref|NC_002695.1|:c3495900-3494269

LSA0489_766_835 LSA0489 CTAAGTGGTTTCGATCCAATTAGACGTGAAATCGCACGGATGACCTTAGAGAAGTTAATTCAAGATGGTC 1566 766 835 74,74 41,43 3 5 37 13 LSA1474

LSA0490_371_440 LSA0490 ATATCCTAACAATTCCGCTTGTTGGGACTTTCAAATTAGGATGGTTAAGTTTTCCAATTACAATTTTTTG 1098 371 440 70,64 31,43 6 7 37 14 ref|NC_004431.1|:1177321-1178871

LSA0491_384_453 LSA0491 CGTTCAAGGAATCGAACAAACGGCTTGTCAGTTAACCATCGACTACGCTCAGTTCGACTCCCTTCAAAAT 666 384 453 76,5 45,71 4 6 35 14 ref|NC_004431.1|:2216985-2217821

LSA0492_863_932 LSA0492 CCCAATTAAAAAAAGGTCGGTTACCTAAACGACTTGAACGGGATTGCCAGACTTACTTAAAAACGCAACA 1338 863 932 74,16 40 7 4 38 14 ref|NC_004431.1|:c2737080-2734426

LSA0493_380_449 LSA0493 AACAAGAACGGGGCTTTAATCCAGTCCAAGGCTTATTCGAAACTTGTTTTCCGTTAACATCGCTATTGAA 672 380 449 74,16 40 4 6 34 14 LSA0677

LSA0494_400_469 LSA0494 AAACCAATGGATAGCGAAGAAGCCATCTTACAAATGAACATGTTAGGTCATGAATTCTTTATCTTTGAAG 546 400 469 71,81 34,29 3 5 40 16 LSA0344
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LSA0495_2295_2364 LSA0495 TAGTGATATCGATTACGATACAACTCGACTCTTCATGAAGGCGGAAATTCGTCAAAATATTCGACGCTAA 2364 2295 2364 73,57 38,57 4 5 40 14 LSA1545

LSA0496_834_903 LSA0496 CTGGGGTTCACAAATTAGATCGTATGTTTTCCACCCCTATACGATGGTTAAAGATCACCGGACTAATTAC 999 834 903 74,74 41,43 4 7 34 14 ref|NC_004431.1|:c4263796-4263077

LSA0497_329_398 LSA0497 AACCCGAAGTCATCCAAAAACGAGTACTTGAAGTGCTTGAATTGGTGGGTCTAAAAGCCAAAAATGATCG 687 329 398 74,74 41,43 5 4 40 15 LSA1706

LSA0498_820_889 LSA0498 TTATTCCAACTCGATTTAACAATGGCTATTTTAGGGATTGTTATCGGGGCCTTGGGATCAGTCGTTTCAA 912 820 889 74,16 40 4 7 40 15 ref|NC_004431.1|:2760235-2761572

LSA0499_1006_1075 LSA0499 ATTCAAAGCCATTCGACTTATTGTCATTTGAAAGTTCAAGATCTTCAGGGTGAATATCGCATTACGGAAA 1134 1006 1075 72,4 35,71 3 6 38 14 ref|NC_002655.2|:c3574485-3573136

LSA0500_26_95 LSA0500 ATGAACCAGCAATCTTGACACTGTTGAGATATAATCTGGAGCAAGAACATTTCAAGGTAATGACGGCAAC 714 26 95 74,16 40 3 5 35 16 ref|NC_002695.1|:4628644-4628967

LSA0501_752_821 LSA0501 TAGAAACCGCAATCGAGCCTCAGAAGCACCCGTATATCGATGATATTAAGACTTATGAATTAACGCGGAT 1662 752 821 74,74 41,43 3 5 40 14 LSA0896

LSA0502_659_728 LSA0502 ACGTTATGAATAACACTTGGCCAATCTGGTCATACGAACATGTTTACACTAAAGGTCAACCAACGGGATT 861 659 728 74,16 40 3 5 37 17 ref|NC_004431.1|:c3251205-3250609

LSA0503_120_189 LSA0503 TTACTTTGTGGCTTCTAAAGGACTCGCAACCTTCTTTAAGGACAAGGTCAGCCTATGGCGCTTTTTAACG 924 120 189 75,91 44,29 5 5 34 15 ref|NC_002695.1|:215220-215609

LSA0504_320_389 LSA0504 TAAGCTCTTTACCATCAGTCGTTGTTGGCTTGTTTGGCTTCTTAGTCTTCGTTATTCAATTTAAATTAGG 885 320 389 72,4 35,71 3 5 32 16 ref|NC_002655.2|:c5351704-5350283

LSA0505_83_152 LSA0505 TAAACGTCTACTACGGTGACAAACGCGCGATGCACGATGCGTCATTACAATTTGAACGTTATCGGATTAC 810 83 152 75,91 44,29 3 5 40 16 ref|NC_002655.2|:c154193-153399

LSA0506_588_657 LSA0506 ACAGTATACCATTATAATGGTGACGCATAATATGCATCAGGCTTCTCGTATTTCGGATAAGACAGCATTC 759 588 657 73,57 38,57 3 7 35 13 ref|NC_002655.2|:c3131442-3126838

LSA0507_514_583 LSA0507 CAACGTGATTCAGAAACAGTTGTTGGCAGCATGGATTACATGCTTGTTGCCAGTTACTTGGAACGAATTG 678 514 583 75,33 42,86 3 6 40 15 ref|NC_004431.1|:4062290-4062559

LSA0508_116_185 LSA0508 CACAAGAACATCAATACAAAGATGTTACTGAAGATAATGATCCTAACGGTTTATTCGGTGGTTACGAATG 471 116 185 72,4 35,71 3 6 40 15 LSA1837

LSA0509_495_564 LSA0509 GGCGGCAACTGAAAGTGGTCTTTACGAAAAAGTGATGTACATTACCGATGGCGTCTTTTCAATGGATGGT 1188 495 564 75,91 44,29 5 5 41 16 ref|NC_004431.1|:c2958410-2954523

LSA0510_4_73 LSA0510 CATAAAGTGATGGTAACGGGTTGTTTAGGACAAATCGGATCAGAATTAGTGACTCAATTGAGAGCACAAA 264 4 73 73,57 38,57 3 5 38 14 ref|NC_002655.2|:c4906134-4905622

LSA0511_107_176 LSA0511 CACCGCAAGATACGATTCAACGACCAACAACGATGTATGGGGTGACTAAAGTCTCTGGAGAATTGCTTTG 666 107 176 76,5 45,71 4 4 37 15 ref|NC_004431.1|:c1472086-1470491

LSA0512_1365_1434 LSA0512 AAGCACAGGGAGCCAAATGTTACAATTAGCACGAAACGAAGATATGCAAGCAGCCCAATTAACATTAGGC 1476 1365 1434 75,33 42,86 3 7 40 13 LSA1239

LSA0513_40_109 LSA0513 ATGATTTCCGGTGTAATGGGTGGGATAGCAGAATACTTCAATGTTGACGCGACATTGGTTCGAGTGCTCT 237 40 109 76,5 45,71 3 6 38 13 ref|NC_002655.2|:4446922-4447764

LSA0514_90_159 LSA0514 CTTCAAGTTCGCAATTCCGTTACTAGTGATCTGGCTCATTTACCGCTTAATTGTCGGTCATAATAAACCA 273 90 159 74,16 40 3 5 38 15 LSA1834

LSA0515_144_213 LSA0515 ACCCATTTTGCATATCCTCTCATTTCCAATTACGTTTTTAACACTCGGCCTTTTCAGCTTAGTGATTAAC 375 144 213 72,99 37,14 5 4 38 14 ref|NC_004431.1|:c5120014-5116943

LSA0516_682_751 LSA0516 ATTTCATTGATTGTTCATTTACAAAACTGGTCACAAGATAAGAAGTACGATCGTCTTGGTTCCGATACAG 942 682 751 72,4 35,71 4 5 35 13 ref|NC_002695.1|:c2976661-2975621

LSA0517_683_752 LSA0517 GGACCGATAGTTTATTTATCGGACCATTACGTGTGTCACAGATTCTATCACTCGTGTTGTTCTTTGGTGC 837 683 752 75,33 42,86 3 6 37 13 ref|NC_002695.1|:1324307-1325137

LSA0518_522_591 LSA0518 GAACGATTACTTCCGCCTTTACACGAATACGGATGTCATCGGTGTTGAAATGGGTGCGGCTTTGAAAAAC 1023 522 591 76,5 45,71 5 4 38 15 ref|NC_000913.2|:c2761562-2759373

LSA0519_282_351 LSA0519 TTTTTTAGGGCAGATGCAAGAGAGCTATCAATTAGCGAAAGCTTACTTACAAAGTGACGACGCAGATTTT 402 282 351 73,57 38,57 6 4 40 14 LSA0682

LSA0520_119_188 LSA0520 GTCAAATGAATAATACGGCAGAGGTCGAAAACTATCCTGGCTTTAAGTCAATTTTGGGCCCCGAATTGGG 921 119 188 75,91 44,29 4 5 35 14 ref|NC_002655.2|:c4668245-4665441

LSA0521_1528_1597 LSA0521 GGTCACACTGAACCAATCAATTTACCAACATCAAACGTTTTGAAATATCACTTAGAAGATGGCACATGGA 1725 1528 1597 72,99 37,14 4 5 38 15 ref|NC_002655.2|:4452831-4453946

LSA0522_249_318 LSA0522 TGCGACCCATGAGTTACGGGCAATGTTAGCCAATGTCGAAAGTTCTTTAACGGATAATTTCATTAATAAT 633 249 318 72,99 37,14 3 4 35 14 LSA1730_1

LSA0523_1706_1775 LSA0523 TTGATGAAACTAAACGTCGACGGACAATTCAAGAAGACTACAATACAGCTCATAACATCACACCGAAAAC 2004 1706 1775 73,57 38,57 4 5 37 15 ref|NC_002695.1|:c2084318-2083737

LSA0524_2263_2332 LSA0524 CCGGATGTCTATGTCCCTTGTGAAATTTGTCATGGTAGTCGTTATAATTCGGAAACTTTAGAAGTGGTTT 2853 2263 2332 73,57 38,57 3 4 40 15 ref|NC_004431.1|:c367458-366397

LSA0525_140_209 LSA0525 TTATTCGGGGAATTGCTAAAATTAGTGTTTACGGACAATTAATACAAGATACTGGTATTCGGGCGACCGT 537 140 209 73,57 38,57 4 5 40 14 ref|NC_002655.2|:c4662700-4662122

LSA0526_185_254 LSA0526 ATTTACGTTCACGCGCCTTTTACGATGGGATTATTGAGATGCTTTCTGGTCTTGATAATACGCAATTTGT 885 185 254 73,57 38,57 4 5 37 13 ref|NC_004431.1|:c4236140-4235124

LSA0527_896_965 LSA0527 TGAGACAACTGGGTTGCCGAGTGATTTCCGATAACTTTTTAAAACTCGACAATCACGGTGTCTTCCATAA 1035 896 965 74,74 41,43 5 6 35 14 ref|NC_000913.2|:c361084-360473

LSA0528_736_805 LSA0528 AATATCGAGTATTTAAGGGATTCAGTAGGGCTAGATAATTTACCCGCGAAATTACGGGAAATTGCGTTAT 945 736 805 72,99 37,14 3 6 37 15 ref|NC_002695.1|:1931978-1932790

LSA0529_326_395 LSA0529 ACGAACGTGTTGGTAACTGTACCAACTACCTAGCTTTCACAAGCGACAAATATCATGACTTACGTCAAAG 456 326 395 74,74 41,43 3 7 35 15 LSA1452
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LSA0530_95_164 LSA0530 TGAATTTAGCTTGTCCCTATTGTCGCAAATGGTTCCTCAAATCCGAGGAACAGCTCACTAAGGCCGTTGA 525 95 164 76,5 45,71 3 7 34 13 LSA1034_1668

LSA0531_267_336 LSA0531 CATCGCTATGGGGATGGCTGCTTCAATGGCCAGCGTTTTACTTTCAGCTGGGACAAAAGGCAAACGTTTT 585 267 336 77,67 48,57 4 5 35 14 LSA0202

LSA0532_372_441 LSA0532 TTATTTCAAGGTTTACCCCTCTCTTGAAATCGCGATTCAAGATCATAGTGACTTTCTGAGTGTTGGCACT 582 372 441 74,16 40 4 8 37 14 ref|NC_002695.1|:396464-397576

LSA0533_679_748 LSA0533 TATTATATTAAGGCGTATGAAGTGACATCACCGCATTTACATGGTTGCGCCTTACATGATCCATTAGCAG 960 679 748 74,16 40 3 7 35 13 LSA0228

LSA0536_323_392 LSA0536 ATGAAGTTCCCGGGGCATACGGTCAGTGGAACCATCAAATGTTAGACGATGGTTATTTGCCAACATACGC 645 323 392 77,09 47,14 4 7 40 13 ref|NC_000913.2|:c3117134-3112572

LSA0537_89_158 LSA0537 ATTTAGTGGATGGTCCCCAGAGACCGGCCGACTTAAAAAGAGCGGTTCAAGGAATCTCATCAAAAGTACT 381 89 158 76,5 45,71 5 4 37 13 ref|NC_004431.1|:2382592-2383182

LSA0538_109_178 LSA0538 CGTCGTGAAAGTATGTTAGCACCATTGGCTGCAGCGTTGACTGCTAAATACAATACGGAAATTATTTATC 747 109 178 74,16 40 3 6 38 16 ref|NC_002695.1|:c5000693-4999560

LSA0539_85_154 LSA0539 TCTGTAATTGTTCGAAATCAGTTTATACCAGTTTTACCTTATGATTGGTTGACCGGCGAGGGTGCTTTAA 246 85 154 73,57 38,57 4 5 38 14 ref|NC_000913.2|:2477224-2478552

LSA0540_418_487 LSA0540 TATGAGACATTAGCTATTCTATCCTTATCAACCCAAGCTTTTCGTCCTATGAAAATAAATCAGCACTTTG 660 418 487 71,81 34,29 4 5 38 14 ref|NC_002655.2|:4447836-4449188

LSA0541_128_197 LSA0541 AAAAAGGCACCTACATCCCCAATGCTATTCTCCTAGCAAAAATTTGCCAACGTCTACATCTTTCAATCAC 855 128 197 74,16 40 5 5 38 13 ref|NC_004431.1|:2227110-2231378

LSA0542_912_981 LSA0542 TAAATCAGTTGTCGGAGTTAATATGGGCGATTCAATCCCCCAAATCGATATTCCACGTTTAATCGAATTC 1119 912 981 73,57 38,57 5 5 38 13 LSA1565

LSA0543_315_384 LSA0543 TATTGAACCTACACATGGTTTGGCACAGATGCAGCGCAATCGACCGAACAAGCCTAGTGTTAACCTCACT 642 315 384 77,09 47,14 3 4 40 15 ref|NC_004431.1|:c141590-139809

LSA0544_583_652 LSA0544 ATTTTAATTCTTAAGGCGGGCCAATTTCAATACGATGGGGACTTTGCCACGTTACAACGCCAATTCAAGG 873 583 652 75,33 42,86 4 4 38 14 LSA0992

LSA0545_115_184 LSA0545 AAAGTGATGAATCAAGGTCTAGTGAGTGCAAGTTTCAATCTACAGTACATGGTTAGCATGACGACGTATA 744 115 184 73,57 38,57 3 4 31 14 ref|NC_000913.2|:4628729-4630693

LSA0546_66_135 LSA0546 ACTCTTTTTACTTTTCCCAATCGCCTATGCGTTTCCGTTTAAAACATTGCGGCAACAGGTCATTATAGGT 201 66 135 74,16 40 5 5 40 16 ref|NC_002695.1|:3389533-3390894

LSA0547_94_163 LSA0547 CGTAGTTTCTGGGGTTATTACGGGGCCTATATGCTGTCAATCTTGGTGCCCACTCTTTTTCTTTACTATT 282 94 163 75,33 42,86 5 4 35 15 LSA0092

LSA0548_445_514 LSA0548 TTAGCACAATGTTTACACGAAGCAGTGACTAATATTATTCGTTACAGTCACGCCACGGAGTGTTACGTGA 720 445 514 74,74 41,43 3 6 38 15 ref|NC_002655.2|:c4491305-4489809

LSA0549_375_444 LSA0549 CGCCCCAGAATTAGTGGTCGGCTTAACCAATCAACCGCAAAATCCACTTTCACAACGGGAAACCGATGTT 606 375 444 77,67 48,57 4 5 34 16 ref|NC_002655.2|:1243165-1245219

LSA0550_172_241 LSA0550 TTGAAGGCAGAAGGGGTTCAGTTTATCGAACTTTGTGGTGGTTTTGGGCCAACTTGGACGACTAAAATTA 327 172 241 75,33 42,86 4 4 37 15 ref|NC_004431.1|:c2741120-2738976

LSA0551_1200_1269 LSA0551 CAGCCAGTATTTAAAAGGACAATTGGAAGAAATTTTACCAGGCTTCCAGCTCAACTTAAGAACGGTGCCT 1641 1200 1269 74,74 41,43 4 6 35 15 ref|NC_000913.2|:27293-28207

LSA0552_23_92 LSA0552 CGATGATTAATGAAGGTGGCCGAAACGGATTTGTTTACGACCCAGAAAAATCAACGAAGTATGTGATTAA 408 23 92 73,57 38,57 5 5 35 14 ref|NC_004431.1|:3373532-3374266

LSA0553_1_70 LSA0553 GTGGGTACTTATAGCTTACTCGGTGCACTTCTCAGTTTATGGGAACCCCACTGGCAAGCGATTCTATTAA 297 1 70 76,5 45,71 4 5 34 14 ref|NC_000913.2|:c2868296-2867535

LSA0555_215_284 LSA0555 ATGAGGTAGGGTTAATCTTAGCCATTTTAACGGTCTTAGGTGGCGTATACTTATGCTTCAGTTTACTGGA 363 215 284 74,16 40 4 5 37 17 LSA0749

LSA0556_677_746 LSA0556 TGATTGAAACCGATTATCCGGAAGTTGTCTTAGCCCAATTAACACCAGAATGGCGTGTCTTGCAAACAAA 891 677 746 74,74 41,43 3 4 40 15 ref|NC_002655.2|:5433702-5434604

LSA0557_271_340 LSA0557 TTAGCATTAACTGATATGTCCTTCATCGGCATTCAGTTCAGCTACTTAGTAAGTGCTGTGATCATTGGCA 867 271 340 74,16 40 2 6 38 14 LSA1579

LSA0558_285_354 LSA0558 CCAACAAGATTTCATTCAAGTTGCAAAAGGGGCCGCGATTAATTTGAACCATCTCCAATCGTTAGAGGCT 453 285 354 75,33 42,86 4 5 35 15 ref|NC_000913.2|:c1071382-1070996

LSA0559_264_333 LSA0559 CATTTTTATAGCCCATCCAGTGCGTCATGTATTGTTCGTAACACTGATTTACGCTCTCGTTTGGCTAGGA 408 264 333 75,33 42,86 5 5 37 14 ref|NC_002655.2|:c3709083-3707743

LSA0560_a_81_150 LSA0560_aGCTTCTCGACATTACCGATGTTTTGAGTCAGGTCTATCTCACACTTGAAACTGCCAAGAATCCTGAAGTG 348 81 150 75,91 44,29 4 5 41 13 ref|NC_004431.1|:c4983115-4982246

LSA0560_b_37_106 LSA0560_bCAAAAAATAAGCGGTGGTGTCGGAATACAAAAATGTAGTCTGGGATTTAGTTCACGAGAGTATTTAAATA 135 37 106 71,81 34,29 6 5 41 14 LSA0661

LSA0561_45_114 LSA0561 TAAAATTGCGCGGAATCAACAACTTCAAGATTACCTAGTCAATATCGAACAGCAGTACACCGAATTACGG 210 45 114 74,16 40 4 4 42 16 ref|NC_002655.2|:205904-206692

LSA0562_362_431 LSA0562 AAAACACGGCCAGTCAAGTTAAGGATATCCAAGCATTTTCAGCGTTAGGCTATTCAACTAAAGGTGCTGG 552 362 431 75,33 42,86 4 4 34 15 LSA1552

LSA0563_381_450 LSA0563 GTTGGCTGAGAAGCAAAATGAAGCAGCAGCGTATCACCGAGAAAATTTATTTAGTTATAAAATCGGTCCT 747 381 450 73,57 38,57 4 5 38 14 ref|NC_000913.2|:3794002-3794961

LSA0564_a_34_103 LSA0564_aAATAATGTTTTAGCTGGAGTACAAGGTGGTAAAAAGAAAAAGGGTGGCTTCTTTTGGCATTATTTTGGAG 144 34 103 72,4 35,71 5 7 42 14 ref|NC_004431.1|:c3901241-3898539

LSA0564_b_43_112 LSA0564_bAAATTAGGACTAGTTATTGGGGGACGAAATAATCTAGCATATGGTCTTGGTAAGTTAGTTCGTGCCGGTG 165 43 112 74,74 41,43 5 5 40 14 LSA0971

LSA0564_c_592_661 LSA0564_cAATGATACATTAAGAGGTGGGATATATGCGCATCTATTATATGACTCCTTATTGTTAGCTGTGAATATAC 669 592 661 71,23 32,86 3 5 34 15 ref|NC_004431.1|:2193014-2193646
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LSA0565_88_157 LSA0565 GAAGATCGTTTTAGACTAGCGGATATAATGCTTATTATTGGGATGACCTTGTTTATTGATATTAAGTTCA 171 88 157 70,64 31,43 4 5 41 14 ref|NC_002695.1|:c3137522-3135690

LSA0566_23_92 LSA0566 ATAAATCATTAGATCTCTATATTGGTATTTGGGCCTTAATAGCTAGTTTTGCAGTATTCAATGAAACGAT 183 23 92 70,06 30 4 5 38 14 ref|NC_000913.2|:c1188999-1187539

LSA0567_179_248 LSA0567 ATTACATCGTATCGATAAGCTTACCGCGTGCTAATCGCAATTTATATGGTTACATTCATCATAAATTAGA 333 179 248 71,23 32,86 3 7 38 13 ref|NC_002695.1|:c3076519-3075329

LSA0568_123_192 LSA0568 TCAGGCAGAACTTGAAAGTAAAAAAGCAAGTGTGCCCTTGATCTTGAGTCGCTTAAATTTGGCAATTGCC 288 123 192 74,74 41,43 6 5 40 14 LSA1704_1

LSA0569_a_103_172 LSA0569_aTCATGGTGGTTCGACTGCTTCTGTATTGTGTTAGGTTTGTGGTTAATGATCGAAAACCTACTCACTAAGA 180 103 172 74,16 40 4 7 38 16 ref|NC_002695.1|:c120213-119011

LSA0569_b_26_95 LSA0569_bACATTTTGCGGTTAATTGAAGTCGCCTTGAGTGACCCGCAAGTAGCGGCAGACTACCAATTAGCGACTCA 237 26 95 77,67 48,57 4 6 42 14 ref|NC_004431.1|:3223002-3223523

LSA0570_249_318 LSA0570 AATCTACCAACTTGGCGCACTAGAACTATCAACACTCAGTACGCGCTCAGTTGTCGCATTTTTAGCGAAT 324 249 318 75,91 44,29 5 5 35 14 ref|NC_004431.1|:c4002566-4000119

LSA0571_196_265 LSA0571 ATTGAACTAATTGAACAATCTTTAAATTTAAAAGTTGAGCAAGACTTCCAATTAGTCAGTCTTTCGCAGT 285 196 265 70,06 30 4 8 40 14 ref|NC_000913.2|:131615-134212

LSA0572_576_645 LSA0572 CGGCTTAATTTCAGGTGTGGCAACAGCTTTGAAATCTTTCAACCCATCAATTCACATTATCGGGGTTCAA 1041 576 645 74,74 41,43 4 6 38 16 ref|NC_000913.2|:c2252167-2250917

LSA0573_259_328 LSA0573 GCGAGTTACTTGTTAAACTGGTTTGATCAACAGTGGAATCCACTAGCATTACCACAAAATCAGGTGGTGA 633 259 328 74,74 41,43 4 6 35 14 ref|NC_002695.1|:c5113185-5112670

LSA0574_215_284 LSA0574 ACATTCTCTCTAAACAAGATGGTCACTACGAGCTCTCATTATTAATCCTGAATATCCTATCGACTTTCAC 438 215 284 72,99 37,14 3 4 40 14 ref|NC_004431.1|:3752270-3753613

LSA0575_1186_1255 LSA0575 TCTAAAGCAGACGTCACAGCTAATATCAACGCTATCTCATTAGCCATCCAAGGCAAGATGACGGTTGACG 1353 1186 1255 76,5 45,71 3 6 37 14 LSA0441

LSA0576_143_212 LSA0576 TTGGACATGAACAAAGTATTGCTGGCTTATACAAGGCGGTTTATCCCATGACACTGTCGTTCTTTTGTTA 243 143 212 74,16 40 4 6 38 18 ref|NC_004431.1|:4054837-4055670

LSA0577_102_171 LSA0577 GTACTATACAAGTGGTAGCGCGGAATTAGGAGGAATGGGCATTAGCATGATTTTTCTAGGTGTTTACCTA 240 102 171 74,74 41,43 5 5 41 14 ref|NC_004431.1|:3622960-3623775

LSA0578_534_603 LSA0578 ACACTTAATCTACCCCCTCACAACCCCTTCAATGATTTTTAACTTTAAGGCCGCTGGTGGTGTTTTGATG 726 534 603 75,33 42,86 5 5 40 15 ref|NC_004431.1|:17698-19227

LSA0579_491_560 LSA0579 ATTATTTTGTTGCGTTGATGGCGCGTGATAATCCACTCGCACAGCAGACCGCATTGACCGTTCAAGATTT 873 491 560 76,5 45,71 4 5 37 14 ref|NC_002695.1|:c2657625-2656930

LSA0580_1331_1400 LSA0580 TACCAGAATACGATCCAGCTCGGATTCGTGTGCGTGGGATGAGTTCTAAGTTAGTATTAGACGGGACTTT 1476 1331 1400 76,5 45,71 3 5 31 15 ref|NC_000913.2|:c150953-149715

LSA0581_139_208 LSA0581 GAAAAAACTGGGTACACTGAAAAGCAAGTCGTGGCGCTAGCTGATTTTGTCCATCCAGAGCAAAATATGG 591 139 208 75,91 44,29 6 6 41 13 LSA1339

LSA0582_182_251 LSA0582 CCACAGCACTCCCTAGCCGCCCAGGACATGTCCATCAAGAAAAAGTATTAATTGATCAGGTTTTAAAAAC 426 182 251 75,33 42,86 5 5 37 15 ref|NC_000913.2|:3459045-3459482

LSA0583_864_933 LSA0583 TTATCTACTATCCGATTCACAATTTAATCGGCCCGCAATCAACTATTCTAGTCTCAAACTGAGTGTCCCC 1782 864 933 74,74 41,43 4 6 34 13 ref|NC_002655.2|:c3748582-3745694

LSA0584_584_653 LSA0584 CTGAATTCGATTTTGCCTCACCAAATACGCTATTCTCAGAAGATCTACCAAGTCTAATTGCGCAATACCA 1407 584 653 74,16 40 4 5 38 14 LSA0179

LSA0585_514_583 LSA0585 AGAGATCCAGGCACGAGCTTACCTGCTTTAAATGACGCCTATGGCCATCCACGTTACTCATATTTCTGGG 675 514 583 77,67 48,57 3 4 37 14 ref|NC_000913.2|:2194496-2198291

LSA0586_269_338 LSA0586 ATAAGCAGAAAAAAGTGTTTCAAAACCACATCCTTCCTGCTTTTGGTAAGTATCGTATTAGAACGATCAC 1158 269 338 72,4 35,71 6 6 37 14 ref|NC_002695.1|:c5353021-5352554

LSA0587_19_88 LSA0587 TACGGCTCTGTTTCAATGACTAACGCTAAAACTAAAGCATCCCTTGAATATGACCAATTCAATAAAACGC 153 19 88 72,99 37,14 4 6 45 19 ref|NC_002655.2|:3577118-3578125

LSA0588_25_94 LSA0588 AAATCATCTATTTCACGCCATTTAAAGAATATTTTTGAAACCCACGAACTAGAAGAGTCGACAACTGTTG 258 25 94 71,81 34,29 5 5 41 16 ref|NC_000913.2|:c3631246-3630875

LSA0589_564_633 LSA0589 GTTCGCTGAATTCAGCGAATGGCAAACTAACCTTGGTTATATGGACCTTGTGTCTAACATTAAAAGGTAT 780 564 633 73,57 38,57 4 9 37 13 ref|NC_000913.2|:c3871635-3871018

LSA0590_20_89 LSA0590 CTCAAGACTTCAGAAATGACCTCATTAGCAAAAAAGCTATGCTAACAGTTCAAGGGTTGGCCAAACGCAC 192 20 89 75,33 42,86 6 6 37 13 ref|NC_004431.1|:c4972366-4971767

LSA0591_2_71 LSA0591 TGCCATTAGAAGTAACGTTAACCCAGCAGGCAGATACCGAGCTTAGAAAGCAAGTTTACAGCATTATAAC 273 2 71 74,74 41,43 3 4 38 13 ref|NC_002655.2|:c3280272-3278734

LSA0592_36_105 LSA0592 ATGGATGTTTGCAGGTGCGGGCATTTATGGCATTACTAGTAATTTAAAAAAATACTTTGATTTTGAATAG 105 36 105 70,64 31,43 7 6 47 14 ref|NC_004431.1|:c4233384-4232356

LSA0593_50_119 LSA0593 TGGCACTAATTGGTAACTTTCTTGAAACGATACAGCACGATCATACGACAAAAGAGGATTGGGCAGTAAT 255 50 119 74,16 40 4 4 37 13 ref|NC_002695.1|:c764753-763083

LSA0594_533_602 LSA0594 CATCCCGAGCGTTCAGCGCTAATAAGCGATATAGAAGCCACGTGACCGAGCTAATAGAAACGTTGACACT 801 533 602 77,67 48,57 3 4 31 13 ref|NC_002695.1|:c2827578-2826817

LSA0595_804_873 LSA0595 TGATGATAACGACCCTAATAGCTATGTAGATTCAGTAGCGAACTTCAAAAGTGTAACTACTGGGGATGTA 1494 804 873 73,57 38,57 4 6 35 15 ref|NC_000913.2|:c2085092-2083728

LSA0596_35_104 LSA0596 TGATTAATTGGATCAAGGATAGACAATACCTACTAGAACGGGACTTCCCAGTGGTGAGCCATAAATTTGA 393 35 104 74,16 40 3 4 35 14 LSA0029

LSA0597_149_218 LSA0597 AGTATGCCGTGCCTATCGGAGGACTTAGACAAGAAGGCAAGCACGGCTATTTCATTGCTACCAGTAAAGA 306 149 218 77,09 47,14 3 7 40 14 LSA0840

LSA0598_63_132 LSA0598 TGGAAGCCTAACCGTCACAACTCAAAATGGTAAAGTGGTGTTCATTGAACGAACCGACAAGACTAAACTA 138 63 132 74,74 41,43 4 5 38 13 ref|NC_000913.2|:1003143-1003880
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LSA0599_63_132 LSA0599 ATTAACACAATATTGGCGTTTAAAGCACGTTGTAACAAGTACCAGCAGTTTAAGAAGTCCTTCTTACAGT 423 63 132 72,4 35,71 3 7 37 13 ref|NC_000913.2|:4234255-4234923

LSA0600_55_124 LSA0600 TTAAAGAGCTATGGCACGATTAGACGGCTAGCCACGGTAAATACTAGTCATCCCTTACATGAGCAGGCTA 342 55 124 76,5 45,71 3 5 32 13 ref|NC_000913.2|:1717900-1718367

LSA0601_9_78 LSA0601 CTTACTCACGGAAAAGGTCTGTCCAATTTTGGACCAACCTTTTTTAGCCCAACAGGACGATACGTTATAG 78 9 78 75,33 42,86 6 7 44 14 ref|NC_004431.1|:1862754-1863755

LSA0602_15_84 LSA0602 TTATACCAACCTATCTTTTAATGATTATGCGCCACCCGGGAGTCGAACCCGGATCTCAAGAACCGGAATC 120 15 84 77,09 47,14 4 5 40 15 ref|NC_004431.1|:c1777183-1774532

LSA0603_868_937 LSA0603 ATTGGATTACAGATTCGTGACTTATTAAATATTCCGTGTGTACTCGCGGTTGCAGGTGGGACTTCTAAGG 1038 868 937 75,33 42,86 3 4 38 14 ref|NC_002695.1|:c3226428-3225190

LSA0604_675_744 LSA0604 ATTGAAGGGTAAACTTGACGGCCACGCACAACGTGTCCCAGTTATCACTGGTTCATTGACAGAATTAGTT 1017 675 744 75,91 44,29 3 5 40 14 ref|NC_002655.2|:3761295-3762335

LSA0605_602_671 LSA0605 GTCCATTTGTTGCTATCTTAGGTGGCGCAAAGGTTTCTGACAAGATCGGTGTTATCGAACATTTATTAGC 1215 602 671 74,74 41,43 3 5 41 14 LSA0228

LSA0606_337_406 LSA0606 GCACACGCAATCTTCAAAAACAACATGACACCTATCTTCTGTTGTGGTGAATCATTAGAAACTCGTGAAG 756 337 406 74,16 40 5 6 40 16 ref|NC_002655.2|:c3894705-3892729

LSA0607_1155_1224 LSA0607 AAACGCTGGCCAAATCAAGACAGGTTCAATGAGCCGTACTGATCGTTTAGCTAAGTACAACCAATTAATG 1296 1155 1224 74,74 41,43 3 5 38 13 ref|NC_002655.2|:c1319318-1316604

LSA0608_108_177 LSA0608 AAAAGGATTCCAATCATACTTTTTAACTTTTGCAGATGGTGTGCGTTTAGAAATTATGCACCAAGATAGT 267 108 177 71,23 32,86 5 5 42 14 LSA0361

LSA0609_39_108 LSA0609 TGGCCCACGAGTAACAGGTGATGGTTATTACGAGGCAGTCGTTCAAGATCCAGAACAGAATTTAATTGAA 120 39 108 75,33 42,86 3 5 38 14 ref|NC_004431.1|:1580128-1582803

LSA0610_718_787 LSA0610 ACTGAGAAAAAGCAAGTCCAATTTGCACCAAACTCGGTTATGCAGTTCTATCTACCGCTTAATGATCGGT 1056 718 787 74,74 41,43 5 4 35 14 ref|NC_004431.1|:c2019689-2019246

LSA0611_275_344 LSA0611 ATGTTGTTTCAATTCAAGATGATCGTAGCCAAGCTAAATTAGACGGTTGGGACCTACAAGTGGCCCAAAC 702 275 344 75,33 42,86 3 5 38 14 LSA0955_1

LSA0612_213_282 LSA0612 ATATGCACCACCATTAACACAACGGTTACCACAAACCAGTATTACCGATATACGCTATTATCAACTTAGC 357 213 282 73,57 38,57 3 4 38 15 ref|NC_002695.1|:190-273

LSA0613_829_898 LSA0613 ACGAAATTTGAAAGTCTCACTTCTACTCAAAATATTGTGCAACTTCATTTGCACGATCCACTACCACCTG 1629 829 898 73,57 38,57 4 6 35 13 LSA0210

LSA0614_1111_1180 LSA0614 ACTGGTACGACTAACCGCACAATTGCTGCCACTAATAATTGGTCATGTCAATTTGAAATTGGCAGGCAGT 1257 1111 1180 75,33 42,86 3 6 38 14 LSA1419

LSA0615_294_363 LSA0615 AACCGTGCCTAGTAACGGTAATCTACTAGCAGCGTTAATCGACGACTTAGGGTATGAGGATGTTGTTGGG 471 294 363 77,09 47,14 3 6 40 17 ref|NC_000913.2|:c2618182-2616893

LSA0616_249_318 LSA0616 TGTCATTCAAAATATCGGATTGATGCCCCATATGACAATTCGTGACAATATTACAATCGTGCCTAAACTA 1152 249 318 72,4 35,71 4 6 35 15 LSA1169

LSA0617_202_271 LSA0617 GCGTTAATGATTCCGTTACTCGGGATTGGGAAAGTACCAGCGATTGTGGCCTTGTTTATCTATTCGTTAT 627 202 271 75,33 42,86 3 4 40 14 ref|NC_002695.1|:c441275-439197

LSA0618_531_600 LSA0618 CCATGAAGGGGATGGCTACCAAGAATTCAAGCAAACTTACGGCTACGATTTTAAGAAGGTAGCGCCAATG 936 531 600 76,5 45,71 4 6 38 14 ref|NC_002695.1|:c1589509-1588148

LSA0619_66_135 LSA0619 AAGCCAATTTAACCGGCACTTCTTAATTTCAATCTATGGGGTGTTACTAGCGGCCATCATTGGAATTCCG 660 66 135 75,33 42,86 4 5 34 14 LSA0011

LSA0620_772_841 LSA0620 GATACAACACCACGGCTTTTACTACACGGTCAGACATTGCGGTATACAGAACCTTACACGGATCAACCCC 891 772 841 77,67 48,57 4 4 35 14 ref|NC_004431.1|:c4581834-4580785

LSA0621_1253_1322 LSA0621 GAACTAATAAATATACGCCAACCAACCCAGACAATGTTTATACCGGTTCAATGCCGATGTATCAAGCGGT 2082 1253 1322 74,74 41,43 3 5 37 14 ref|NC_004431.1|:1320846-1321547

LSA0622_91_160 LSA0622 GCACTTAAGAAGGATGATATTGCCTTCACAATGTTCAAGAAATTCCAAACACAACAAATGACTTTACAAC 345 91 160 71,81 34,29 3 5 42 14 LSA1579

LSA0623_930_999 LSA0623 AACAGACCTTGAGGCTAGCGCTATCATGCATTGGCCGTACGCACTTAAATTACAGTTTGCTTCCCAACAA 1194 930 999 76,5 45,71 3 4 34 13 ref|NC_004431.1|:3735090-3736112

LSA0625_833_902 LSA0625 AAATGGATGCTAGCATTACGATGATGACTCAATCCTTGCAACATGCAGAAGCGGGGCAGTATACTGAACG 969 833 902 76,5 45,71 4 5 35 16 ref|NC_004431.1|:c2094386-2093328

LSA0626_481_550 LSA0626 AAGAAAGACAACTCAACTAAAAACTTCACTGCTTTAGCTAAGAAGTACTCAACAGATACTGGTACTAAGA 912 481 550 71,81 34,29 5 5 38 13 ref|NC_004431.1|:2766762-2770355

LSA0627_139_208 LSA0627 GTTCAAAGTAACGCTGTAGATTTACAAAACACGGCCGGTCAACTGTCTAACGAAATCAAAACAACAGCTG 327 139 208 74,74 41,43 4 5 41 14 LSA1349

LSA0628_253_322 LSA0628 TGTAATAATAACGGTGAGGTTGCTTACCAATCCGTTTTCCATTCTCATATCCACCTACTCCCTCGTTACA 429 253 322 74,74 41,43 4 5 40 14 ref|NC_004431.1|:5058279-5060012

LSA0629_588_657 LSA0629 GCAACAATACGCCGATTCTTTTGTCCTATTAAATCAAGGTAAGGTTCGAACAACTGGGACGCTTGAAGAA 729 588 657 74,74 41,43 4 5 40 14 LSA0290

LSA0630_749_818 LSA0630 GTTACTTAGATTGGCTATTGCCAGTTGCTAAGCGTAGTGGTAATCCATATTTGTATCTCTACACACGTGG 1203 749 818 74,74 41,43 3 5 35 14 ref|NC_004431.1|:c2719651-2718515

LSA0631_458_527 LSA0631 TAGAGGTGTGTCACGGCGATTTAAGTCATAAGAATTGGTTGTTATCTGATATCAATCGTTTGTACCTAGT 795 458 527 72,99 37,14 3 5 35 14 ref|NC_002655.2|:c2619676-2618690

LSA0632_394_463 LSA0632 TATAAGTCATTCTTGGCTGAATACCAACAAATTATGCAACCAACAGGTTATTTACGTTTCAAGACCGATA 642 394 463 71,81 34,29 3 5 37 16 LSA0943

LSA0633_21_90 LSA0633 GTTAAAATATCTCTTAACTGGTTTCGGACTAGCCGTTGCGGCAGCAGCCGGCACCAGACAATATAAAACC 327 21 90 77,09 47,14 4 5 40 15 LSA0422

LSA0634_232_301 LSA0634 ATTGATAATGGCCGTGAAGTTGGTCGTTTTGTGAATAAGGACCGGAAGACAAAACGTGAAATTTCAGAAT 321 232 301 73,57 38,57 4 8 41 15 ref|NC_004431.1|:c301428-300643
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LSA0635_160_229 LSA0635 CAATTATTACCTGAATTACAATTTAACGGGGTCCAAGCCCTCAGTGTTGCGGATGTCGCAACTTTAAATC 630 160 229 74,74 41,43 4 6 40 16 ref|NC_004431.1|:2167615-2168322

LSA0636_1227_1296 LSA0636 TCGTGTTCATTTATATACGAACTTGGCTAACCCTAAGGAATTCTATGCCGGTCAATCAGTAATTTATGAT 1905 1227 1296 72,4 35,71 3 4 32 15 ref|NC_000913.2|:c1101764-1101375

LSA0637_762_831 LSA0637 AAATATCGGACATTACCACGTGCCATTATACGGCGAACACAACGTACTTAATAGTTTAGCTGTCATTGCC 1335 762 831 74,74 41,43 3 4 37 15 ref|NC_000913.2|:2535771-2536505

LSA0638_587_656 LSA0638 CTGGGGAAGTTTCAATCTCAGGATTAGCCGTGATGGGTGCTTTAACACTTTATCTAGATTTCGTTAACTT 702 587 656 74,16 40 4 5 37 13 LSA0040

LSA0639_87_156 LSA0639 TAAAGATACTTCAAGCGTCATTGAAATCTCTGATTCAACTTTGTATCCCATCTTAAAACGGCTCGAAAAA 309 87 156 71,81 34,29 5 5 37 13 ref|NC_000913.2|:1741481-1742854

LSA0640_317_386 LSA0640 TTGGTTATTTATTACTATGGATTGGGCCTTTTATCGGTGGTACGCTGGCTGTTGCTAGCATCATTGGTGG 600 317 386 75,91 44,29 4 4 0 0

LSA0641_19_88 LSA0641 ATGAATTGGTTTAAAATTGGGTTATTGATGGTTGTGATTGGATTGGTGATCATGGGCGTGAGTTATGCGC 159 19 88 74,16 40 4 4 44 14 ref|NC_002655.2|:c688184-687816

LSA0642_133_202 LSA0642 GATATTTTCGTCTCGCCAGATGCGAGTATGTACGCCAAGGTGACCGCTTTGGAGAAAGATCGGGTAAAAT 438 133 202 77,09 47,14 4 5 41 15 ref|NC_004431.1|:4337355-4338173

LSA0643_1887_1956 LSA0643 ATTAGCACCACAATCTGACTTTACGCAAAATCGCTTATTATTATTGTCACAGGCTCAATCGAAGCAATTG 2412 1887 1956 72,99 37,14 4 5 40 15 LSA0183

LSA0644_9_78 LSA0644 AACAATCACTTGTCGCCAAACCTTATCAATTAGCAATCATCGAGTGTTTGCGAGCGATTTAAACGAACAC 510 9 78 74,16 40 3 5 38 15 ref|NC_004431.1|:c2900693-2892642

LSA0645_29_98 LSA0645 TTGTGTGTTTAGTGATTACATTGAAGCCACGCGATAGTGGGGTGCAGTCGATCAACTTAGATAGTGATCG 357 29 98 75,91 44,29 4 6 38 14 ref|NC_002655.2|:c192993-192199

LSA0646_830_899 LSA0646 GTTTAATCACAGGATGTCTCATTATTTTTGCACGTCTATTGCATGATAAAGCACCCAACGTAGCTGAACC 1818 830 899 74,16 40 5 4 38 14 ref|NC_004431.1|:c4798252-4796852

LSA0647_345_414 LSA0647 TTACTTTGATTTTGTCTTAAACTCAAAAGACTTTTCTGATCTTGTTGCAAGATCATTCACAGTCAATAAG 1239 345 414 70,06 30 4 8 35 18 ref|NC_000913.2|:c4069794-4068538

LSA0648_846_915 LSA0648 ACCGAATTTTAGCCAGCTCTATGGCGTGGGGGATATGTATATGACGGCTATGGATATGTACCGTTTTGAT 1182 846 915 75,91 44,29 5 5 38 15 ref|NC_004431.1|:c3772741-3771959

LSA0649_1008_1077 LSA0649 AACGAGTTTAAATGAAGTTTACGTTGTGCCAGCTTTTACCGGCTTAGGTGCACCTTATTGGGACGCTGAA 1518 1008 1077 75,91 44,29 4 5 35 13 LSA1201

LSA0650_1550_1619 LSA0650 TTTCATATGCAGATCAAGGCACAGCTGATGGCTTGAACTTGAAGGAAACGATTAGTTTGAGATATTCAGT 1827 1550 1619 73,57 38,57 3 5 37 15 LSA1638

LSA0651_305_374 LSA0651 CAGTCGTTGTCTGGATTCAATACTACCCACATTGGCAAGCGACAGATGACCAATCAGCGATTTTAGGGAC 720 305 374 77,09 47,14 4 5 38 14 ref|NC_002695.1|:5399987-5402623

LSA0652_24_93 LSA0652 GGGATCGATCTCTGATTGGGAAACAATGCAGGAAACGGCTCAGATTTTAACGGATTTGAATGTGAGTTAT 486 24 93 74,74 41,43 4 5 41 13 ref|NC_004431.1|:294176-296482

LSA0653_282_351 LSA0653 AACACAAACTCCACAAGGAACCAAGGCGTTACGGATTGCACAAGATCGTGTTTTGGAAAAACAATTCTTA 1152 282 351 74,16 40 5 6 35 16 ref|NC_000913.2|:3401506-3402480

LSA0654_636_705 LSA0654 AGTACTACCGAGAGATTTACATGCTGCTTACGTTGCTGAAATGGCGTTATTAGCGACATCTATCGAGAAA 1296 636 705 74,74 41,43 3 4 41 15 LSA0840

LSA0655_91_160 LSA0655 GCAACTGCTTTAAATGGCAAGCGGAAAGAACAGATTACTGGCAAAGGGGAAGTTAATTATGAAATTTCAA 726 91 160 72,99 37,14 4 5 38 14 ref|NC_004431.1|:c4883384-4882368

LSA0656_151_220 LSA0656 GATCAAGCCACTGTGATTGAGAAAGTTGAAGCAATTTGCGATCGACTATTGGCTAATCCGAATATGGAAC 261 151 220 74,74 41,43 3 5 37 15 LSA1510_a

LSA0657_472_541 LSA0657 CACGCCAACCACCAAATCGCATTTACTTATACAACCGACGTTAATGGTAGTTTAGACAATATCGCGGGCA 687 472 541 75,91 44,29 3 4 35 15 LSA0240

LSA0658_1944_2013 LSA0658 TGAAGCAACCTTCAAACAAGGTTTGGGGTATCACGTACAAGTAGATTTGGCTAGTCGCCAATTATTTGCC 2226 1944 2013 75,33 42,86 4 6 37 14 LSA1708

LSA0659_931_1000 LSA0659 TATGAAATGGGGCTCGTTAAAAATCAATATGTCGGTCGGACCTTTATTCAACCGACACAAGCACTGCGAG 1434 931 1000 75,91 44,29 5 7 37 14 ref|NC_000913.2|:1163318-1164343

LSA0660_786_855 LSA0660 CCACTTAACGTTGGGCAGTTGGCCAATCCTACCGATTTTTAAGGCCTTACAACAATATGGGCAACTTGCT 1029 786 855 76,5 45,71 5 5 37 14 LSA0993

LSA0661_270_339 LSA0661 AATTATCACGCCCGTTTTACTAGGCACTTATCCTCAGCGGATTATTAATATCCACCCGGCATTGTTACCG 570 270 339 75,91 44,29 4 4 35 15 ref|NC_002695.1|:630227-631618

LSA0662_694_763 LSA0662 GCTGCTGCCCATCAATTACACGGAAAAGAATTGTCTTACAACAATATTAAGGATGCAGATGCAGCGATTA 1533 694 763 74,16 40 4 5 38 13 ref|NC_002655.2|:c2995243-2993297

LSA0663_352_421 LSA0663 ACTGCCCAATATCAAACGGTAACTAATGAATCAGAGGCGTTAACCGCCTTGCAAGGGCGTTCGTTACCAA 1251 352 421 77,09 47,14 3 6 35 13 LSA0495

LSA0664_131_200 LSA0664 GGACAATGGCTGAAAATACCAGTGCCTTCAATCAAAAGAAGATTATGCCCGTGTTTTACAAGGGGTTGAA 240 131 200 74,74 41,43 4 5 44 15 LSA0563

LSA0665_316_385 LSA0665 ATTCAAACAAAATTCCAATTCCCATTACCAATGCCTAATTTAGCAGCTTACAGTAACTCGGATGGTGCTG 732 316 385 73,57 38,57 4 5 35 14 LSA1375

LSA0666_21_90 LSA0666 TGAATTGTCAATTACAATGCAATTAGCTGGTACCAAGACAATCGATGCCGTTAAAGAAACAACATTGCTT 96 21 90 72,4 35,71 3 6 47 14 ref|NC_004431.1|:c1748660-1746936

LSA0667_120_189 LSA0667 AACATCGCAAAGTAGCCAAACCAATAACATACAACCTGATCAAAATAGTGATGAAGGCCCAACGGAAAAT 240 120 189 73,57 38,57 4 4 42 14 ref|NC_002655.2|:2165746-2166681

LSA0668_124_193 LSA0668 GACGCTAGCCTCTTTGGTTGGGGGAGCGGCGCCCACTGGATTTACTTTATTTTAAGTTTAATCGGCTTAG 243 124 193 77,67 48,57 5 4 37 14 ref|NC_002655.2|:c1342433-1341972

LSA0669_519_588 LSA0669 TGGGTTAGTCTATTCACCACGCTACATGGCTAAGATGCTTTATCAACTCGTTCAGATGCCAAACATGGCT 621 519 588 75,91 44,29 3 4 40 14 ref|NC_000913.2|:c1540614-1536874
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LSA0670_213_282 LSA0670 TGTTACTTTCAAATACAAACCTAAGAAACACAGTCATCAAAAGAAGGGGCATCGTCAACCATATACTAAA 309 213 282 71,81 34,29 4 4 40 14 ref|NC_002655.2|:c3876103-3874949

LSA0671_6_75 LSA0671 TAAGGCTGACTTTATCGTCAATGCGGATTCGCAAATTATTTCTTTTCAAATTACGGGTCATGCTGACTCG 342 6 75 74,16 40 4 4 37 15 ref|NC_002655.2|:c4347031-4345523

LSA0672_7_76 LSA0672 CAAATGAATTTACAATTCTTCTCTCACCATAAGGGTGGCGGTTCAACAACTAACGGCCGTAACTCTGCAG 288 7 76 75,91 44,29 3 5 40 16 ref|NC_004431.1|:c1849072-1847426

LSA0673_96_165 LSA0673 GGGTGGCGCTTTTGTCCGCTCAAAACTTAAGAATTTAAGAACCGGCGCTAACCAAGAAAAAACATTCCGT 558 96 165 75,91 44,29 6 5 40 15 LSA0813

LSA0674_311_380 LSA0674 TTATGACTGACTTAGAATTAGCGGAAGTCAACGTACATGTTGTTGGCGTCGTAACCGAAAAAACACAAAA 444 311 380 73,57 38,57 6 6 40 14 ref|NC_004431.1|:c4231245-4229992

LSA0675_47_116 LSA0675 TGCTGTTTACACTCAATGCGAATCAATCTTTAGAATTAGAGGATGCTTATCAAGCCGTCTTAACGATGGA 429 47 116 73,57 38,57 3 4 40 13 LSA1243

LSA0676_259_328 LSA0676 CGCACCGTTGATGGTATTTTGGTGCAATTGCCATTGCCAAAACAAATTAATGAAGATCATGTCATCCAAG 852 259 328 74,16 40 4 6 40 16 LSA0743

LSA0677_871_940 LSA0677 AATAAAAAACAACTCGATCATTTACAAAATAGTTATGTCTTGAAACAGCCTAAACGTTTGTATGATGGCT 1350 871 940 70,06 30 6 6 40 14 LSA1087

LSA0678_128_197 LSA0678 GTCAAACACTTGAAGAAACATTGAGCCAAGCTGAAAAGACAATGGCTAAAGTAATGGCCGATAACGGCGA 231 128 197 75,33 42,86 4 5 44 15 LSA0607

LSA0679_97_166 LSA0679 AAATCGATGACGTACTCGGTCATGGCAGGTGGTAAACGATTACGGCCACTTTTGTTATTTGCAGTCTTGG 873 97 166 76,5 45,71 4 5 35 17 ref|NC_004431.1|:c3044057-3043851

LSA0680_399_468 LSA0680 TAACTTCCGTTATAGCCAACCAGAGGACTTTACTGATGGATTACCAGACTTTGCAATGACCGATGTTTCC 831 399 468 75,33 42,86 3 4 35 14 ref|NC_002655.2|:1580467-1581564

LSA0681_370_439 LSA0681 GGCGATGACACGGTCCTGATTATTTGTAAATCTGAGGAACAAGCAAAACAGTTGAGAGTATTTATCGAAG 453 370 439 74,16 40 4 5 41 14 ref|NC_002655.2|:1987886-1989571

LSA0682_1293_1362 LSA0682 CAAGACTGCTTCTGGTGGGGAATTATCCCGATTGATGTTGGCGCTTAAAACGATTTTCTCAGAATCACAA 1704 1293 1362 75,33 42,86 4 5 41 15 LSA0278

LSA0683_12_81 LSA0683 ACAATCAGCACTAGTCGACTTTAGTCATGAATTGGTGAAACGGTATCAACGCTTTTTCGAACTCGATGAT 324 12 81 74,16 40 5 4 38 15 ref|NC_000913.2|:c2290432-2289380

LSA0684_39_108 LSA0684 GGTCATTAGTGAAGATAAGGCGGGCTGGAAGAAAGAATTGAACTTAATTGCTTGGAATGGTCGCGCACCT 225 39 108 76,5 45,71 3 4 40 16 ref|NC_000913.2|:3730224-3731765

LSA0685_543_612 LSA0685 GATTATTGAGAGTGAACACTTACGAGTACCACGTGTGATTGATCAATATAAGAAAATGATAGGGGAATAA 612 543 612 71,81 34,29 4 6 37 14 ref|NC_002695.1|:3189425-3190456

LSA0686_20_89 LSA0686 TTGATAAGTTACTAGAAAATGTTAACTCACGCTATTCATTAGCCGTTTTAGCAAGCAAGCGAGCACATCA 258 20 89 72,99 37,14 4 5 42 14 LSA1367

LSA0687_358_427 LSA0687 TTATTGGTGCCCGCTATGAATGAACATATGTGGTTAAATCCTGCAACACAACGCAATTTAACACAATTAA 1218 358 427 72,4 35,71 3 7 40 14 ref|NC_000913.2|:2264267-2265733

LSA0688_1576_1645 LSA0688 TCGTTGACGTTACACATGGATACGCATTCGATGAAATGCCATTATTGTGGGCACGAAGAAGCCATTCCTA 2418 1576 1645 75,91 44,29 3 5 40 13 ref|NC_000913.2|:c3074204-3073239

LSA0689_315_384 LSA0689 TAATGTTCATGGCTCATTATTGCCTAAATACCGTGGTGGCGCCCCAATTCAATACGCCGTTTTAAATGGC 957 315 384 75,91 44,29 4 5 34 15 ref|NC_004431.1|:c4882325-4881483

LSA0690_1194_1263 LSA0690 CTTCGTTGCTAACCATCCGGAGTTTGAAATTGAACCAGTGCCACTTGAATTACCATTAGCGCAGAATCAA 1344 1194 1263 75,33 42,86 3 5 40 20 LSA0063

LSA0691_525_594 LSA0691 AGATGTGACGATTTATGAATTCGAACCAGATGACTACTTACTTTTATGTACAGATGGGTTGACCAATATG 747 525 594 72,4 35,71 4 4 38 14 LSA1663

LSA0692_1500_1569 LSA0692 TCTAAGCAACTATACAAAGCAAGGGATTCAAGACTATGCTGCACAAAATGGTTTAACGGTCGTATTCTCT 1884 1500 1569 73,57 38,57 4 4 35 14 LSA1317

LSA0693_63_132 LSA0693 AATTTATCGAACACGGGCTCGAGGTAATTTTAGAAAACGGAAAATTACGCCATTGGTCGGCGATTTCGTT 900 63 132 74,74 41,43 4 8 38 14 ref|NC_004431.1|:c522588-521974

LSA0694_317_386 LSA0694 CTGGTGTTAAAGCTGGGGTGGTCATCAATCCAGGGACTCCAGTGAGCTACATTGAATCTGTTTTACCATT 663 317 386 76,5 45,71 4 5 38 14 ref|NC_002655.2|:c1242586-1240424

LSA0695_320_389 LSA0695 GCCGAATTGACCATTTCTTAGCCAATCTCTTTATGGCGGTCGAAGAACGCTTTAGAACGGTCCTCAATCG 651 320 389 77,09 47,14 3 5 35 14 ref|NC_004431.1|:2662533-2663366

LSA0696_110_179 LSA0696 TCTTAGTTGATGGCAAACCTAAACGTGTTTGGGTTTCTGCTCGTGCTTTGAAATCAGGCAAAGTTACTCG 186 110 179 75,33 42,86 3 5 38 15 ref|NC_002695.1|:1349940-1353746

LSA0697_258_327 LSA0697 CCGTAATGTTCAAAGTAAAGTGAAATATAATCTTGAAACAATGTTGGGTGTTAGTGCAAACTCAGTTAAT 363 258 327 70,64 31,43 3 5 42 14 ref|NC_000913.2|:3282707-3283510

LSA0698_896_965 LSA0698 TGGCTTATGGTCAACATTTTGGTTCATTGATGAAGATCAAAGTGGACAACATGCGCTTGCAACATGATAC 1671 896 965 74,16 40 4 5 38 16 ref|NC_002695.1|:c3301649-3299670

LSA0699_1514_1583 LSA0699 TATTACACGGTAAGTTGAAGGATGACGAGAAAAACCGGATTATGACGGCTTTTTCAAACAACGAGATTCA 2043 1514 1583 73,57 38,57 5 6 37 14 ref|NC_002655.2|:5377177-5379126

LSA0700_346_415 LSA0700 GGAATTGATCGTCCAGGCTTAATGCCCACTTTACCATCGATTAATTCTGATCAAGGTTTTAATATGTTAG 1014 346 415 72,99 37,14 4 6 35 14 ref|NC_002655.2|:c656696-656001

LSA0701_48_117 LSA0701 CCGATTTGAATTGACCCAAGACCAGGTCACAAATGAATTGAACTTTAAAGCAGATCTTGATGCTGATTCA 243 48 117 73,57 38,57 3 5 42 14 ref|NC_002695.1|:c4377444-4376692

LSA0702_758_827 LSA0702 CAACTGCTTTGAACTTATTCCAAAGTAATAAGCTTGATCGCACAAATATCAGTGGCGATACTGCTAAACA 1647 758 827 72,99 37,14 3 6 35 15 TNL0015

LSA0703_460_529 LSA0703 TTAGCCTTCAAATTACAAATGTTCCCAATCGCCTTATGGGATGGTTGGTCATCTAGTATCCTACCATCGT 936 460 529 74,74 41,43 3 6 35 15 LSA0468

LSA0704_903_972 LSA0704 CCGATTCTTACCCTATCAAATGTGGTACCCAGCAGCAGTCTTATGTGTCATCATGATTGCCGTCAACTTA 1014 903 972 75,91 44,29 3 4 35 14 PRV0008
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LSA0705_893_962 LSA0705 TGGAAGAAGAACCACCATTCTTTGAAGTTTCCAAAACGCATTTTGCGGCAACCTGGTTATTGCATCCAGA 1026 893 962 75,33 42,86 4 5 44 14 ref|NC_002695.1|:5373808-5376639

LSA0706_598_667 LSA0706 AAAGAGATTCAGGAACAACAAAACCTCACGTATCTCTTTATCGCCCATGATTTATCGATGGTGAAATACA 963 598 667 72,99 37,14 4 8 42 14 ref|NC_004431.1|:c2456936-2455722

LSA0707_255_324 LSA0707 GAAGAGTTTCAGTAGCTTTTCAAAAGAAGCTCATTTTGACCGTTACATTCGCTTAGGGAAAGGTGAAGAG 693 255 324 74,16 40 4 6 40 14 ref|NC_000913.2|:4419731-4420195

LSA0709_1334_1403 LSA0709 TAGGTGAACAAATGAATGACTTACAATTATTCGATCCTAACCGCTTTGTTTACGGTTTATTCAAAGACAT 1464 1334 1403 71,23 32,86 3 6 40 15 LSA1510_c

LSA0710_809_878 LSA0710 AGTTTAGAGTGCTTGCGCAGACGGATTCAGGACAGGTATTGATTACTACTTTTCAAAAATACTTCAGGAA 1038 809 878 73,57 38,57 5 5 37 14 ref|NC_002695.1|:1579163-1581511

LSA0711_1215_1284 LSA0711 CGTTATTTGGGAAGCATGTGTTGGTTTGACAATGACAATTGTAGCCGTTGTAATGTACGGCATACTATGA 1284 1215 1284 74,16 40 3 5 38 15 ref|NC_004431.1|:c3922217-3921654

LSA0712_200_269 LSA0712 ATCCTTTAGGACAAAAAGTCACTGCGCAATATGGGATTCTAGGCGATCGAGAAACGGCGGTCATTGAAAT 1146 200 269 75,91 44,29 5 4 38 13 ref|NC_002695.1|:2639364-2640359

LSA0713_251_320 LSA0713 ACGCGCTCCAGAAGTATATTCAAGCTCAGTATCCAAATGATCAGCAATTAGCCAAACTCTTGGCAGACTT 342 251 320 75,33 42,86 3 5 35 13 LSA0770

LSA0714_797_866 LSA0714 TAACCGGCAAGCCAATCAAGTTCACTGGTCAAGGTGAAAAATTAAACCAATTAGATGTCTTCTATCCTGA 1437 797 866 73,57 38,57 5 5 41 15 LSA1221

LSA0715_29_98 LSA0715 TGGGTTCTAAAAAACGCCCATTCTACCGTATCGTTGTTGCAGATTCACGTTCACCACGTGATGGTCGCTT 276 29 98 77,09 47,14 6 6 35 15 ref|NC_002655.2|:1608297-1609322

LSA0716_174_243 LSA0716 CCGGACCATTGTCTATAGTGTGAAAACACCTTATCAAAAACGCGTTCGCTTAAATATTGTAGATGCCTAA 243 174 243 73,57 38,57 5 4 38 14 LSA1592

LSA0717_335_404 LSA0717 AAGAATCTGATGGGACAAGCTATGGTAAAGTCTCAGAAATCATCGATCCCGGTCCTAATGACGTATGGGT 531 335 404 75,91 44,29 3 5 34 14 LSA1137

LSA0718_599_668 LSA0718 ATAAGCTCATTAATGAATGGCGGGACAAGATGTCTTTGAAACGGACTTATGAACGCCGTCCAGATTTATT 741 599 668 74,16 40 3 5 38 14 ref|NC_002695.1|:579895-581250

LSA0719_217_286 LSA0719 ACTTTCCCATTACACTCACCTCGTGTTGCTAAATTAGAAGTTACTCGTCATGGCCGTGTACGTCGTGCTA 348 217 286 76,5 45,71 3 5 38 14 ref|NC_004431.1|:c5083254-5081833

LSA0720_39_108 LSA0720 CCCACTCTATTATGAGAAGAGTAAGATGATCCGCGCGTTTAGCTCGGAACAACGGGCTAAGGAATACGTT 189 39 108 77,09 47,14 3 5 35 15 ref|NC_002655.2|:c423083-420009

LSA0721_239_308 LSA0721 CGCTGCATGCATTACTCATCATCCTTGGTCTTTCAATCATTACCCTACTATGTCAGCCGCTACTTGCTTT 387 239 308 75,91 44,29 3 4 35 15 ref|NC_000913.2|:c3442119-3440788

LSA0722_58_127 LSA0722 ACGCTGTTCCAATCGGCTTTAATTTTGATCCTGAATCCACCATTTTCTAATTTCTTACCGACCTATATGG 348 58 127 73,57 38,57 4 4 41 14 ref|NC_002655.2|:c4377208-4375892

LSA0723_63_132 LSA0723 TGAGTTTGTGGCAAATCAACAACTAGAAGTGCCAGACTTTGAAGACTATGTTCAAATTACGGAAGTCACA 150 63 132 73,57 38,57 3 6 37 16 ref|NC_000913.2|:c2814461-2812905

LSA0724_662_731 LSA0724 TCTATGGATACGCTTCTGATGGCGGTATCCGACATCCCAAAGATCGCGATTATAAAATAACTGAAGCTGA 801 662 731 75,33 42,86 4 6 38 14 ref|NC_000913.2|:c4520043-4518694

LSA0725_252_321 LSA0725 ATTAGCACTTTTCCTAGGGGGGTTAGGTGTTCATAAATTCTTTGCGGGTAAAATTGGAACTGGAATTCTT 426 252 321 73,57 38,57 6 5 41 16 LSA0422

LSA0727_271_340 LSA0727 AATGTCGATGGACTATTCTCGGATGCAAAACACACCAAATTAGTTCACGGTATATCCCACAAAGATATTA 918 271 340 72,99 37,14 4 5 38 13 ref|NC_004431.1|:c1773412-1772498

LSA0728_65_134 LSA0728 CAACGATCAAACTACGTCAGTCGATTAAGAAGGTAGTGGTAAAATCCGATGCACTAACAACTTTAGCGCA 243 65 134 74,74 41,43 4 5 35 15 ref|NC_000913.2|:973542-974864

LSA0729_438_507 LSA0729 AATCCAGATTAACCCCCAAGACCTGAGCCGGGTGGTTTCAGGCACATTCGCAGATATTAGCGAAGACTAA 507 438 507 77,67 48,57 5 5 38 16 ref|NC_000913.2|:c4135680-4135063

LSA0730_68_137 LSA0730 TCAGTCAAGCAAGGGATAACGATGCGCATTATCAGAAGATTCGGGTGGCCTTTTCGGGGTTAACCAAACC 165 68 137 77,67 48,57 4 5 40 14 LSA1663

LSA0731_68_137 LSA0731 TTGTATTTGAAACGGTGTTTTTCGAGTGTACGCAAACTTGTAGGAATATTATTTTAGGAAGATGCACAGT 447 68 137 71,81 34,29 5 4 37 14 ref|NC_004431.1|:c2393571-2392456

LSA0732_63_132 LSA0732 TCAGTTACTAGCCTATTTAGGACAGCGACAGAATTTCGGCGGTTTTCCACTTGTTTCACTCACGCAAGAT 387 63 132 75,91 44,29 4 4 34 14 ref|NC_000913.2|:c440325-439426

LSA0733_111_180 LSA0733 GGATAAACAATCACGGGCGATCGAATTAGAATTCACGTTAAATGTGACGAAGAGCCAAGAATTGGCTGTC 525 111 180 75,33 42,86 3 6 41 13 ref|NC_002695.1|:1636027-1637052

LSA0734_441_510 LSA0734 TCTTTCAGTACAAATGTTAGAAATGGTTTTACGCGGCGGTGAACAATTGATCGACGTTGGGACAGGTTCT 903 441 510 75,33 42,86 4 4 40 15 LSA1428

LSA0735_236_305 LSA0735 AAACGACGATTGTCTGTGGCCTTTCTAAAGGTGATAAGACCGATTGGATCGTTCAAAAGGGGACGCAATT 756 236 305 75,91 44,29 4 5 40 14 ref|NC_000913.2|:1273148-1274401

LSA0736_30_99 LSA0736 AAAGCAAGTTTGGGTCCGTTACTTCTTAGTAGCGTTACTCCTTGCCGTTGTATTGCCACTCGTTTTCGGT 345 30 99 76,5 45,71 4 5 35 14 ref|NC_004431.1|:c1305052-1302863

LSA0737_1379_1448 LSA0737 CAAGTCGAGATTGGATTAAGCTAGCTTTCACAGCCCGTGCTCGTAATAAAGTGAAACGGTACTTTAAAAA 2232 1379 1448 74,16 40 5 6 38 14 ref|NC_002695.1|:c1654546-1654040

LSA0738_220_289 LSA0738 TTATCAGTGTCACAATTTACGTTATACGCCTCAACCAAGAAGGGGAACCGGCCTAGTTTTACAGATGCGG 447 220 289 76,5 45,71 4 3 40 14 ref|NC_000913.2|:c2139636-2137783

LSA0739_15_84 LSA0739 TGCGATTTGGGACTTTGATGGGACACTCTATGATACCTATCCAGTAATGTTAAAAGCGCTCGTTGCGGTT 627 15 84 75,91 44,29 4 4 38 13 ref|NC_002655.2|:448799-449650

LSA0740_220_289 LSA0740 ATTTGGAGTCTAACGCGGTTTTATTACGACCATGCCCTTTATCCCCGCAAATTTTTCAAAAGCTGGTGGC 357 220 289 75,91 44,29 5 5 37 13 ref|NC_002655.2|:c4203325-4202222

LSA0741_12_81 LSA0741 AACAAGTACTTTTAGTCGGATAACCAAGATTTTTGTTTGGGTTATGTTAATCGCCACAGTAGGCTCTGTT 123 12 81 72,99 37,14 5 6 42 13 ref|NC_004431.1|:995141-997585
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LSA0742_18_87 LSA0742 TCATCACACAATCGACACGAAGAACCGATTGATTGTACCAGCCAAGTTCCGGGAAGCATTAGGAACTGAA 432 18 87 76,5 45,71 3 6 35 15 ref|NC_004431.1|:4311760-4312011

LSA0743_683_752 LSA0743 TTGAACAAGCCATTCCATTAGTTAAAGTGGGTGGTCGAATTAGCATCATTACGTTCCAATCATTGGAAGA 957 683 752 73,57 38,57 3 7 38 14 SKA0007

LSA0744_162_231 LSA0744 TTTTGCAATGCTAGTAAGCTTACTCTCGACTAAAATCGCGGTGGTTAATGCACAACGGACATTAGAAAAT 381 162 231 73,57 38,57 4 6 37 15 ref|NC_000913.2|:c2130094-2128877

LSA0745_1998_2067 LSA0745 TTATGCTTATCATCAAAGTCTAGCGGTTAATAGTTTGTTAGACGGCGTCAAGCAAATTAAGGTACAATTA 2073 1998 2067 71,81 34,29 3 5 37 13 LSA0912_1419

LSA0746_177_246 LSA0746 CATCGTTGCCGCAGTAATTTCTAGTATCTGGGTCGCTATCTGGTTGCAACAATTGACCAATAGCTTATGG 963 177 246 75,91 44,29 3 5 38 13 ref|NC_004431.1|:91727-91858

LSA0747_636_705 LSA0747 CGTCCAAAATCAAACAGCTTCTGATTACTTTGTTGTGAACTGGGACTTACCAGAATTAAGAACCTTAAGC 1365 636 705 73,57 38,57 4 5 35 14 LSA1704_1

LSA0748_317_386 LSA0748 GTTCCCTGTTATATGCGGCTAGTCGTTTAAAAGTACCAACGATTATTCATGAACAAAATTCAGCAGCCGG 1092 317 386 74,74 41,43 4 5 40 14 ref|NC_002655.2|:5338037-5339062

LSA0749_448_517 LSA0749 ATCAACGTTTCAGAGTATAAGACGGTGGGGTATATGTTTAAGCATAAGCAGTATTACCCAATCTTAGAAA 861 448 517 72,4 35,71 4 5 37 13 ref|NC_002695.1|:c4908765-4908583

LSA0750_813_882 LSA0750 ACAAATTCCAATCGAAGTCGTGGGTCAAACAGCGCCGATTCAAATCACTGAGAAGAAACTAGCTGAAATT 1311 813 882 74,74 41,43 3 5 40 14 LSA1059

LSA0751_571_640 LSA0751 GTTTTACGTCAAGGGGTTCAAGGGATTTCAGACTTAATCACATCACCTGGTTATGTCAACTTGGATTTTG 1239 571 640 74,16 40 4 4 37 14 LSA1219

LSA0752_343_412 LSA0752 CAAATCTTTTTATGCACGCCACCAAACTATGAAATTGACGGTAATCTATCCGATATTATCGATCAAAATG 435 343 412 71,81 34,29 5 5 40 14 ref|NC_002695.1|:c636554-635769

LSA0753_87_156 LSA0753 TTGGATTCCAGGTGCGATGGATTCTAAATTAGGTCAGCTACTTGCGAGATTGGTTGAACCCTTCTTAGGG 285 87 156 76,5 45,71 3 4 34 14 LSA0654

LSA0754_283_352 LSA0754 GAAATTCGTTATCCAATTAAATTTGCACAGCTTTCGCATGGTAAGATTTTAGGAACATTGGTCAACGCTG 789 283 352 72,99 37,14 4 5 38 15 ref|NC_004431.1|:3422041-3424164

LSA0755_527_596 LSA0755 CAGAAATTGACCTCACAGACCTTGACAGCAAGAAGCATAATCTAGTAGACTCAGAGACAGTAGTTAAACC 825 527 596 74,74 41,43 3 4 37 15 ref|NC_002655.2|:1955477-1956442

LSA0756_2010_2079 LSA0756 AGAATTAGGCTCAGTTGATAAGTTCATGTTGGTTCGCTTAAACGCAATCATTGAAAGTTGTAAAGCTGCT 2787 2010 2079 72,99 37,14 3 4 37 13 ref|NC_000913.2|:1801118-1803017

LSA0757_378_447 LSA0757 ACCACACTATACTGATTCGGAGTTGAAAGACTTTGAGATCTTTTACAGTGGGGCACTCATTAACCAAATT 543 378 447 73,57 38,57 4 5 37 14 LSA0239

LSA0758_56_125 LSA0758 CGGGGACCGTATTAGCCGATACAGCTAATCAAAAAACAACTACGGATCAAACAGAACGGACCAAGGCCGT 141 56 125 77,67 48,57 6 6 41 14 ref|NC_002695.1|:c1802866-1801541

LSA0759_55_124 LSA0759 AGTTTAGATATGATTGCCGGCGGGCATGATAATGTAACGGCCATCACCTTCGATTGTGAAATTAGTAAGA 192 55 124 74,74 41,43 3 4 44 14 ref|NC_004431.1|:c4488046-4486850

LSA0760_145_214 LSA0760 TATCAAATGTCACAAGTGATTAAAACGGCTATTTGTAATACCTATGATGTGAAACAACAACTCAGTAACC 234 145 214 71,23 32,86 4 5 41 14 LSA1459

LSA0761_1238_1307 LSA0761 ATCACACCTTTACCTTCAAACAAACTAAAGTCGTTCAACAAGGTTGGCACGCGGATTCAAAAGAAACACC 2073 1238 1307 74,74 41,43 4 5 38 14 LSA1577

LSA0762_482_551 LSA0762 TTCAATCGGGGCAGCCAGGTAGTTTAGATAATCCGTTAAACCTGGCGACTCAAACCGAATATAGTAATCA 855 482 551 75,33 42,86 4 7 38 14 ref|NC_000913.2|:335149-336012

LSA0763_815_884 LSA0763 TTAATGACACATCAATCTGCCAATACACGTTCCCAACACTCAGCTCGGTTAAGGTCTACACCGAACAAAT 993 815 884 75,33 42,86 3 5 37 13 ref|NC_002695.1|:c5426472-5424265

LSA0764_226_295 LSA0764 ATTTCATTTGACCTTAGCGATTTATCATATCAAAAAGCACATAACTGGGCCAACTATCCTAAAGGCATGA 1167 226 295 72,4 35,71 5 5 40 16 ref|NC_004431.1|:c2208753-2207572

LSA0765_376_445 LSA0765 GCAATTCCAATTAAGGAATCCGACCCACAAGTACCAACCAATCCTTACGGTGAGAGTAAGTTGATGATGG 993 376 445 75,91 44,29 3 6 41 13 ref|NC_002655.2|:c3671590-3670028

LSA0766_798_867 LSA0766 AATTTTAACGCATGAACATTATCAAGGTGGCCGGCATGATTTTCCAATGGCCAAAGCACCAATCAGCACA 1497 798 867 75,33 42,86 4 5 40 15 ref|NC_000913.2|:c3254673-3253363

LSA0767_476_545 LSA0767 AATGGTTGGTTGATTACCAAGCAACATCCGACCAAACAACGCTTTTCAACCCAACTTGTCATGTTTACTT 1041 476 545 74,16 40 4 6 37 15 ref|NC_000913.2|:c2105250-2104084

LSA0768_55_124 LSA0768 TCAGTTGAAGGCCAAGACGATATCTTCGTACATTTCAGTGCTATCCAAGACGAAGGCTTCAAATCATTAG 201 55 124 74,74 41,43 3 6 51 14 LSA1561

LSA0769_957_1026 LSA0769 GGAAGTACTTTTCTCAGGTGATATCAAAGCCTTAGATGTCAAAGAAGCAGAACAAGCCTTCCAAAAAGCA 1260 957 1026 74,16 40 5 5 0 0

LSA0770_867_936 LSA0770 CGTCATTTCACCATTCTATTTGGAAAATGCATTGGGTTTAGCGCCTAATTTGGCCGGTTATAGTTTAATG 1428 867 936 73,57 38,57 4 5 38 13 ref|NC_004431.1|:c2774338-2772644

LSA0771_587_656 LSA0771 GTAACTACTTAGAACTCAGAGCACCATCAGAACCAACGTTTAACCTATTTTACTTCATCACACTCTTTTT 873 587 656 72,4 35,71 5 4 37 14 ref|NC_004431.1|:2236117-2239014

LSA0772_359_428 LSA0772 ACAGCAACGTTTTCAAGCGGATGTTTGGTAAGATTAAAAAATCAGTTTACGAAGTCACTGCTAAGTATCA 1197 359 428 72,4 35,71 6 4 41 14 LSA0108

LSA0773_47_116 LSA0773 CAGTTTCAATTCCAACGTTCGCAACTCTTTTTGATTTCTATGGCGATTGGGATAACTTCTTGTGGGTCGG 681 47 116 75,33 42,86 5 4 40 14 LSA1290

LSA0774_428_497 LSA0774 TTTTGAACGTTGAACGCTTAACACTCGCACAAGCGCAAGCAGCCGTTAAGAGTGGGCTCATTTGTGATGC 543 428 497 77,67 48,57 4 6 38 14 LSA1556

LSA0775_164_233 LSA0775 AGAAGCGTCGGCGTGAGAAAAAAGAAGATCTCCCAGCAGTTAAACGATTGAAGACTCGTTTGAACTGGGC 291 164 233 77,09 47,14 6 6 40 15 ref|NC_004431.1|:3988623-3990143

LSA0776_408_477 LSA0776 TGACTTACAACCACGTGTTGGTTTAATCGTCACGGGTGACCAATTTATCGCCAGCCAAGATAAAATCAAA 693 408 477 74,74 41,43 4 6 40 16 ref|NC_002695.1|:c730925-729393
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LSA0777_71_140 LSA0777 CCAAATCAACGCAATATTGCCAACTTTGTTACATTGATGGTCAATGGACAGAACCGACAATTACTTTTGA 261 71 140 72,99 37,14 4 6 41 16 LSA0876

LSA0778_367_436 LSA0778 TTTTTTACGGCTGAATATGCCGAGTTAAACCGAACATTTGAGCCAACGATTCCTTGTTTATGTGAACAAT 456 367 436 72,99 37,14 6 5 37 13 ref|NC_002695.1|:2538483-2539352

LSA0779_311_380 LSA0779 ACCCTAAGATTATTTGTGGCTACTCTGATTTTACATCGTTGGCCAATGCGATTACCGCTAAGACCGGCTT 975 311 380 75,91 44,29 4 4 38 15 LSA0065

LSA0780_143_212 LSA0780 ATGGCTTAAACGAACCAACGGCCGGCCAATATTACTTTAAGGACCAGTTAGTTGATCATCAATTTTTAAA 726 143 212 72,99 37,14 5 6 37 13 LSA0441

LSA0781_299_368 LSA0781 CACTTTTAAAGCGAGTCGCTAGCATTAGTTTAGTCGCCCTTGCGTTAATTTTACCGAATTTCTGGCTCGG 810 299 368 75,91 44,29 4 5 35 14 LSA0052

LSA0782_866_935 LSA0782 TAAACTTTAATGCCCTCTTTAGCGATTACGCGATTCAAGGGCTTCCCCTACCACTTGGTTACATGCTATC 1008 866 935 75,91 44,29 4 5 32 14 ref|NC_000913.2|:c1551892-1550852

LSA0783_76_145 LSA0783 CATACTTATCTGACCTATCATGGTCTAGAGGAACGTTATACCTATATATTGAAAAACGGCATTATCAAAA 666 76 145 71,23 32,86 5 4 37 15 LSA0198

LSA0784_1066_1135 LSA0784 GATCAATGGACGTCACAAATTTTAGCCCGAATTTTAGTGCAACATCACGTGATTTTCGTATCAGATTTAG 1275 1066 1135 72,99 37,14 4 5 37 16 ref|NC_002695.1|:c5224863-5223607

LSA0785_230_299 LSA0785 AACGGCATGCTGAAAATATTCTCTGTACGAGAGTATCTCCCCAAAAGTATGCGGTAATTAGAGTTGCCGA 783 230 299 75,33 42,86 4 5 38 13 ref|NC_002695.1|:5106198-5107070

LSA0786_260_329 LSA0786 ACCAACATGCAGATGGGCATACACATAGCCATGGTGATGAAGTTCGGCATTTAAAGGACATTGAAGCCAT 825 260 329 75,91 44,29 3 4 40 14 LSA0505

LSA0787_288_357 LSA0787 CACCATCATGCCACGTCATTTTATGACCGTCACAACGAGTTATGGTGATATTCGGGTCAAAGTAGTTAAT 471 288 357 74,74 41,43 4 6 38 14 ref|NC_002655.2|:2666044-2667255

LSA0788_606_675 LSA0788 AAATAAAGCCAACTCAGATTGGCAATATGGCATTATCGTACCTGGGATTGCCCCATTTGTTGGTGGCTTA 714 606 675 75,33 42,86 4 6 37 18 ref|NC_002655.2|:1860158-1860916

LSA0789_175_244 LSA0789 TCAACATTCAAACACTTTGTTGATAGTGCCACAGATTTGAATTTAATGATTGTCAAAAGTTTAGATAACA 306 175 244 69,47 28,57 4 7 42 14 PRV0007

LSA0790_513_582 LSA0790 CAAAGTGGCCAGCTGTTCAGTTTCTTCACGCTTCCCATATAACACAGCCTTAACAGAAGAAAAGATTGCG 837 513 582 75,91 44,29 4 7 38 15 ref|NC_004431.1|:c1397115-1395934

LSA0791_867_936 LSA0791 TAGTGACGATATGGTGGGCCACGTATTAAATATGTGGGTTAAGGGTGTCTCAACCTATGTCTTGCAGATG 1167 867 936 75,91 44,29 3 4 37 15 ref|NC_004431.1|:c1658524-1655000

LSA0792_38_107 LSA0792 ATACGACACAATATGGGTTAAGTGACGCCGTTAAGAAATATACATTACGAGATACTGGCTTCATGCCAAC 348 38 107 74,16 40 3 4 37 13 ref|NC_002695.1|:c2065592-2064924

LSA0794_230_299 LSA0794 AGGAATACTGGGACCGCGTGTTCGAATATTTCTTAGACGAATATAAGCACGGTAGAACACCTAATCCTGA 1140 230 299 75,33 42,86 3 6 32 13 LSA1199

LSA0795_40_109 LSA0795 CCTGAGGCAACAATGACTCAAGTAGACCAAATTATCGCAGAAGCAAAAACATATCAATTTGCATCTGTTT 651 40 109 72,99 37,14 5 6 40 13 ref|NC_000913.2|:3360829-3363210

LSA0796_693_762 LSA0796 TTTGAAGGCAGCTGGCTTGGATGTCCTTGCAGTGGGTAAGATTAACGATATCTTTTCTGGCAAAGGGATT 1191 693 762 75,91 44,29 4 5 38 14 ref|NC_004431.1|:c2733637-2733134

LSA0797_163_232 LSA0797 CAAGCCATTTCAGTCCAAGCTTCTGGCATGGGAATTCCTTCCATTTCAATTTACGCTAATGAATTAATTC 705 163 232 73,57 38,57 3 5 37 15 LSA1703

LSA0798_428_497 LSA0798 TTTTGGGAAACACTGAAGCTTTGGCTGTTTCGGCATTACAACTCAAACAGATGAAAGGCGAACGGAACTT 1230 428 497 75,33 42,86 4 6 35 15 LSA1065

LSA0799_1113_1182 LSA0799 GATCCCATTAACAGGTTCAATTTCAACAGGGTTAGCATTTGGTTTCGTCTTTTATCCAATTGTGAAGTGG 1275 1113 1182 73,57 38,57 4 5 38 14 LSA0213

LSA0800_628_697 LSA0800 ATTTATACGGTTGGCACGGTTCGAGATGAAGCCTTACTCTTTCAAACGGGTTATTTTAATAAAGAAGAAC 954 628 697 72,99 37,14 4 5 40 14 LSA0739

LSA0801_1171_1240 LSA0801 GGTGAGAGTCTATTGACGATTTATAGTAACCGAGAAGACATTGAAGCCATTAAGGACTTGCTCTACGATA 1299 1171 1240 74,16 40 3 4 40 15 LSA1043

LSA0802_1170_1239 LSA0802 TCAATATGACATTGCACAAGCAGCTAACGTCATTTCAATGGCCATCCAAACGAAGATGACAATTGATCAA 1335 1170 1239 73,57 38,57 3 5 35 14 ref|NC_000913.2|:955985-956677

LSA0803_223_292 LSA0803 TTTCCGATCACGGTGGTCGATGGCCTCCACGAATTTGACCTTGGTTTAATGGAAGGCATGTATTTTACTG 660 223 292 76,5 45,71 4 4 32 16 LSA1682

LSA0804_76_145 LSA0804 GAAAAAACACCCACTGATATCGAAGCGTACGTCACACTAGCGACTTTTTTGACGACCCTCAAAGATTATG 660 76 145 75,33 42,86 6 6 38 13 LSA0447

LSA0805_1954_2023 LSA0805 AAGATGGACGAGTTAACGATTGCCTTTGATAGTACCGAAATTACCTATAAACGGACGGAATGGCATAAAA 2529 1954 2023 73,57 38,57 4 4 38 14 ref|NC_002655.2|:324655-325377

LSA0806_1101_1170 LSA0806 ACGCCCATCATATTTAGCTAAAATTGAACGCCTGCAAGCCACAAAACAAACGCTTAAAAACTTAGAGAAT 1212 1101 1170 72,99 37,14 5 5 38 15 ref|NC_000913.2|:3413055-3416159

LSA0807_90_159 LSA0807 TAATAAACTTGCTATTAGGGACTTTCCCCATCAAGATATTGTCGCGTTCATAACGCATTTCATCAAAGAA 240 90 159 72,4 35,71 4 5 41 13 ref|NC_004431.1|:1243746-1244285

LSA0808_482_551 LSA0808 CCATTTTGTTTAGTATTTTTAGAGATAAGGTCTCACCTAAATTCCTAATGTGGGTTAACATCCTTAGCGC 612 482 551 72,4 35,71 5 5 32 13 LSA1775

LSA0809_920_989 LSA0809 AACAGTCGCGTAAGTTATTTAAGCTAGCGGAAAAAGAAATTGATGGTCGCCAAGGACTAAGTGGTGAACG 1101 920 989 75,33 42,86 5 4 37 15 ref|NC_000913.2|:c4152870-4151719

LSA0810_648_717 LSA0810 GCGGGGTACTTTTTTGAGCCCTGGCAAACACTTAGCGGTTAAAATACTAGGAAAAAGGCAGGCAAAGTAA 717 648 717 75,91 44,29 6 6 34 15 ref|NC_004431.1|:c283940-283149

LSA0811_108_177 LSA0811 GCCGGTGCACACTAGCGTCGCTAATAGTCGCGAACTCATTCAAAACTATTTAATGGCAGAGGGAATTTAT 555 108 177 75,91 44,29 4 6 34 15 ref|NC_004431.1|:c541266-539551

LSA0812_113_182 LSA0812 AGAACGTCACGATTAATGAACAGTTCATGCGTGGCTATCGTCCCGATTCACCACAGATGCCAAATACATT 456 113 182 75,91 44,29 3 6 38 17 LSA0579
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LSA0813_536_605 LSA0813 TGATCACGATTGGTACGGAAAGTGACCAATTAGTTTCAGGTTACGCACCGGTTAAACGGCCTAATTTCGG 981 536 605 76,5 45,71 3 6 37 14 LSA1573

LSA0814_69_138 LSA0814 CCAAGTAACACCAACAACGAACATCCGTGAAGATTTAGATGCAGATAGCTTAGATATCTTTGAAGTAATG 240 69 138 72,99 37,14 3 5 44 15 ref|NC_004431.1|:3418896-3421970

LSA0815_846_915 LSA0815 TGCACGTCAAACGGTCCCTCAATTAGACCGATTTAATATTAGCAGTAGCGCACAGTTTGAAACTGTCGTG 942 846 915 75,91 44,29 3 7 37 14 LSA0506

LSA0816_358_427 LSA0816 ACCCAAGTGGCCTTCAAAAAAATGTTACGTCAACGCAGTGGTTGTATTATCAACCTTTCAAGCGTGATTG 732 358 427 74,74 41,43 7 5 37 15 LSA0631

LSA0817_432_501 LSA0817 AAATATTTGTACAACAATCGTAACGGCTTGCTCAAGTGGGGCTAATGCGATAGGTGAAGCTTATCGCCAA 1209 432 501 75,33 42,86 4 6 32 16 ref|NC_002655.2|:2942435-2943163

LSA0818_162_231 LSA0818 AATGACAAGTATGCCAACTGAGAGCACTGAAGCACCAATGGCTGTTGCTGATGACACAATTGCGATTGAA 456 162 231 75,91 44,29 2 4 40 15 ref|NC_002695.1|:5075311-5077350

LSA0819_98_167 LSA0819 TTGCACGGAAAAACGTGTCAATCAACGAAGCTGTTTTCCAAGGCCATTTTCCAGGTAATCCAGTATTGCC 423 98 167 75,91 44,29 5 6 41 15 LSA1059

LSA0820_1049_1118 LSA0820 CATCGGCTGGTACGGTGAACTATTTATACTTACCAACTGGTAACTTAGGTGTGCGCATCGATACGCATTT 1347 1049 1118 75,91 44,29 3 6 40 13 LSA1050

LSA0821_121_190 LSA0821 TATCATAAGGACCTTGGTTATTACCGGACTTGTCCGGTCTGTCAATATGGATTTCGGACGCGGGCTAAGG 852 121 190 77,67 48,57 3 7 32 13 ref|NC_000913.2|:164730-167264

LSA0822_45_114 LSA0822 TAAGATTGTCGCCGGCGCCCGTAGTAGTCAAAAAATAACGACACCGGCATTATTGGCCAACCTTTTTGAT 798 45 114 76,5 45,71 6 7 37 16 ref|NC_002695.1|:2888774-2891011

LSA0823_86_155 LSA0823 CTGGTGGGGAGGTTATTTATACCTACCAAAACGACCGAATTAAACATAGTTTGTCAAAATTTGTCCCCGA 750 86 155 74,16 40 4 5 35 14 ref|NC_002655.2|:387424-388287

LSA0824_219_288 LSA0824 AAGTCTTTTGATGCCAGTTAGAGATTCCGCGCAGTTTAATACCTTTCAACAGACGGCTGCAGCTGGTGTT 756 219 288 76,5 45,71 4 4 37 15 ref|NC_002655.2|:446236-447198

LSA0825_355_424 LSA0825 CTCGCTAGCCTCTGTCAGTTATTAATTGGCACGTTGTGGTTGAGAATAGCACTTCATTTAGGCTGGCAAG 534 355 424 76,5 45,71 3 5 37 15 LSA0570

LSA0826_3_72 LSA0826 GAAGAAAGTCGCCGAAGAAGGCGGCTTTTTTTGTGGTCAAAAAAAGCAAGATTTGCATAATATGCTATAA 72 3 72 72,99 37,14 7 10 47 16 LSA1437

LSA0827_690_759 LSA0827 TTATCAAGTTCCAGCTACGTTCGAGGGAACTTGGTATAGTAGTGATGCGACTGGTGAAATTACTAAATTA 1143 690 759 73,57 38,57 3 8 38 14 ref|NC_004431.1|:c2018562-2017486

LSA0828_175_244 LSA0828 AATGAGTTAGTTTTAGGGCCTTTTCAAGGCAATGTCTCATGTATGCATATTACAATGGGCAAGGGCGTCT 471 175 244 74,74 41,43 4 5 32 13 ref|NC_000913.2|:c4592745-4591384

LSA0829_316_385 LSA0829 GTTGCTTTGCCGGGCACTGTCGTTAGTTCACTGATTACTTATTTCCTATTCCACGGTATTACGTCTTCAG 546 316 385 75,91 44,29 3 4 35 14 ref|NC_004431.1|:c2765727-2764564

LSA0830_854_923 LSA0830 GTCCTATTAATAGCCTCATTTTAACTGAGGTAGATACAAATCGTTTCTTTGAACAGTTTTTGACCGTCGT 975 854 923 72,4 35,71 5 5 34 14 SKP0005

LSA0831_122_191 LSA0831 GTGCTTTCAACGGCCAAGGTTCACGTGCAGTTATTTTATTCGGTGAAGCCAACAATACTTTGTGGAATGA 603 122 191 75,33 42,86 4 5 37 15 LSA1284

LSA0832_623_692 LSA0832 TCTGGTCTGAACTAAACGAAACGACCGAATTACAACGGGCGGATAAATTATTAATGCTAGTGGTTGTGAT 975 623 692 74,16 40 3 5 37 14 LSA0362_1303

LSA0833_161_230 LSA0833 AACAGGTTTATCCGGGTAGAACTATGAATGACTATGCGATGATTAAAGAGGGCTATCGCTCTTATAAGCG 651 161 230 74,74 41,43 3 5 38 15 ref|NC_002695.1|:c2594129-2593128

LSA0835_674_743 LSA0835 TCGATAAACATAGTTTGTATCTATTGGATTATCTCTACTTCGTTTTAGGCCAAATTGAAGTTCAACGCGA 855 674 743 71,81 34,29 4 5 38 15 LSA1645

LSA0836_382_451 LSA0836 GTAACGGAATACGTTACTCGGACAGCTGTTTGCGACGTTTTAGTGGTTAGAACAGATCTCGACAATAAAC 495 382 451 75,33 42,86 4 6 38 13 ref|NC_002695.1|:3019306-3021066

LSA0837_179_248 LSA0837 TTTTTATAACACTGCCCCTCACATGGAATCTAATCACCGTAATTGCCGCTAGTTTAGTCACTGGATTTGT 276 179 248 74,16 40 5 4 34 13 ref|NC_004431.1|:c1935270-1934359

LSA0839_1127_1196 LSA0839 ATCCACACAACTATCCCAATGATTGGGTCGCACAAGATTACCTCCCGACAAAACTTTTAGGGAGTCATTA 1281 1127 1196 75,33 42,86 4 6 41 13 ref|NC_000913.2|:c2453023-2451287

LSA0840_1948_2017 LSA0840 GATGATGTGCCAATGCGTGGGTCGCAGGTCTTCTTATTACAAAATTCCAATATTTCAAATGGTGGGGATT 2280 1948 2017 74,74 41,43 4 4 38 14 ref|NC_004431.1|:c1233222-1232314

LSA0841_319_388 LSA0841 TTACTAGTCGTTGCCAAAGACGCGATTAATTGCGAAACTGTCGCAATTAGCGCTAAATATCCATCAGCAG 444 319 388 75,33 42,86 3 9 37 13 ref|NC_002655.2|:4588091-4592857

LSA0842_409_478 LSA0842 CAAAAATTCCCGATGTCACCGGATAACTTACAGTTGATCCAAGACAAGTTTGCTAAGACCAAAAAAGGGG 606 409 478 74,74 41,43 6 5 40 14 ref|NC_004431.1|:4975907-4977358

LSA0844_187_256 LSA0844 TTAACAGAACGCCAATTCCGGAACTTATTTGCTCGCGCTGGTAAGATTCGCGAAGGTAAACATGGTGTTA 606 187 256 75,91 44,29 3 5 38 15 ref|NC_002695.1|:c5083419-5082451

LSA0845_1592_1661 LSA0845 GTGAGTTTGATTATCCTAAGTCAGTTGATATTTTAGCAACAGCTTTAGAACGAATCGATCCAGGGGCTTA 1713 1592 1661 73,57 38,57 4 4 41 14 LSA1271

LSA0846_845_914 LSA0846 TGATGTTTTCACAATTGACACCTGATTTTGCACCGCATATCTTATGTTTTGCAATCAAGGGTGTCCGGGG 1149 845 914 75,33 42,86 4 6 37 16 ref|NC_004431.1|:1440433-1443915

LSA0847_821_890 LSA0847 AAATTCGTGCCAAACGTCAAGGGTTAGCGATTTTTAATGGCGAATCAGTTGGTCAAGTGGCTTCACAAAC 1218 821 890 75,33 42,86 5 5 40 15 LSA0156

LSA0848_478_547 LSA0848 TCGCAACGGTCAGCTGAACAACTAATTGATGCTGGGATCACATCAATTTTGAATTTTGCACCGACGCGTC 627 478 547 76,5 45,71 4 8 37 15 ref|NC_002695.1|:585946-601821

LSA0849_1868_1937 LSA0849 CTCGTTTATACGAAGGCTTTGAATTTGGTGAAGCTGGTCGGACATTGTATAACTTTATCTGGAATGATTT 2649 1868 1937 72,99 37,14 3 6 35 14 ref|NC_000913.2|:c986205-985117

LSA0850_1035_1104 LSA0850 CGGTGCTTTGGGTGATAAATCACTGGCTGGGATGTTACCGGAACTTAATCAGTTAGCAACCCACTTAGTA 1305 1035 1104 76,5 45,71 3 5 40 16 LSA1347
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LSA0851_422_491 LSA0851 TAAAGGCTTTAGATAAACTTGCCATTCCAGCCCCTAGCGCTTTAGTACTCGAAGATTCACCAAATGGGAT 624 422 491 75,33 42,86 4 5 37 13 ref|NC_000913.2|:3748109-3748804

LSA0852_233_302 LSA0852 TTGAACTCCAAGCGATTTGTGAGTTAAGTCGGCGCATTCAAAATCAGCGGACATTACGTTTTGGTGTAGT 675 233 302 75,33 42,86 4 5 34 15 ref|NC_004431.1|:c2667025-2665730

LSA0853_890_959 LSA0853 AAGTTATCTCTGATGCTACTAAAGTACCTGTCTTCATTGCCCAAGATCCATTGGACTGTGTTGCAGTCGG 1005 890 959 75,91 44,29 3 5 35 13 ref|NC_000913.2|:4473424-4475274

LSA0854_346_415 LSA0854 TTAACAGACTATACGACGCTCAATGCTTCCGTGTTGTCACGAAATCCGGATAATTGGCAGAATTCACTGG 861 346 415 75,91 44,29 3 4 34 14 ref|NC_000913.2|:c2428260-2426743

LSA0855_121_190 LSA0855 ACGCCAGATCATACCCTAATTAGTCGGTTACCCATGTTAATGTTTATCATGGTTGCGTTTGTTCTACCTG 546 121 190 74,74 41,43 3 5 37 14 ref|NC_002655.2|:1754406-1754741

LSA0856_195_264 LSA0856 AAAGGCGCTATATCAAACACTAGAACCATTCCCTGAGTTTGATATTATGAGTATTCAGTCTTCGGTAATG 672 195 264 72,99 37,14 3 9 38 16 ref|NC_004431.1|:c3535938-3534256

LSA0857_629_698 LSA0857 TTATCAAGACATCCAATGCTGGTGAACCGATTGTCTTAGATCCTAAGAACTCGGCCAGCCAAGGTTATCG 795 629 698 76,5 45,71 2 6 41 13 LSA0888

LSA0858_567_636 LSA0858 GATTTATCTCGCATTAACCGCCATTTGTACATGGTTGTTAGGCCGATTAGAACAATATTATCGTTATTAC 642 567 636 72,4 35,71 3 5 41 15 LSA1321

LSA0859_294_363 LSA0859 GCCTAAGATGGTGAAGCAATTGGCTAAGGACAAAGCGAATGCATTAGGTCAGCAATTATTACGCCAATTA 642 294 363 74,74 41,43 3 7 42 15 ref|NC_004431.1|:2046477-2047838

LSA0860_322_391 LSA0860 AAGACCGAAGAACGGGCCAAACGAGTGGCCTTCAGTCAACCCTATCTCACGAATCATCAGATGATTGTTT 804 322 391 77,09 47,14 3 7 34 15 ref|NC_004431.1|:4460841-4462862

LSA0861_1290_1359 LSA0861 TGATCCTGCATTGACCAATACGTTGGAATTGACCTTTCAAAGGGATTTAAAAGCAAGTGTACCGCTGACT 1437 1290 1359 74,74 41,43 4 5 37 14 ref|NC_000913.2|:c2974036-2971877

LSA0862_628_697 LSA0862 TATTCTCAAGTCTATTCCGCCAACACGAAGCTAACGTATCTCGATAAGAGCGACACTTGGTACAAAGTTA 1323 628 697 74,74 41,43 3 5 37 13 LSA0804

LSA0863_564_633 LSA0863 CTTTGAAGAACTAAGTGATGATTCTAAGGTCCGTTTACACAAGAATCCATTGCGGGTTCTTGATAGTAAA 1305 564 633 72,99 37,14 3 6 35 17 LSA0842

LSA0864_1219_1288 LSA0864 TACTTACGGAAACACTTTGCACATGACATGGGCTTAGTAGATGAATCACAATTTGCCTATCTTTGGGTTG 1773 1219 1288 74,16 40 3 4 40 15 ref|NC_004431.1|:c2253386-2252766

LSA0865_34_103 LSA0865 GAACAGTATGTGGTGACACAGGAGAATGCAACTGAGATGCCATTTAGTGGTGAGTACGATGAATTTGATC 432 34 103 75,33 42,86 3 4 37 14 ref|NC_004431.1|:c5081783-5080128

LSA0866_238_307 LSA0866 GATCCAACAGACGCGATGGGCCAATTTCAAGATCGAGGCGATAGTTATCGGCCAGTGATTTTTGTTAATT 519 238 307 75,91 44,29 5 5 35 14 LCS0012

LSA0867_438_507 LSA0867 TATCGGAATTGTTCTTCGGAAGAAGACAGGACGTTCCGTTGGGACCATCAATATTATTTTCAACGTTGCG 879 438 507 75,33 42,86 4 6 35 16 ref|NC_004431.1|:3737080-3738087

LSA0868_65_134 LSA0868 CAGCAGAATTTGGGGCAAATACATTCATGATTTATACCGGGGCACCTCAAAATACCCGGCGTAAACCAAT 903 65 134 75,91 44,29 4 5 40 14 ref|NC_004431.1|:5209495-5210271

LSA0869_7_76 LSA0869 GTCGATTATGAGATTGAAACGTTCTCGCTATCTTTGGCTAGCGCTAATCGTTTTACCGGTATTGTTATTG 84 7 76 74,16 40 4 6 45 14 ref|NC_000913.2|:3463080-3463565

LSA0870_1254_1323 LSA0870 TGCAACTAGTTTAAATTATTGGTTGATAGGACTTGGTACACTAACCGTGATTTTAATGCTAGCAGCGTTA 1806 1254 1323 72,4 35,71 4 5 35 15 ref|NC_002655.2|:c2531674-2530916

LSA0871_64_133 LSA0871 GTATCAGATGAATTAATTAAAAAAATCATTACCTCAGCACAACGCACACCATCGTGGACGAATTCACAGC 675 64 133 73,57 38,57 7 6 40 17 ref|NC_002695.1|:c308276-307503

LSA0872_263_332 LSA0872 CATTTGATATGATGAGCCCGCTCACAAAATTAATTACTGCTAAAACAAGTTTAGCCCCATCCGGTGAGGC 843 263 332 75,33 42,86 4 6 34 14 ref|NC_002655.2|:c349717-348575

LSA0873_81_150 LSA0873 TACAATACAAGAATATCGTAAACGTGAATTTTACGAGAAACCAAGTGTAAAACGTAAGTTGAAATCAGAA 177 81 150 70,06 30 4 7 41 14 ref|NC_002695.1|:3946901-3947506

LSA0874_43_112 LSA0874 ATGAAGGCCAAGGATAAGTTGCGACTAACAGTTATTCGGAGTTTAAAGACCGCTTTAACTAACGCAAAAA 444 43 112 73,57 38,57 5 6 35 15 ref|NC_002655.2|:c2853429-2852335

LSA0875_253_322 LSA0875 AAAATGGCGCTCAAAGGGACGTTAAATCAATTTGAGGCCCTTTATACTGAACCGCTCATCAATGACCGCA 969 253 322 75,91 44,29 4 6 37 16 ref|NC_002655.2|:c2523391-2522840

LSA0876_387_456 LSA0876 GAATGGCTACGACCACATCCACACCGAAGATGAAGTTAAAATGATTCCTTTACAGGAGACTATCTTAGAT 477 387 456 74,16 40 4 5 35 15 LSA0924

LSA0877_223_292 LSA0877 CTGGCTGAATTTTGGAATACCGTGATGGAACACTTTGTCGACTTATTGGTTGATCGGCAGTTTCATCCAC 402 223 292 75,91 44,29 4 4 37 14 ref|NC_004431.1|:c3129933-3128107

LSA0878_281_350 LSA0878 TTAGTGGCGTTGATAAGAAGGGCCCTGGGGATCAATACATCATGGACCAACTTAAGAATGTTAAAAAACC 903 281 350 74,74 41,43 6 5 40 14 LSA0374

LSA0879_540_609 LSA0879 TCATTGGCATTTAGATCCCAATCGTTTCCACAGTAGTCAGCGGGCAATCTATTATCTCCGATTGTTTTCC 819 540 609 75,33 42,86 4 6 40 14 ref|NC_004431.1|:c165964-163376

LSA0880_258_327 LSA0880 ACCAGCACCTTTAAATATTCAAGAATTTTATTTGGATAGTTTACGGGCCTTAGGAATCGATCCTTTAGAA 918 258 327 71,81 34,29 4 5 35 15 SKX0002

LSA0881_1947_2016 LSA0881 AATTGAAGCTTACTTCGATGCCACAATGGTAATGGCTGAAGATGAAGCCGTTCGTCGTAATCGTTTGACA 2082 1947 2016 75,33 42,86 3 4 40 14 ref|NC_004431.1|:c3905469-3904999

LSA0882_118_187 LSA0882 GCTAAAGAAATTACACCCACCACTGACTTACGGAAGTGGTTTGGTCATAAACCAGCTAAGTTTCCCGTTT 363 118 187 75,33 42,86 3 6 40 14 ref|NC_000913.2|:c3571525-3569339

LSA0883_1082_1151 LSA0883 AAACCTTGCAAAATGGGACGGAAACGCCCATTGCGTTTGAATTGCGTTACTTGAAACAAGGTTTAAACCT 1884 1082 1151 74,74 41,43 4 8 38 14 LSA1387

LSA0884_309_378 LSA0884 TCTTAAGGAAATCGGCCGTGTTTCTCTTTTAAATGCGCAACAAGAAGTTGACTTGGCCTTGAGAATCGAA 1110 309 378 74,74 41,43 4 5 37 14 ref|NC_004431.1|:3284085-3284552

LSA0885_12_81 LSA0885 CTTAAGTGTTGTCCTTTTAATGCTCGGTCTCTATCAGGTTTACGCAACTTTAAATACTTTCAAGTATTTA 195 12 81 71,23 32,86 4 9 35 13 LSA1455
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LSA0886_510_579 LSA0886 CGAAGCTGACTTAGTATTCGGCCCAGTTTTACGACGTCGTCAACCGATAGATTTCCAATTGAAATGGTCA 708 510 579 75,91 44,29 4 5 34 15 LSA0708_1782

LSA0887_358_427 LSA0887 TTAGCACTTAAAAATGTGCAACCGTTCAACGTGACTGATTATGAAGCGCTAATGAAATTGGCCGTTTTCG 1134 358 427 74,16 40 5 5 38 14 ref|NC_004431.1|:c4652915-4652055

LSA0888_1101_1170 LSA0888 ATTCATGGGAATTCCAACACCAAATATCTTTGCCGGTGCTGAAAATATGCATGGTCGCTACGAATTCGTT 1242 1101 1170 74,74 41,43 4 6 40 15 ref|NC_002695.1|:2599030-2599395

LSA0889_190_259 LSA0889 CTTGATTTGCCCTTAATTTTAACGGTTAGAACCACTAACGATGGTGGCTTAGCATCAGCTCAAGACTACC 723 190 259 75,33 42,86 4 5 37 14 LSA0185

LSA0890_183_252 LSA0890 GGGTTACTACGGGCCCCGTAGTTTTCTCAACAACCTCGTTTTTGCAATCTTTTTTATCATATCAGCCTTC 720 183 252 75,33 42,86 6 8 37 14 LSA0185

LSA0891_30_99 LSA0891 GAATCACCAGGACTTTCAAGTTACAGCCTACTGGCTAGATTCCAATCAAGATTTTAACAACACTCGCCAT 825 30 99 74,74 41,43 4 5 38 13 ref|NC_004431.1|:c1540446-1539241

LSA0892_452_521 LSA0892 TTTTTAAACGTGCTAATGCGACTTATGATTCAGTCATTCAACGATTGGCTCAAATTAGCCTAGCCAGTGG 873 452 521 74,16 40 5 6 32 16 LSA0859

LSA0893_520_589 LSA0893 GTCTTTCAAATTGGGGCTCGGAATATGCAAAACTTTTCATTGTTAAAGGCCGTTGGGCAGACGAACATTC 996 520 589 75,33 42,86 4 4 37 14 ref|NC_002695.1|:3491224-3491619

LSA0894_587_656 LSA0894 ATTTTTGGAACCTCGTTCAACAAATCGAATCGCCGACTGCAATTTTGGATAAAGCCCCAGAGCTGATCGC 1068 587 656 76,5 45,71 5 4 38 14 LSA0106

LSA0895_51_120 LSA0895 GCGTAAAGTCGCACATCATTTCAAGAGCGAATGGATTGATTTGGACAAATACATCATGCGGGAACAGCAG 531 51 120 75,91 44,29 3 5 37 14 ref|NC_000913.2|:3772447-3773595

LSA0896_17_86 LSA0896 CAGCATTACCGTATGAGTATGTTGCTTTAGAACCCTATATCGACTCCGAAACAATGCATCTTCATCATGA 600 17 86 74,16 40 3 5 35 15 ref|NC_000913.2|:c861829-859397

LSA0897_1127_1196 LSA0897 ACTCAAAGGATTCAATCTATTGGACCTACAAATTGGCTGGTATTCTAGTCGATGCCCACTACGCTAAGTT 1437 1127 1196 74,74 41,43 3 4 34 14 ref|NC_000913.2|:642630-643091

LSA0898_27_96 LSA0898 TGCTGGTCGTAGTCAAGCACAATTAAAACAACTTTGTGCTGACGTGACAGAAGCAATCTCAAAAAACACA 189 27 96 74,16 40 6 7 41 14 ref|NC_000913.2|:2036980-2037393

LSA0899_187_256 LSA0899 ATGGTCAATTTTAACGGCGCCCTCATGCATATTCCTGGGCAAAATTGGTCCGACGAATATCAATACACCA 807 187 256 75,91 44,29 4 7 37 13 ref|NC_000913.2|:c3609798-3608539

LSA0900_271_340 LSA0900 GTCAATCTTGTTTGGTACCCAGCTTGGGATACAAGTAAGATGTCACGGTATGCACGAATTGCCTTAGGGA 348 271 340 76,5 45,71 3 5 37 13 ref|NC_002655.2|:c2493213-2491861

LSA0901_151_220 LSA0901 GGGATTGACGAATCACTCTATCTAACGTTATTATTGGCAGCAGAGCAGGGTCAATTCAAGGCGGTCTCTT 786 151 220 76,5 45,71 3 6 34 16 ref|NC_004431.1|:5064282-5065754

LSA0902_4_73 LSA0902 CGTTTAAAAAAATTAGTGCTTGATGTTCTATTTGTCGGGGTGGTCGTCTTAGGCCTCCTCGTCATCAGTC 966 4 73 75,91 44,29 7 5 37 14 LSA0916

LSA0905_913_982 LSA0905 TTATTAGCCTGGCAAGCTCAAATTCAGTCAATCATGGCGATATTGGGTGCAAGAAACCTAACAGCACTTC 1050 913 982 75,33 42,86 3 4 35 15 LSA1166

LSA0906_316_385 LSA0906 AAATTAAGTATCTATCATCTACGGGTTAACAGTGACTTAGACTCGGCCGATGGTAAGAAATATGGTCTTG 1104 316 385 73,57 38,57 3 5 37 13 LSA1028

LSA0907_612_681 LSA0907 TTATCCCAGTTGGGTCGAAACAGCTCAAGCGGACTTACCTAAGATGAAGGACGCAATCATTAAGAAAGAT 975 612 681 75,33 42,86 3 4 37 13 LSA1143

LSA0908_146_215 LSA0908 CCTTGATTAATAGCCCCTATTACAGTGGCCTTTTAAGCCAAGCCATTGGTCAGATGCAAGGCATTCGCCG 948 146 215 77,67 48,57 4 6 37 14 ref|NC_000913.2|:1808958-1810349

LSA0909_3237_3306 LSA0909 ATCGCCACTCTTTGCCTTCAGTAAGTTAAAGAGCGGTAAGTTTAGCTCTAAACAACTCGTCACACTTAAT 3561 3237 3306 74,16 40 3 6 40 14 ref|NC_000913.2|:c1412817-1412008

LSA0910_1727_1796 LSA0910 AAAAAATGCGGCCGATTGAATATCGGGACATCGTTTTACTAGCCCCAACCCGCGGTAATAATTTGTTTAT 2673 1727 1796 74,74 41,43 6 5 38 16 ref|NC_004431.1|:c711596-710565

LSA0911_597_666 LSA0911 GAGTTTGCAAGGTCTTGTCGATCGACTTGTTTTACAGAATAGTTTAAGCGCCAATGTTGCGGCTAAGATT 1056 597 666 74,74 41,43 4 5 37 15 LSA1720_a

LSA0913_29_98 LSA0913 TATTTTTATTAGTAGTCTTGATGGGCACGATGTTTTTCGTCTACCACCAAGCGCGCTCACCCGAAGTCAC 477 29 98 76,5 45,71 5 4 38 13 LSA0594

LSA0914_310_379 LSA0914 CCAATTACACCTAAGGAACATGGGATTGAATTCTTATTAGATCACCGTCACTTATGGTTACGTTCAAAAC 1299 310 379 72,99 37,14 4 5 38 15 TNL0009

LSA0915_410_479 LSA0915 GACCATTATCACCACTCGAATCCGAAATTATCTCAAATTGGTTGGATTTAGATCATTATTCAGCCGAACT 624 410 479 72,99 37,14 3 5 38 14 ref|NC_002695.1|:c2774591-2774427

LSA0916_532_601 LSA0916 CACCACACATTAATTTTATTTGGACGCCAAGTCTGCACAGCACGCAACCCTAAGTGTAATCAGTGTCCGT 651 532 601 76,5 45,71 4 4 37 14 ref|NC_004431.1|:20850-22016

LSA0917_1607_1676 LSA0917 AAGACTCAACTGCCTATATGATGACTGATATGATGAAAGACGTCATCAAGAATGGTTCTGGGACGTTAGC 2304 1607 1676 74,74 41,43 3 7 40 15 ref|NC_002695.1|:3525498-3527642

LSA0918_30_99 LSA0918 CTACTCAAATCATGAAACAAAACAGCCTAAAAAGCAAGGGCGACATACTAGTCCAACCACCTTATATGGT 633 30 99 74,16 40 5 4 37 14 ref|NC_002655.2|:2784593-2787064

LSA0919_347_416 LSA0919 CCCAACAGTTGCGCCAATATCAGCAATTTATGCTGACGCATACAGATGGTGCATTATTGTACTATGATCG 561 347 416 75,33 42,86 3 6 40 15 ref|NC_002695.1|:1560971-1561111

LSA0920_278_347 LSA0920 TGAAACGTTTATCAAATCTTGAACGTCACGTATTTGGTGCTAAGTTAAGTGACCAAAATGGTGCCGCTCA 381 278 347 74,16 40 4 6 40 15 LSA1128

LSA0921_1060_1129 LSA0921 CGTCGTAAACTTTATAATGGTCGGATTCAGACTGATTTATTCCAATATTGGGGTCGTCCAGTATGGCCAC 1152 1060 1129 75,33 42,86 4 5 37 15 SKA0005

LSA0922_820_889 LSA0922 ATCACCCCACATATCTCGGGTTACATTCCAGATATTCACGAACGACTCTTTAGAATCTTCGAACAGAATT 954 820 889 74,16 40 4 6 37 13 LSA1469

LSA0923_252_321 LSA0923 AATCACTTTTGAAGTGTTTTGTGAGCTAGCTGCAGCTGCTGGCATTATTTATTGGCGAAGTGATCTAACC 390 252 321 74,74 41,43 4 7 38 15 ref|NC_002655.2|:c516696-514705



Page 27

LSA0924_104_173 LSA0924 TGGGTAGTCGGAATTATTTACTTTTTTTATTAGGCATCAATACCGGTTTACGTTGTTCTGATATTGTCCA 585 104 173 71,81 34,29 7 5 37 15 ref|NC_002655.2|:4183196-4184563

LSA0925_787_856 LSA0925 ATCGGTCGTGTTGGGATTCCACAAAAGGCAGAAATGAATACCAACGTCTTATTCCGGAAGAACATCGGCC 1041 787 856 77,09 47,14 4 5 38 13 LSA0332_1312

LSA0926_61_130 LSA0926 AAAATCCCATTTTTCAATGATTACCGACCAGTTATGATTCTTATATATGGTCTTACTTACTATTTCGTTG 156 61 130 70,06 30 5 5 41 14 ref|NC_004431.1|:1719505-1720740

LSA0927_352_421 LSA0927 TTGCATTTAGTTGTGATTGTCATTGTTAGTCAATTATTAGGGACTAATTGGCAGTCAACCACGATTAGTC 756 352 421 72,4 35,71 3 7 34 14 LSA1619

LSA0928_206_275 LSA0928 TTATTTTCTGTAATGCCTATTTGCGCAGTGTGGCTTTTAGACAATTTTGGGAACCGCTTTTTGGGTCAGT 804 206 275 74,16 40 5 3 38 13 LSA0746

LSA0929_47_116 LSA0929 AAGATGAATTTTTCGATCATTACGTTGCAGCATTCATTACAGAAGCGCAACAACTAAAATTATCGAAGGA 159 47 116 71,81 34,29 5 6 41 15 ref|NC_004431.1|:3979709-3982414

LSA0930_492_561 LSA0930 CGTTTTATTGTATCGCTATATTTTGGAAGCCTACGAAAATCGACCACGGACATTTGTCTTATCAACTCAT 873 492 561 72,99 37,14 4 5 38 14 ref|NC_000913.2|:c3801081-3800062

LSA0931_198_267 LSA0931 CACAATGACCCGACCCTGTTTTGAGTTTGGGATTCTAAATGGCATTTCCAGAAAAACGAATTATGCAACA 747 198 267 74,16 40 5 5 38 15 ref|NC_002695.1|:3007294-3009108

LSA0932_5_74 LSA0932 TACTTATCAGTACTAAGGAGGCTATCAATATGTTATATTCACCACTTTTTGAATGTGATGTCCCAACAAT 81 5 74 71,23 32,86 5 5 41 14 ref|NC_004431.1|:c1375035-1373899

LSA0933_393_462 LSA0933 AGGGGCCGAGTACGCTGGAATTGGTAAGGGCGCGATTAATATCAGTCACTTTCCAACACTAGTCGATCAA 654 393 462 77,67 48,57 4 5 35 14 ref|NC_004431.1|:4396389-4396955

LSA0934_923_992 LSA0934 AACACTTAGCGGCAGCCCTCGAACCAATTGACACAACGCCTTACTTTACAGGCATTCCTAAAACAGAATT 1014 923 992 75,91 44,29 4 4 40 14 ref|NC_004431.1|:c2764564-2763026

LSA0935_25_94 LSA0935 GTCATTCTGGCCCAACGAAAGATGAGTGTCACTGAACTTTCACAAAAAGTTGAGATTACCATTGCCAACC 207 25 94 75,33 42,86 5 6 41 16 ref|NC_002655.2|:1349555-1350283

LSA0936_274_343 LSA0936 ATCGCAAGTTTTGCTAGTTTATTGTCACTTCCCTTTTTCTATCGGATTACGCAACTAGAAGATGCGCCGG 468 274 343 75,33 42,86 5 6 35 14 ref|NC_002655.2|:1543104-1543841

LSA0937_456_525 LSA0937 AACGTTCTTATCGAACGCCTTTATTCCCATCAAAACGCTGCCCCATTTTTTACAGCCAGTTGTTAGGATT 672 456 525 74,74 41,43 6 5 40 14 ref|NC_000913.2|:3325812-3326105

LSA0938_690_759 LSA0938 CTTACAACTTTCTTTAACCGTCACTGAGCTAGCACAATTATCCCAAGCACACGCGATTGTCCAGGACGTT 942 690 759 76,5 45,71 3 5 34 16 ref|NC_000913.2|:1463416-1472037

LSA0939_416_485 LSA0939 TGTACGCTGATATCGACGCGTCTAATCCCACATTGGGCGTTAAATTCCATAAGTTATTGGCTAGTCGGTA 507 416 485 75,91 44,29 3 4 35 14 ref|NC_000913.2|:c702834-702034

LSA0940_460_529 LSA0940 GTTTTCTTAGAAACATTCCTCTTCTATTCTGGTTTCTACACTCCTCTTTATTACTTAGGGAACAACAAAT 957 460 529 71,23 32,86 4 7 35 15 ref|NC_000913.2|:c854967-854047

LSA0941_1743_1812 LSA0941 ACCTAATGGCTCAATCTCATATATTAACGATACTTCGGCTAGTCTCCAACCAATTGTCAACCGCGTTGAA 2172 1743 1812 74,74 41,43 2 5 35 14 ref|NC_002655.2|:c349717-348575

LSA0942_20_89 LSA0942 ATACGAAGAACGGCTGTCCTCAATGCCGTATGACGAAGCATTTTTTAGAAACACACAATATCACTTTTAG 231 20 89 73,57 38,57 6 5 35 14 LSA1376

LSA0943_1201_1270 LSA0943 TTCTTACACGCCAAAACAGTTGTCATGGACGGTCATATTAGTACGATTGGTTCGGCTAATATGGATATTC 1458 1201 1270 74,16 40 4 8 40 13 ref|NC_000913.2|:c592401-590164

LSA0944_66_135 LSA0944 GATTGTGACCGCCAAAAAGCAATATCAATTTAGCATTCCCTTACCGCCGGTTGATAATCACATTGCCGAA 384 66 135 75,33 42,86 5 6 41 15 LSA0934

LSA0945_167_236 LSA0945 TTATTAATCTATTTGGTCACCGTCTCGACATCTCTGCACAGACGATAACGCTTAAACGACCATTATTTAA 417 167 236 72,99 37,14 3 5 32 14 ref|NC_002655.2|:c249764-248970

LSA0946_70_139 LSA0946 GAGGAAATTTTCGTCCACTTTACCGCAATCCAAATTGACGGCTATAAGACACTAGACAAAGATGATCAGG 207 70 139 74,74 41,43 4 5 37 14 LSA0172_1957

LSA0947_745_814 LSA0947 TTATTAAAAGACGCACTCAAGCCTAATATGGTCCAAACTTTAGAACATACACCAGCACTCGTACATGGTG 1674 745 814 74,16 40 4 5 34 13 ref|NC_002695.1|:1016471-1017193

LSA0948_260_329 LSA0948 GCATCGGCTTGACGTTAATGTTAGCCGGCGCGTTAGGGAATTTCATCGATCGTTTACATTTAAAATACGT 456 260 329 75,33 42,86 4 5 40 14 ref|NC_000913.2|:77621-78799

LSA0949_463_532 LSA0949 TTATCAGAACAATTAAAGGCTAAGTCTAATCTCCGTGAATACCTCGCATTAGTGCATGGTAATATCGAAG 906 463 532 72,99 37,14 3 5 38 15 ref|NC_002695.1|:1197550-1200129

LSA0950_374_443 LSA0950 CTAAAAAAATCTCACTCGCTGTTTTAGTCGATCGTGGTCACCGCGAACTACCAATTCGACCTGATTTCGT 540 374 443 75,91 44,29 7 6 37 14 ref|NC_000913.2|:c829878-829195

LSA0951_640_709 LSA0951 TTAAACGCTCCTTGGTTCAAGGTACCGGATTTCCAAGTGCCATTTGTCACCTATAAACCCGGTCTTTACT 1305 640 709 75,91 44,29 3 5 35 13 ref|NC_004431.1|:c3464731-3463394

LSA0952_626_695 LSA0952 AAGTCGATGTGGTCATGTTACTCAGAATTCAACACGAACGCTTTGATTCAGCCGAAACAATGACCGACGA 918 626 695 75,91 44,29 3 6 34 14 ref|NC_002655.2|:c1009679-1008921

LSA0953_652_721 LSA0953 CGTGATATCGAACTTGCTCGTGCAACCGGCGTTCACTATCATATCTGCCACATTTCAACTAAAGAAACAG 1290 652 721 75,91 44,29 3 5 35 15 ref|NC_002655.2|:1827223-1828236

LSA0954_903_972 LSA0954 ATTAGTGACTCACGTTGAAATTAACGACCACACTGTCGAAGGACTCCGTCATCGTCAGTACCCAGCATTT 1077 903 972 76,5 45,71 3 4 37 13 LSA0052

LSA0956_701_770 LSA0956 CCTGCGTCACGAAACTAAAAGTCGACCCAACCATCCAACTAAAAATCTGTGATGACGGACCAGTCTTTAA 792 701 770 75,91 44,29 5 5 34 13 ref|NC_004431.1|:1620564-1622831

LSA0957_359_428 LSA0957 AAGCACCAAACGTTCATGCGATTGAATTAAACATCTCTTGCCCCAATGTCGCACACGGCGGCTTAGAATT 924 359 428 76,5 45,71 4 5 38 14 ref|NC_002695.1|:5363890-5367243

LSA0958_14_83 LSA0958 TAATTATCGCGCTAGACTTTCCCAATTGGCAAAAAACAGACCAATTTCTCCAACAATTCCCCAAAGATGA 720 14 83 73,57 38,57 6 6 37 14 ref|NC_002655.2|:c2799167-2798115

LSA0959_262_331 LSA0959 GAACTCGATCTACCGATGGTTTATATTCGCTCTAAACCAAAAGATCACGGGCAAGGGCGTCAAATCGAAG 639 262 331 76,5 45,71 4 7 35 14 LSA1384
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LSA0960_1325_1394 LSA0960 ATAAGATTAGTGAACCAGAGGTCTTCTATGCGACAGATGGCACGCGAATCTTTGTTGGGAAGAATAACTA 1716 1325 1394 74,74 41,43 3 6 38 14 LSA0289

LSA0961_472_541 LSA0961 GAATGCTTCATCGTCAACGACTTACAAAACTTAGTCCGTGGTGGCCGTCTATCAAATGCCTCTGCCTTTA 870 472 541 76,5 45,71 4 4 38 14 LSA0605

LSA0962_406_475 LSA0962 GACCTCAGCGAATCGTCGTTGGCTATTGTGCAAAAAGTAGCTGTTAAATCTGTTATTTATAAACTCATTG 501 406 475 72,99 37,14 5 5 41 14 ref|NC_004431.1|:c4193526-4192375

LSA0963_237_306 LSA0963 GGTTTTCCAGATATTTGACCATAGTAACATTTTCTTGTTAATCGCTGGTACCTATACACCATACTGTTTG 645 237 306 72,4 35,71 4 5 32 14 ref|NC_000913.2|:3638134-3638568

LSA0964_436_505 LSA0964 CATCTTAATGAGGTTCGTAGCAAGACAGAAACCTACGTCTTTTTAGACTCACTAGATGCACTCCAACGCG 843 436 505 75,91 44,29 5 5 31 13 ref|NC_000913.2|:4593998-4595035

LSA0965_40_109 LSA0965 AAAGCAATGCTCGTTTTTTGGCGCCAGGGATATGAACAAACGTCGATGCAAAACCTAGTCGACGAAATGG 582 40 109 76,5 45,71 6 6 37 14 ref|NC_002655.2|:2789871-2797853

LSA0966_735_804 LSA0966 CACGCACCAATTACCTGCCTGGAAACGACTTTTATTTGGTTTAGTCGGTAAGAAGTGGGATAAACTCGCT 1008 735 804 75,91 44,29 4 5 35 16 LSA0060

LSA0967_513_582 LSA0967 AGTCGACTATCCCAGTGCGCTCTCTAATCGCCAACTCGCTTCTTATAAGCAAAATTGTGAACGAGATATT 1059 513 582 75,33 42,86 4 4 34 13 ref|NC_004431.1|:c4876935-4876255

LSA0968_212_281 LSA0968 GCCTCGGCAACGGGAGCGTTCTCAATGTTTGGCAAGGATTACTTGAATTTACGATTGCCTTCATGGTCGT 603 212 281 77,67 48,57 3 5 34 14 ref|NC_000913.2|:c4363065-4361368

LSA0969_1157_1226 LSA0969 GTAAATTTGAATTTGTGGCGCCTGACCAAGCTAAACAATCCCAGACACAGACAACTGTCTACATTGGCAT 1797 1157 1226 75,33 42,86 3 5 37 14 ref|NC_004431.1|:532770-535169

LSA0970_1_70 LSA0970 ATGACTGAGGAAGTAATAAAGGCAATTCAAGTGATTGAAGCGACAATTCGAAATTGTCAAAAGAGCCAGC 354 1 70 73,57 38,57 4 7 40 14 ref|NC_002655.2|:3527713-3528873

LSA0971_773_842 LSA0971 TAAACAGTAACTCAGAAGCGCTTGTTATCGGCGAACCAGCTGAAGCCTTCGAAAAGGCTTTTGATGTGAC 924 773 842 76,5 45,71 4 7 40 14 LSA1268

LSA0972_369_438 LSA0972 ACAATTTCCTAACATCGAAGTTAGTGTTCACTTATTGACACGTAAGGAGATTTGGAATCGCCTCGAAAAT 966 369 438 72,99 37,14 4 5 34 14 ref|NC_000913.2|:4183373-4187596

LSA0973_542_611 LSA0973 ATATGTCTAATCACGGCCATCATATGTGGATTCGGCACGTCCTCATTCCAGAACGGACTGATTATGACTG 810 542 611 76,5 45,71 2 6 37 14 LSA1206

LSA0974_2120_2189 LSA0974 AAACATTAATGGATGCCCAACAACATCCTGAAGAATACCCAACATTAACGGTTCGTGTTTCTGGTTACTG 2262 2120 2189 74,16 40 3 6 38 14 ref|NC_004431.1|:1240069-1240896

LSA0975_1628_1697 LSA0975 AACAACCTATGCAGACACTCGATCAATTGATGTTATTTACCAACTATGGGCATTTGATTCAACGACCAGT 2466 1628 1697 73,57 38,57 3 5 37 15 ref|NC_004431.1|:c4088019-4086073

LSA0976_1749_1818 LSA0976 AATGAATGCCGATCAACTTTGGGACACAACAATGGATCCAACAAGTCGGACCTTAATTCGTGTTCGGATT 1992 1749 1818 75,33 42,86 3 4 42 13 ref|NC_002655.2|:5005483-5007915

LSA0977_453_522 LSA0977 TATCTTGTCATTTTACACACACGACTGGTTACTCGGTACGATTGCGACGTTAGTTCTAATCTTTTTAACC 621 453 522 73,57 38,57 5 5 34 14 ref|NC_004431.1|:c5188428-5186137

LSA0978_462_531 LSA0978 CGTATTGGAACGCTTGGCACTCGGCGCTAGCTTGAAACAAGCCTCAATTGCAATTGTGAGAGAAAGTATT 762 462 531 76,5 45,71 3 6 35 15 LSA0285

LSA0979_591_660 LSA0979 ACAACGGAAAGGGCGTCAGCTTCAAATTGTAGCTGGTCGTTTGGTACATGCAGATGAATCTAGCCGTTAA 660 591 660 76,5 45,71 3 5 35 17 LSA0019

LSA0980_549_618 LSA0980 TCAATCAATCGTTACTGATTATGTGCGACTAGCCGATGGTCAAGAATTCTGGTTATCAGAACCCTATATC 798 549 618 74,16 40 3 5 40 14 ref|NC_002695.1|:1598460-1599425

LSA0981_553_622 LSA0981 CACGATTTTGGGGGCCACGTCTTAGATTATGTGATTGAAGACGCCCAATTAACCGTGCAACCTTTTGAGA 720 553 622 76,5 45,71 5 6 40 14 ref|NC_002695.1|:c2577252-2575288

LSA0982_1189_1258 LSA0982 AGTCATTATATCTGGATGGCACGCCACTTTAGAAGTTACGAACCCCGTCATTTACTCTTTAGTAACGGGA 1683 1189 1258 75,33 42,86 4 5 37 15 ref|NC_004431.1|:c2904053-2901846

LSA0983_670_739 LSA0983 GATCATGCGATCAGTTTGAAAGTATCAGGCGCCCCATTTATCGGTGTTTGGTCACCTTACCCAACGGAAG 879 670 739 77,67 48,57 4 4 37 14 ref|NC_002695.1|:c2102034-2100877

LSA0984_647_716 LSA0984 AGGCCGCACCAATGAACGATATGATGGGCCAAATGGGAATTGACTTGAACGATACATTAGGCTCAATCAT 1428 647 716 75,91 44,29 3 5 38 14 ref|NC_000913.2|:3093120-3093824

LSA0985_230_299 LSA0985 CTGTTGCCTTGGCACAGGACTGGCGTAAAGATCCAACGCTTCAAAAATTAGAAGCAATGTTGATTGCCAT 546 230 299 75,91 44,29 5 5 38 14 ref|NC_002695.1|:5181584-5183812

LSA0986_509_578 LSA0986 TGGTACATGGTAAAGGGAATAAGGATCGTTACGTGCCTTTTGGCAATCACGCGACTAAGGCTTTGCAGGA 912 509 578 77,09 47,14 4 5 35 17 ref|NC_000913.2|:c3369058-3368369

LSA0987_412_481 LSA0987 CATACCAGTGCCAAACATTTCCAACCAATGAATGCGAACTTCGGAATTTTCGAACCCTTAAAACAACGAA 561 412 481 74,16 40 4 4 34 13 LSA1694

LSA0988_79_148 LSA0988 GGTGTTGATGTTCATTTATACGAAATGCGGCCGGTTAAAATGACGCCCGCCCATCACACGGAACAATTTG 774 79 148 77,09 47,14 4 6 37 16 ref|NC_000913.2|:1329072-1331669

LSA0989_1468_1537 LSA0989 ATTCAACGACGCTATTATGTGAAGTTGAATGCCAAACGATTTGAACCAACTGAACTAGGTGAAATCGTCA 2085 1468 1537 73,57 38,57 3 7 38 15 ref|NC_002655.2|:c5070281-5069436

LSA0990_274_343 LSA0990 GAAAAGACCAATCCGCAGTGTTTGGTGGGTGCTAATATTCAATCGGCATTGAATGACGCTTATGATCAGG 435 274 343 75,91 44,29 4 7 40 15 ref|NC_000913.2|:4311891-4312220

LSA0991_367_436 LSA0991 AAAACAGAAGCGGCTATTATCGAATCTGGTATTGCGCATTCTTTCTTACGTAATAATTGGTATCTTGAAA 867 367 436 71,81 34,29 4 5 38 14 ref|NC_004431.1|:c3739450-3738206

LSA0992_667_736 LSA0992 TTAATTGTGACGGAAGCCCGGCACAAGAGTGGTAGCTTGATTACCGCTAACTTGGCCCTTCAAGCTAATC 867 667 736 77,67 48,57 3 8 35 14 LSA0435

LSA0993_324_393 LSA0993 ACTGTCATTTAAGCTCAAGCAAGAGTTGTATCGAGAGATTATGGCCCAGGCAGTCAGTGTTAGTATCGGA 762 324 393 75,91 44,29 3 4 38 13 ref|NC_002655.2|:25587-25811

LSA0994_766_835 LSA0994 TTCTGTGTGAAATTCATTAATGATGCGCGCCAAGGTAAATTAGGCCGCTTCACTTTAGACGTTGTCCCAG 849 766 835 75,91 44,29 3 5 40 14 LSA0010
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LSA0995_67_136 LSA0995 TTTGTCATCCGGTCCTTCTTTTTGGTGCCGGCGACGGTTGCTGGGAATTCAATGCAACCAACCCTTAAAT 531 67 136 77,67 48,57 5 6 40 14 ref|NC_004431.1|:c5188428-5186137

LSA0996_128_197 LSA0996 TGTTATCCCAATATTTAGAGTTAAACGGTAGTTATTTACCGAGCATGCTAATTTTTGACGAGGCCTATCA 225 128 197 72,4 35,71 5 5 40 14 ref|NC_002695.1|:c4617063-4616287

LSA0997_418_487 LSA0997 CTGAAAGTACCGATGTCATTTGTTTTTAATTACATTCAACGTCAATATAAATTCCCTAAATGGGTTGTTT 630 418 487 70,06 30 5 5 37 16 ref|NC_004431.1|:151597-152172

LSA0998_739_808 LSA0998 AAAATGGACAGTAGTAAACTGCAAAAAACACTTGCAGAAAACGAGCATCTCAATCCCTATATTAGCGACG 903 739 808 73,57 38,57 6 6 40 14 ref|NC_004431.1|:c2686362-2684560

LSA0999_253_322 LSA0999 GACGGTAGTCAAATTCTATCAATTCATATGTTGCGTGCGATTAGTGGAACAGTTGATACAGCGCGTCAAG 861 253 322 75,33 42,86 3 6 37 14 LSA1494

LSA1000_49_118 LSA1000 GACGGACATTTACCTTGGCGCTTACCGAATGATCTAGCCAACTTTAAACGCGAAACGATTAACGAAGCAG 501 49 118 76,5 45,71 3 5 40 14 LSA1375

LSA1001_566_635 LSA1001 ATGTGCCTAGTATGGCTTTACCGCCTTGTCACACCATGTTCCAATTTTACGTCAACGACGGTAAGCTTTC 951 566 635 76,5 45,71 4 6 35 13 ref|NC_004431.1|:3081885-3084029

LSA1002_1251_1320 LSA1002 CCGGATTAGTGTCACACAATTATTGGAGCAATTCCTCTTTGACCGGTTAACACATGGGACGTTAATTAAG 1890 1251 1320 74,74 41,43 3 5 40 13 ref|NC_002655.2|:c5393675-5392023

LSA1003_304_373 LSA1003 GATAAGAAACCACTTCAAATCTACTTCCCATTCAAGAATAAGGATACAAGCGGTTTAGATAACATTTATC 462 304 373 71,23 32,86 3 5 40 13 LSA1629

LSA1004_1111_1180 LSA1004 AAAGCACTAGCTATTTTAGAACGGAAAGTGGTCCTAGACGAGTTACCAAATACGACGGAAGCGTTACTAA 1194 1111 1180 74,74 41,43 4 5 38 15 ref|NC_002695.1|:c4132755-4131286

LSA1005_706_775 LSA1005 TATTCACACCAATCGCGTCAAATGATTTATTGTGTAGTCAGTGCTAGCGAAGTGGCCCACCTCAAAAGAA 873 706 775 75,33 42,86 4 4 38 14 ref|NC_000913.2|:c1214698-1213487

LSA1006_912_981 LSA1006 AAAACTGATGCCTATTACTACGAAAACATATACACCAATAAATGCAGAACACCTAAAACGTGCACATAGG 1032 912 981 72,4 35,71 4 5 34 13 ref|NC_004431.1|:c4327087-4326878

LSA1007_80_149 LSA1007 TGATTCTTTATCACATCTTTAAAAATAATGTCCTGCGTTTCTCCGAGCTACAAGCAAAATTACCCTATGT 366 80 149 71,81 34,29 5 4 38 17 LCS0010

LSA1008_361_430 LSA1008 CATAAAACAAGTACGTGGGACTATTACTTAACCCGCCCAGGTTGGAATCCAAATCAACCGCTAAGTATTT 609 361 430 74,74 41,43 4 6 37 14 ref|NC_000913.2|:c3110942-3110076

LSA1009_230_299 LSA1009 GAATCTTACTCGCCATTGCGTCTGTTTTTGTGGCACCTCGCTTAGAGCAAAAAACGAACACGTTAACGAC 693 230 299 76,5 45,71 6 6 37 17 LSA0542

LSA1010_163_232 LSA1010 CGTTCACAGACAATCTCACAATTAATTTCGTTGCGGGCCGGTTGGGGCTTTGGAAACGCATTGTTCTTAT 387 163 232 76,5 45,71 4 5 35 15 ref|NC_004431.1|:2216985-2217821

LSA1011_168_237 LSA1011 GAAACGCCGCTTAATGGTTTGTGCCACCGAATTAGAATGGTGCGATTGGGCACAGGATATCCTTACTCTC 252 168 237 77,67 48,57 3 6 40 18 ref|NC_000913.2|:c2487229-2486045

LSA1012_652_721 LSA1012 GTATTAAAACTAGCTAGCCGAGGTCTCTATTGGCTAGGTGCTAGAACGCTCTTTTTAAACTTGGCAGCTC 1257 652 721 75,91 44,29 5 6 31 13 ref|NC_000913.2|:2763940-2765013

LSA1013_204_273 LSA1013 GACAATTGCGGGGGTTAATCCGTATCAATTGAAACCTAATCAATTAGCGGCTTTTCGTAGACAGATAATT 729 204 273 73,57 38,57 5 6 38 15 ref|NC_004431.1|:1701948-1703093

LSA1014_692_761 LSA1014 AATTAGCTGATCCACAATACACATCGCTTTACGTTTACCTAGCAACAGCCCAAGAGGCTCAAAATGAGCT 1266 692 761 75,33 42,86 4 5 31 13 LSA1658

LSA1015_49_118 LSA1015 TTAACTAAGAAAGATGCAACTGCTGCAGTAGACGCAGTATTTGGTTCAATCCAAGACACTTTGAAACAAG 276 49 118 73,57 38,57 3 5 45 15 LSA0284

LSA1016_1172_1241 LSA1016 AACCACCGACATTTGTCGTCTTCGTTAATGACATTAATCTATTACATTTCTCATACCAACGTTTCTTGAA 1311 1172 1241 71,81 34,29 3 6 35 13 LSA0196

LSA1017_519_588 LSA1017 ACCAAGCGAAAACCGCTTAATCTTATCACGTAAAGCATTAGTAGAACAAGAACGTCAAGCACAACTTAAA 1212 519 588 72,99 37,14 4 5 40 13 ref|NC_002655.2|:c254667-253906

LSA1018_544_613 LSA1018 ACACGGGCAGTTTCACCGCTTAGAAAAGCTGACGATGCAATCGAAATTGACACGACAAAGCTCTTAATTG 660 544 613 75,91 44,29 4 4 35 14 LSA0890

LSA1019_468_537 LSA1019 TAGTGCTAGTCAACAAGCTGCTTCAGAATCTGCTGCTAGTTCAAGTCAAGCTGAAGCGTCAAGTAGCTCA 702 468 537 76,5 45,71 2 7 42 14 ref|NC_000913.2|:3890788-3891747

LSA1020_1006_1075 LSA1020 ACAACCCCGCAAGATTTATATTTACAACAATCACTCGTATCATTTGGGATTCCGGAACCCGGACTCATTC 1446 1006 1075 75,33 42,86 4 5 34 16 ref|NC_002655.2|:1645161-1645856

LSA1021_334_403 LSA1021 AGCCGCTTGTTTTTGGCGATTCAAATTATGTCGGAATATAGTCACCATAACACACACTATTTTCCAATTG 1029 334 403 72,99 37,14 5 5 34 15 ref|NC_004431.1|:3735090-3736112

LSA1022_6_75 LSA1022 CTATAGTAAAGTTATCCCAGAACGCTGTATTGCGTGCGGGTTATGCCAGTTAAAGGCGCCTGAACTCTTC 231 6 75 77,09 47,14 3 4 35 14 ref|NC_002655.2|:c3811423-3809645

LSA1023_487_556 LSA1023 ATTAAGGGTGCGTTGGTCACAGTCGTCTTTGCAGTTTTATATCTCAGAATTCTACCATGGTTAAAACAAC 576 487 556 73,57 38,57 4 6 38 13 ref|NC_002695.1|:c4547209-4546196

LSA1024_626_695 LSA1024 CATACGGCTTCTTAACGTTAGATGGTTTAGTTTCTGGCGAATACCGTGCTTTGAAACCAATCGAAGTTGC 771 626 695 75,33 42,86 3 6 41 16 ref|NC_002695.1|:c1347252-1346530

LSA1025_62_131 LSA1025 TGCAACATATCGCGCGACTCATTATGTTAGACGAGGCTGCAGTACGACAGTTACTAACGAAATTAGCAAA 624 62 131 75,33 42,86 3 6 35 15 ref|NC_002695.1|:2618089-2618313

LSA1026_624_693 LSA1026 AGAAATCGTAACGACCTTTTTGGCCGTCTTAGAATTGATGAAAGAACGGCTGATTAATTGTGACCAAGCA 756 624 693 74,16 40 5 5 41 14 ref|NC_002695.1|:c4050357-4048468

LSA1027_207_276 LSA1027 GCGTCATATGTCACTAAGTCCCGCTGAAAGAACTGATACTAATCTATTCCGGATCTTGAATGAACTGGCA 369 207 276 75,33 42,86 3 4 38 15 ref|NC_002695.1|:c1542744-1541626

LSA1028_328_397 LSA1028 TTATCATCAGAAGAGATTGAACGTTTGTTAAAGACACCGGACACGAGTACACCATTAGGCCTTCGTGACC 885 328 397 75,91 44,29 3 5 34 15 ref|NC_000913.2|:c2188932-2186452

LSA1029_296_365 LSA1029 ACCATCATTTGTTATGCTTACAATGTGGGGCCATCGAAGAAATTCATGAAGACTTATTGGTAAGCGTCGA 519 296 365 74,16 40 4 6 35 14 LSA1747
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LSA1030_589_658 LSA1030 AAAGGCCGGGTCATCGGTGTGCGTCCAGAAGGTAGTTTAAATGTTAGTTTAAAACCTAGAGCCTATGAAG 912 589 658 75,91 44,29 4 6 38 13 LSA1520

LSA1031_174_243 LSA1031 GACGGTCATTTCTGTGGCCATCTTAGTACCAATTGCGACTGGTCAAATCGGTTTTAAAGAATTAATCAGT 474 174 243 74,16 40 4 4 40 15 ref|NC_002655.2|:3167540-3168508

LSA1032_1147_1216 LSA1032 GGTTCTACAGCACGTATGATTTCTAAATACCGTCCACAAGCTGATATCTTGGCTGTTACATTTGACGAAC 1761 1147 1216 74,74 41,43 3 5 37 14 ref|NC_002655.2|:c5099632-5097446

LSA1033_858_927 LSA1033 TGAAAAGAATGAAATTATCGCACATGATATGTTAGACTTATTCAATCACAAGCATCACGCAATGTTAGAT 960 858 927 70,64 31,43 4 4 40 14 ref|NC_002655.2|:1327207-1328106

LSA1035_61_130 LSA1035 GGTTCTAAGTTAGTTAAATTGGACTTTAATGTTCAAGCAACGTTGACTGTCTCAGTCATCTTTGGGATTT 177 61 130 72,4 35,71 3 6 38 15 ref|NC_002695.1|:c5454102-5453296

LSA1036_729_798 LSA1036 TTCTAAGAAAGTCATGTCTGAATTTAGTAAGTTTACGAAGAAAAATAAGAAGAGCAACCAAACGACAATG 876 729 798 70,64 31,43 5 4 37 16 ref|NC_004431.1|:c1421149-1420007

LSA1037_1353_1422 LSA1037 CAAATTCTGTGTTTGGATGGTAATGTTCACAGTTGGGTTCGCCAACGTCTTCACAATTATTCAACCTGCA 1533 1353 1422 74,74 41,43 3 5 38 14 ref|NC_000913.2|:4381820-4383364

LSA1038_285_354 LSA1038 TGGCCGCTTACTGTCAGTGGGAACAGCGACTGATCGTAACGAAAAGCAACTCTATGATTATTTTATTTTG 555 285 354 74,74 41,43 4 5 37 15 LSA0739

LSA1039_107_176 LSA1039 ACCGTGTAAGTCACCGTGTTTCACCAAAAGGTTTCTACAAAGGCGAACAAGTTGTTACACCAAAAGCTAA 183 107 176 74,74 41,43 4 6 40 14 ref|NC_002695.1|:c3776971-3776261

LSA1040_2281_2350 LSA1040 GATGATACGATTATGTTTACGCCATTGAGCTTGCAAGATGTCGAACAAATTGTAGTTAAAATGTTGGCTG 2595 2281 2350 72,99 37,14 4 4 41 15 LSA1599

LSA1041_167_236 LSA1041 TCACATTCTTAGCCGCAACTGGGAGTTCATTGAGCCAACGTAAGGCGCAAAAGCAATGGACTAAAGAAAA 399 167 236 75,91 44,29 4 5 40 14 ref|NC_002695.1|:5229980-5230546

LSA1042_524_593 LSA1042 GATTGCGGCTTGAATTGAAACCATTTGGTGTTCAAGTGACAACTGTTAATCCAGGACCGATTGATACCGC 810 524 593 75,91 44,29 3 6 37 14 ref|NC_004431.1|:340972-345804

LSA1043_783_852 LSA1043 ACATGTCAAACGCCTATTACTCACGCATATTTCAGCCCGTTATTTAGGCCAAGCTGTGCGTGAATTACAA 939 783 852 75,33 42,86 3 7 35 13 ref|NC_000913.2|:c1212330-1211926

LSA1044_1816_1885 LSA1044 TACGATCAAGCAAGAAAACACGGTGACTGGTTCTATGATGACCAAGTGCATCCTAATCCGATTGGTGTGA 1929 1816 1885 75,91 44,29 4 5 40 14 ref|NC_002655.2|:c3968811-3966592

LSA1045_1146_1215 LSA1045 GATGAGTAACTTAGATCATCAAGATGGTGTGATGCGTTTTGCCCGTCAATTACGTTCTATGGGACTTGAC 1293 1146 1215 75,33 42,86 4 5 38 15 ref|NC_004431.1|:c2674010-2672553

LSA1047_323_392 LSA1047 AGATGACCCGTAATCCATACGATCTTAAAATCGAAATTAATATGAGTCAAGGGACAAGCTATGTTGACAA 1095 323 392 72,4 35,71 4 5 37 13 ref|NC_004431.1|:c739993-738713

LSA1048_35_104 LSA1048 ATTTATTACAACAACAAGATGTCGTCAAAATGAAAGCGTTATGCCGCTTATTAGACGCATCAGAATCCAC 753 35 104 72,99 37,14 4 5 38 17 ref|NC_000913.2|:c4335952-4335191

LSA1049_306_375 LSA1049 CAACGGCCAAGGCCCTCACATTTCAGCTGGTACTGTTGATAACTTGAAGCAACAACTGGCTAAATTAGAA 918 306 375 75,91 44,29 3 5 38 14 LSA1809

LSA1050_1645_1714 LSA1050 CGGAAACAAGCCTTTGCTAACTACGTCTTAGGGATTTCATTCATTACTGAAGGTGCTATTCCATTTGCTG 1935 1645 1714 74,74 41,43 3 4 41 15 ref|NC_000913.2|:c1451666-1449621

LSA1051_1772_1841 LSA1051 GTTCAACTTTAGCGACTTATACTAACATCATGACGAATCTTCGAAAATTATTTGCTGGGCTACCGGAGTC 2526 1772 1841 74,16 40 4 4 37 14 ref|NC_002655.2|:5406645-5411579

LSA1052_663_732 LSA1052 AATTATTAAGGCCCAAGGCTATTACAGCCAAAACGACCAACCGATGTTGTATGTTATTTGTACGGCTAAG 840 663 732 74,16 40 4 4 35 16 ref|NC_000913.2|:c4603686-4602898

LSA1053_849_918 LSA1053 TGTTATTAAGCTAGCAGCGACATTCAAACCGGATTTACGAATGTTAGCGACTTTAGTGGGTAAATACGCC 1029 849 918 74,74 41,43 3 6 40 14 ref|NC_000913.2|:c3390050-3388605

LSA1054_25_94 LSA1054 GCAATCAAACAAGATTCCCAAGAATACCTCACTACCGCATTATTACAACTCCTAGAGGCCCATCAATTTG 582 25 94 74,74 41,43 3 4 37 15 LSA0430

LSA1055_871_940 LSA1055 TTTATTCTCCAGTGGTATAACCGTAAGAATAATGTGTTACCACGGGAAATTCTCGTGCCAGATGGGATCG 1779 871 940 75,33 42,86 3 7 35 14 ref|NC_004431.1|:2057306-2057926

LSA1056_354_423 LSA1056 ACAACAGTTGTTAGAACGGGTTGGATTAGCCGATAAGTCCGATGCTTATAGTGACCAACTGTCAGGTGGT 732 354 423 76,5 45,71 3 7 35 15 ref|NC_002695.1|:4348272-4349846

LSA1057_939_1008 LSA1057 TGCAAGACTTTCTAAGAATAAACTATTCCATAGCCTAGCAGTCATGTATATTGAATTCGTCCGGGGCACA 1464 939 1008 74,16 40 4 5 38 13 GHO0005_rev

LSA1058_22_91 LSA1058 CAAACAGATTTAACTAGTTTATTCGACAAATTTGCATCAATTCCCGGCGATCGGGAAAAAATGGCAGCTG 153 22 91 74,16 40 6 6 44 15 ref|NC_002655.2|:5152545-5153258

LSA1059_7_76 LSA1059 TTTAATGAGTACCAAAAATTAGCGAACAGAACGCTATATGGTAATGAACAAGTTTTAACGAACTTGGCAT 294 7 76 71,23 32,86 5 6 38 14 LSA0544

LSA1060_290_359 LSA1060 AGGCTTATCTCACTAATCGGGATAATTTACGCGGCTTAATTTCATTGATCGATGGTCGTCATGAACCAAC 600 290 359 74,74 41,43 3 5 38 15 ref|NC_000913.2|:c4067299-4065263

LSA1061_1140_1209 LSA1061 GATGTTTGATGTACCAAGTCGCGAAGACGTTGTCAAAGTCTTAGTGACAAAAGAAGCCGTTGATGGCACT 1254 1140 1209 75,91 44,29 4 6 41 15 LSA1404

LSA1062_1126_1195 LSA1062 ACTGACGAAGAAGTTGCTGCAGAACTTAAGAGTTTAGCAGAACAATACAACATGGAAGAATCAGCTGTTC 1296 1126 1195 74,16 40 3 5 42 15 LSA1265

LSA1063_1080_1149 LSA1063 ATTTACTGTTGAATTAATCTCACCAGTTGCTATTGAAAAGGGTCTTAAATTTACTGTTCGTGAAGGTGGC 1191 1080 1149 72,4 35,71 4 5 42 15 LSA0474

LSA1064_618_687 LSA1064 TAATTGGTTCGATCAGGTCCGACAAGTGACACCTTCTGAGTTAGAATTGATGACTAATCGGCCTGTTTTA 948 618 687 74,74 41,43 4 4 38 13 LSA0688

LSA1065_907_976 LSA1065 ATCAAAGCGCTCCAAAAGATGGCAACAAGCCATCACCGCTTAATCCATATTGAACAAGGTGATCTTGTTT 1719 907 976 74,74 41,43 4 6 38 15 ref|NC_004431.1|:c3290344-3288797

LSA1066_201_270 LSA1066 ACGTTACTTACGTGACAACGATATCCAACGTTACCGTGAATTAATCAAGAGCCTTGGCTTACGTCGTTAA 270 201 270 74,74 41,43 2 5 40 14 LSA0683
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LSA1067_180_249 LSA1067 CTCAACAAAAGGCTTAATCCATGCTAACAAAGCTGGCCGTGACAAGTCACGTTTAAACAAAATGATGGCT 255 180 249 74,74 41,43 4 6 40 14 LSA1536

LSA1068_319_388 LSA1068 GAAAAGCCACAACCAACAACAAGTGTGGTACTATTTGCGCCGTACCCTAAGTTAGATGAACGTAAAAAAA 1029 319 388 74,16 40 7 5 35 13 ref|NC_004431.1|:c3061243-3060560

LSA1069_1352_1421 LSA1069 TAATCGATGGCCAGGCAATTAGTAATCAATGGCGTAAACGGCTGAAACGCACATTGGTAAGTTTGTATCT 2268 1352 1421 74,74 41,43 3 5 38 14 ref|NC_002695.1|:c4697106-4696147

LSA1070_160_229 LSA1070 CATTGTATTGACGTTGGCTGTTTAATGCGGGATGGTCATTGTCTCAGAACCATTCACGCTGAGATGAATG 489 160 229 75,91 44,29 3 6 38 16 ref|NC_004431.1|:3329328-3329876

LSA1071_482_551 LSA1071 GTGCGAATGCATCGAGCACGAGTGACACTGCTAAAATCGATTTGAATCAGGCTGATAGTACGCAGCTTCA 705 482 551 77,09 47,14 4 5 37 14 ref|NC_004431.1|:c3042386-3040953

LSA1072_734_803 LSA1072 AAGTTTATAATCAATTAACGAAGCAAAATCTCCAAAAGGGTCGTACAATTGCGGGGACCGGCACAATGGC 1047 734 803 75,33 42,86 4 5 40 15 LSA0692

LSA1073_243_312 LSA1073 AGCAGTTGGGGCCCGCTATCTGATTCGGGGCATTCGGAATGCTAATGATTTCGAATACGAACGGGATATT 498 243 312 77,67 48,57 4 6 35 15 ref|NC_004431.1|:2815190-2816686

LSA1074_186_255 LSA1074 TGGTATGGACCATGCTTATTTAATTGATCGCCAATACGCGGCAATTCAAACGATTCAAGATAACGTAGCA 555 186 255 74,16 40 3 5 40 16 LSA0658

LSA1075_33_102 LSA1075 TGTTGTTTGGCTGTATTCATTACGGCAAGTCAAACAATTGCGACGTTACGGACTTGTGTATTATACGTCT 291 33 102 74,16 40 3 7 35 14 LSA0638

LSA1076_384_453 LSA1076 GTCGTTAAAGGCAATTACTCAGATTACGACGATTCCAGCCAATTATGAGCTTAATTTACATGAACAAAAA 1089 384 453 71,81 34,29 5 5 38 14 ref|NC_002655.2|:3282470-3286063

LSA1077_671_740 LSA1077 TAACGACCGGGGTCAATTATCGGTTCAACCGAATTCTAGCCTTTTTAGAACCATTCAAACTCGAAAATAT 1188 671 740 73,57 38,57 5 6 34 14 GHO0008_rev

LSA1078_47_116 LSA1078 ACGCAGCTAAAATTGAAGCGTTATTGACGAAGCAATTCGACGCGCTTTGTTTAAGTCAATGTCCCATCAT 297 47 116 74,74 41,43 4 6 42 16 LSA1882

LSA1079_1740_1809 LSA1079 ATACTGTGAAGTAACACCAACTTCTGTTCGTTTACGTAAGAAGATTCTTGACACAGGTATGCGTACTAAA 1836 1740 1809 72,99 37,14 3 5 35 14 LSA1350

LSA1080_85_154 LSA1080 ACACAACCTTTAGAAATTATGACTAAATCAAGTCGTAATGATTTAGTGACCAACGTCGACTGCGCGAACC 798 85 154 74,16 40 3 9 38 13 ref|NC_002695.1|:4612928-4613383

LSA1081_67_136 LSA1081 CATTTATATAATCTTGTTGAACAAGCTTATGAATTTGGCGCTAAAGTTGAAGATTTAAACGCGGCCTACC 285 67 136 72,4 35,71 3 6 0 0

LSA1082_618_687 LSA1082 TGAAGGAACGGATTCAATTTTGCCAAACTTCGAAAAAGACATGGTGCAACTTGTAACGAAGAACTTCAAG 1407 618 687 73,57 38,57 5 5 40 14 LSA1648

LSA1083_1077_1146 LSA1083 GAAAGATATTAAGTTAACCTTCTTACCATACATTGTTAAGGCTTTAGTAACTGTTTTACGTGATTTCCCA 1623 1077 1146 70,64 31,43 4 5 35 15 LSA1462

LSA1084_537_606 LSA1084 ACATATGAAACTTTATCGCTCATTCCGTGAGGAAGTGCCAGACGAATCTTACACAGTGCCACTTGATAAA 999 537 606 74,74 41,43 3 6 40 13 ref|NC_000913.2|:c1055371-1052657

LSA1085_154_223 LSA1085 AAACAGATGGTTTGGTCACGTGTGTTAGATCAACGTGCAACTGCCTTAAATCGTCAAGGCCGTTTAGGTT 1110 154 223 75,91 44,29 3 5 35 14 ref|NC_000913.2|:c1980411-1979611

LSA1086_585_654 LSA1086 TCTAATGACTCATTTAAGAGTTGAACCAGTTTGGGCGGATGTTCAACGCTTCCTAGTACATGCTGGGAAC 684 585 654 75,91 44,29 3 7 35 14 LSA0348

LSA1087_21_90 LSA1087 TATCCGCGAAGGTAATCCTACACTTAGAGAAATTGCACAACCTGTTTCATTCCCATTATCTGACGAAGAT 558 21 90 74,16 40 3 4 40 14 ref|NC_000913.2|:c1130086-1129427

LSA1088_799_868 LSA1088 TACTATGTCTTGCACGGTGTCATTACGGTTGGTAACTTGCAGGCCTTTATTCAATATATTTGGCAGATTA 1749 799 868 73,57 38,57 3 4 37 16 LSA0528

LSA1089_1645_1714 LSA1089 ATCGGGACCCACAAGGAATTACTTAAAACAAATGAGGTTTATCGGGCCATTGCCGCCTCACAGTTATCAA 1740 1645 1714 75,91 44,29 4 5 38 15 ref|NC_004431.1|:586259-587191

LSA1090_98_167 LSA1090 TACAAAGTAGTAGTCAAGAAACGGTAGACGAGATTGTCAATATTGCGTATCAAAGATTATTGAGCGTCCA 486 98 167 72,99 37,14 3 6 40 14 ref|NC_002655.2|:c2857488-2856706

LSA1091_32_101 LSA1091 AAACACAAAGCCCTCTACGCGAGGCAACTAAATCCCTCTATCTTGAAGCTAACAGTGCCGTTGAAGCACG 213 32 101 77,67 48,57 3 4 42 14 ref|NC_000913.2|:321562-322989

LSA1092_966_1035 LSA1092 GATTTCAATCCAACCTGGCGATACAGTTGTTTTCTCAAGTAATCCAATTCCTGGGAATACAACGAGCGTT 1689 966 1035 74,74 41,43 4 5 37 16 LSA0269

LSA1093_877_946 LSA1093 GAAATGGGTAGTCGCGCATTTGATATGCACTTCAAGGTCACATCCCAACCCTTCTGGCTAACAACAACTA 966 877 946 76,5 45,71 3 5 32 15 ref|NC_002655.2|:c2841889-2840723

LSA1094_313_382 LSA1094 GGTTTAATCGGCTCGTTACTTTCTTATCCCGTTATGATTTGGTTTACCGGTAGTGCTAGTGGTTTATTTT 507 313 382 73,57 38,57 4 4 0 0

LSA1095_249_318 LSA1095 GATCGTTCGGGAACAATTCTTTGAAGCTTTAAAAATAACGGCTGCTGAGGTTCGAGCGACGCCCATTGCG 684 249 318 77,67 48,57 5 4 38 15 ref|NC_000913.2|:4395435-4397282

LSA1096_2_71 LSA1096 TGGAGATTAGACGCTATCAGCCGGGGGATTGTCAAGCAGTCGCAGAGTTGTTTTATAAGACAGTGCATAC 159 2 71 77,09 47,14 5 4 41 13 ref|NC_000913.2|:2168556-2169422

LSA1097_105_174 LSA1097 ACGGCCCCTTTATCGGGCGGTCAACGATCAATGTCATTTATCGGCTAGTGCCCTCGTATTTAAAAATAAT 501 105 174 75,91 44,29 5 5 38 15 ref|NC_002695.1|:1202439-1202645

LSA1098_893_962 LSA1098 GGAAAAGCTTTATGGAAAGCAAATTTGATTATCCGATGGCAGAACGCTTAACCTCAACGCTGTTATTGGA 1086 893 962 74,16 40 4 5 40 14 ref|NC_000913.2|:c858284-857019

LSA1099_1207_1276 LSA1099 AAGGCGGCTAATCAATCAGTAAGGGGCCCTAAACCGCAAGTTATTTTAGTTGTAGGCTCATTTTATTTAT 1308 1207 1276 73,57 38,57 4 5 37 16 LSA1494

LSA1100_463_532 LSA1100 ATGCGCGGCATTAAGAAGGCCAATAGTCAGACCCATACGACTTTTTACAGCGGCAATTTTAAAACTGACC 570 463 532 75,91 44,29 5 5 41 16 ref|NC_000913.2|:c1255175-1252308

LSA1101_322_391 LSA1101 GTCTTACAGAGTGCTACGTTAGTGATTCCCCATCCAGAAGCTTTCAAGCGACTATTTGTGTTAGTGCCAA 531 322 391 75,91 44,29 4 4 37 13 ref|NC_002655.2|:c5487754-5485502
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LSA1102_59_128 LSA1102 CTGAGAAGGATCTAGGGCAGCGAATTGAAATTGACTTAAAGGTGGCAATCATGACGCCTTATCAAGGAGA 351 59 128 75,91 44,29 3 4 37 17 ref|NC_002655.2|:1684938-1685189

LSA1103_160_229 LSA1103 TGGTCACTAGATAACCAGCCAATCGGGTTTAGTGGTACCAACGGTCAAGAATTAGAGATGCTATTTCTCG 429 160 229 75,91 44,29 3 5 38 14 LSA0016

LSA1104_11_80 LSA1104 TTGAACCAGCACGAATTAATGATCAGTATTCTTTAACGTTGAATGAGACAGGCAATGTCATGTTGTCTAA 288 11 80 72,4 35,71 3 5 40 13 ref|NC_004431.1|:c796881-795766

LSA1105_80_149 LSA1105 TTGACCTTGTGGCTATGCTATTTGGCGGCCAAGCAGCTATTATTTCACGAATTGTTTATGCCCTAGTTGG 207 80 149 75,91 44,29 3 5 37 15 LSA0352

LSA1107_63_132 LSA1107 AAACATGGTCGTCCTAGAAGTCTTAGTTGACGAAACAATGCGATTCGGAACGCCATCGACACATATTGTA 159 63 132 75,33 42,86 3 5 38 13 ref|NC_000913.2|:2757007-2758416

LSA1108_1127_1196 LSA1108 ATGTTCATGCTCTTATTTTTTCATACGATGCATATTCACTAGAATCTGAACTACACACAAGATTTGCAAG 1362 1127 1196 71,23 32,86 6 5 38 14 ref|NC_000913.2|:420210-421583

LSA1109_1145_1214 LSA1109 TGGACGATAAATCCAGTTCCGACACGATTCCGTATAATACAATCTTAAACGGAAATGTCTCAATGGAACA 1404 1145 1214 73,57 38,57 3 6 37 14 ref|NC_002655.2|:4544530-4545522

LSA1110_420_489 LSA1110 CAATAGCGATACCAACACAGCGACAACGGGTCAAATTGTGAACCATGCAGAAACGGAGGGAACAGATTAA 489 420 489 76,5 45,71 3 4 40 13 ref|NC_004431.1|:c2269785-2267326

LSA1111_443_512 LSA1111 CAGATGGTCAGTTAGATTTAGACGCTGCTAAGCAGGTCATTGGTCCACGGACTAAAATCGTCAGTTTAGC 1239 443 512 76,5 45,71 4 5 35 16 ref|NC_004431.1|:2358550-2360934

LSA1112_561_630 LSA1112 AAATAGTGAATTTAGTTATCTAGAAAACCTACAAACAATGGGTGATCACAAGAACCTAGCTAATATGGTG 1305 561 630 71,23 32,86 4 4 35 13 ref|NC_000913.2|:1333855-1336530

LSA1113_572_641 LSA1113 TGCGCGGCGATAACTTCGGTTCATTGATTATCACGCATTATCAACGTTTATTGAACTACATTGTGCCTGA 783 572 641 74,74 41,43 3 5 41 15 ref|NC_000913.2|:3556290-3557888

LSA1114_339_408 LSA1114 CCTTTACAGCAAGCGAGTTAAAAAATTAAGTGCCGTCAAAACCGGCGCCACTGTCCTCGTTTCAAACAGT 816 339 408 76,5 45,71 6 5 37 16 ref|NC_002655.2|:c2937603-2936881

LSA1115_88_157 LSA1115 TGGCTAACAGCTGTCAGCGTCTTGCTAGTCGCAATTCTCGGTTTCTTGTTAGGGTTAGTTTTATATCAAA 690 88 157 74,74 41,43 4 6 38 13 ref|NC_004431.1|:c5081783-5080128

LSA1116_890_959 LSA1116 TGATTAGTGGTAGTTTACAACAAACGATTAATGGCGCCTTGGGGTATTTATACATTCAAATTCAAGCTAG 1035 890 959 72,4 35,71 4 4 41 14 LSA0045

LSA1117_169_238 LSA1117 AAAATGGTCCAAGAACTAGATAGTCCTCTAGCAGGCGAGTTAGTTAACGTGAATACAGATTTAGCTGATA 309 169 238 73,57 38,57 4 5 32 14 LSA0769

LSA1118_369_438 LSA1118 GATGAAGCCGGCTTATATCTTAATGATGAGTCGGGTTGTGACTAAGCACAATACCGAGTATCCAGAACAC 1200 369 438 75,91 44,29 3 5 37 14 ref|NC_000913.2|:145081-146310

LSA1119_133_202 LSA1119 GAAGCAACTGTCGAAGGTACTGGTCAAAGTATCATTACCAAAACGCACGATGATGCTGTTAACGAATTAC 231 133 202 74,74 41,43 4 5 41 14 LSA1590

LSA1120_160_229 LSA1120 ATTTTACGGTGTCACCCGTTTATAAAGGGTGGCTATGATCCCGTTCCAGACCATTTCACAGTCTTTCGAA 249 160 229 75,91 44,29 4 5 35 15 ref|NC_004431.1|:133364-136027

LSA1121_95_164 LSA1121 AAATGATCGGTTTTGCAATGGGTGGTCAAAATCCATTTGCCGTCTTCTTACCAAGTACTTGGAGTCACAT 183 95 164 74,74 41,43 4 6 38 15 LSA0490

LSA1122_866_935 LSA1122 ATATTGCCAACCTCTTTTCTGAACACCTCAAGGTCCCAGTTGTCTTAGCTGAAAAGCCATTAGACGCAGT 990 866 935 75,91 44,29 4 6 34 17 ref|NC_002655.2|:c1799163-1798216

LSA1123_477_546 LSA1123 CTATTTAGACTTTCCAAGTGTTGGTGCAACGCAAAATATCATGATGGCAGCAACCTTAGCTAAGGGCACA 1302 477 546 75,33 42,86 4 6 37 14 LSA1446

LSA1124_71_140 LSA1124 ACGGTCTACAGTCTTTACGACTTGAACAGCTTTTTAAACCGAATCATATTCGACAGATTCAGATTGTCCT 234 71 140 73,57 38,57 5 5 37 15 ref|NC_000913.2|:387019-387870

LSA1125_369_438 LSA1125 ATTACGTCGGGCTCAAATCGCACTTCAACGCGCGATGAACCGGATTGACGTCAAAAATCATTTACAATAG 438 369 438 75,91 44,29 5 5 38 15 LSA1613

LSA1126_748_817 LSA1126 CTATTGTTCATTGATAATATCTTCCGTTTCACGCAAGCTGGTTCAGAAGTTTCTGCCCTATTAGGACGGA 1452 748 817 74,74 41,43 3 5 38 15 ref|NC_004431.1|:c4299658-4298906

LSA1127_315_384 LSA1127 CTTAGTTATTACAAGTGATCGGGGCTTAGTTGGTGCATATAACAGCTCAATCCTAAAAGCAATGGTCCAA 948 315 384 74,16 40 4 5 37 14 LSA1406_1332

LSA1128_600_669 LSA1128 AAAGGAATCAACTGTTAGAACACAAGTTGAAACCTTACGGCGTTATGGTGCAATGGATTATACAATTGTT 1536 600 669 72,4 35,71 3 6 38 15 LSA1360

LSA1129_474_543 LSA1129 GAACCATAAGGTAATCGATGGAAGTGTCAAACACGGCTTAGACCAAATTAAGTCGTTATTATTGAAATAG 543 474 543 72,4 35,71 3 4 38 15 ref|NC_002655.2|:1683407-1684567

LSA1130_138_207 LSA1130 TTCAAATAAAATCACAAATGATTTAGATAGCGCCGCTCAATCACGCGAAGATGCTGCCAAATTGGCCGCA 522 138 207 75,33 42,86 4 6 41 14 ref|NC_002695.1|:4519109-4523875

LSA1131_46_115 LSA1131 GCAGCATCATACGGTAATGGTAAGGTAATTTCTAAGACAATCGAAAGTATGGCACGCCAACCAGAATTGT 213 46 115 74,74 41,43 3 5 37 15 ref|NC_002655.2|:5058887-5062915

LSA1132_345_414 LSA1132 TACAATGTCCTTAGCGATGATTGTATTAGTCCTTTCGCATTATTTCAGTATTGAACGACTAGGATTTGGT 714 345 414 72,4 35,71 3 6 38 13 ref|NC_004431.1|:c2145520-2144786

LSA1133_318_387 LSA1133 AAAGACGCTTCAACCACACGAATATTTCGTTAAATTACCAACAGATATTGACCAACGTCAATTATTCATC 630 318 387 71,81 34,29 3 6 41 15 LSA1354

LSA1134_409_478 LSA1134 TATAGCTATGGCGTTGCTGATACCAACGAACAATTGGATTATGCTAGCTTAGCTGCTAAGGCGCAAGAAG 1248 409 478 75,91 44,29 2 6 37 15 ref|NC_002695.1|:c3285707-3284520

LSA1135_620_689 LSA1135 TTATGACCAATAAGCACAAAGTCGGAGCAGCAGAAACACCGAAAGCACCCGGGATGAAGTATAAGCATTA 1029 620 689 75,91 44,29 3 4 37 14 LSA1062

LSA1136_94_163 LSA1136 TTAGGACGTCATCATTGGACGACCACTCAATTAGTATTGCATTACAGAGATGAAATGCCCACAACCGAGT 870 94 163 75,33 42,86 3 5 35 13 ref|NC_004431.1|:c3710085-3709186

LSA1137_520_589 LSA1137 TATTCTAAACTAAAATATGAAAATGGTGCACACCGTGTCCAACGGATCCCAAAGACGGAATCACAAGGCC 1098 520 589 75,33 42,86 4 4 40 14 ref|NC_000913.2|:c2868296-2867535



Page 33

LSA1138_368_437 LSA1138 TTGAAGGCTCGAAATACCTCTTATTGTTTGCCAATAAGATAGAAGAAATGAAGACCATTTGTTGGTTCTG 594 368 437 72,4 35,71 3 8 38 14 ref|NC_000913.2|:c609311-608682

LSA1139_619_688 LSA1139 CCTGTTTGCCAACATATCATTCACTACAAGTTCATCAGTTATAGTAGCCAAGGCAAATTCTACTGCCCAA 1350 619 688 74,16 40 3 6 38 15 ref|NC_000913.2|:c3260440-3258146

LSA1140_563_632 LSA1140 CCTTTGGCTCTTACTTCCATGGCCCAATCTTAACCCATAACGGTGTCTTAGCTAAACGACTCTTAACAAC 744 563 632 75,91 44,29 3 4 34 15 LSA0379

LSA1142_236_305 LSA1142 AACTGATGGTCCCACCACTTTTAATCCCTCAAACGACAATGATCGATGAAGCGGTCACGCAACTATTCAT 624 236 305 75,91 44,29 4 5 35 14 LSA0548

LSA1143_468_537 LSA1143 AACGCCACTCAGTATGTATTTGGCCAACCAAAACTATCGCGTGGCCAACTTACCACTCATTCCCAACGTA 798 468 537 77,09 47,14 4 7 38 13 ref|NC_002695.1|:c2430277-2429243

LSA1144_61_130 LSA1144 AAGGTCCTCGCGACAACCGAGTCCGGCGAAATTATCGAACTACATATCACCGATCAACAAAAGAAGGATC 246 61 130 77,09 47,14 4 4 40 15 LSA1255

LSA1145_290_359 LSA1145 ATCATATGTCATTTTCTAAAAATATTAATCAGCACCAAGCATTAAGTTTAGAAGGGCAAATCGTTCAAGA 645 290 359 70,06 30 5 7 38 16 ref|NC_004431.1|:c3066517-3065702

LSA1146_734_803 LSA1146 AACCCCCAATGTCACCATTTTTCAGTGTTTACCAATGGTTGGTCAAGGGTGATTTACACTTTGACCGGAC 975 734 803 75,91 44,29 5 6 37 14 LSA0425

LSA1147_296_365 LSA1147 TTTTGCACCTCTTGACCCACACATCGGGCTTAGAGGGCTATATTCCTAATCGTAATCAGTTAGCTGCACC 1011 296 365 77,09 47,14 4 5 35 13 ref|NC_002655.2|:903298-903375

LSA1148_1809_1878 LSA1148 ATTGATGGTTCAAGACGGCTTTTACGCTGATCTATATAACAGCCAATTCTCAGGGAACGTCGAGATTTAA 1878 1809 1878 74,16 40 4 4 41 14 ref|NC_002655.2|:c570489-569269

LSA1149_800_869 LSA1149 AAGTGGGGAACTTATTAGCCTTCATGACTTATGCGATGCAAATCTTAATGAGTTTCATGATGCTTTCAAT 1731 800 869 72,4 35,71 4 6 37 15 LSA0536

LSA1150_221_290 LSA1150 ATTTGGAACAGCTCTTATTAGATACCAAGGGTGATCTTTTCAAGACGATTCGCATTTTCTTCAAGGCAAT 642 221 290 72,99 37,14 4 4 35 13 ref|NC_002655.2|:c1782129-1781275

LSA1151_189_258 LSA1151 ACGCCGCTTTTTTAAGACAAATATCTTTGATCTGCTTGCAATCATCCCACTAAGCACTCTTTTTTCATTT 729 189 258 72,4 35,71 6 5 37 14 ref|NC_002695.1|:900224-900940

LSA1152_b_132_201 LSA1152_bCCAAGCAGTATCATTTGATGTTGAAGACAGCGACCGCGGTCCTCAAGCAACAAACATCGTTAAACTTTAA 201 132 201 75,33 42,86 3 6 50 14 LSA0623

LSA1153_448_517 LSA1153 TGGTTCTTCGTTAAATCACCTATTCTAAACATTATGACGAGCGCTCTATTATTCGGTCTCGTACACGTTT 657 448 517 73,57 38,57 3 5 38 13 ref|NC_000913.2|:2278654-2280414

LSA1154_245_314 LSA1154 GCTTTCAAGATGTCTGGATCACAACCACCCATCTTTCCGACCGTCATATTTTCCTAGTGGATCTTTCTTT 321 245 314 75,33 42,86 4 6 34 13 ref|NC_004431.1|:c4029406-4028519

LSA1155_51_120 LSA1155 AATTTTAACCCTCTTCTTATTCGTTATGCGGGCCTTTATTGCGCACCCGATTATCATTATTGCCAGTTGG 183 51 120 74,74 41,43 4 4 40 14 ref|NC_002655.2|:c2889064-2888369

LSA1156_277_346 LSA1156 TTATGGTTACTCGCATTGCAAATCATTGTTTTAATTATTGTTGGGTTTTTAAGTACTGCTGTCCCTAATA 696 277 346 70,64 31,43 5 4 40 14 ref|NC_000913.2|:539783-541090

LSA1157_59_128 LSA1157 CAGCTTACCAGCCTATTTTGGCCCAACATGAACTTTTTGCGACGGGGACAACTGGTCAGAAAATTATTGA 423 59 128 75,91 44,29 5 5 41 14 ref|NC_002655.2|:5397246-5403560

LSA1158_430_499 LSA1158 GCAGCCGGACTGCTGAAGATTCGAGAAGTTGTTCAAACTAACTCGTTTGGGCTAAAGACACTACCTATGA 762 430 499 76,5 45,71 3 5 32 15 ref|NC_004431.1|:3929216-3930589

LSA1159_383_452 LSA1159 CACAACCCGTTCAACAACAAGCAACAACAACGCCAGTTGTTAAACAACAACAAACAACAACTACTACGAC 696 383 452 74,74 41,43 3 7 87 61 LSA1165

LSA1160_73_142 LSA1160 CAATTACAAGATTCACGTAAACTATTGGAGTTATCGATTGAAAATGATGTGTTGGCCTTAATTGAACAGC 252 73 142 71,81 34,29 4 6 42 14 ref|NC_000913.2|:c3261694-3260474

LSA1161_139_208 LSA1161 GTGCAGTTGCACCGAACACATCTTGCTAAGATGTCTGCTAAACAGATTAGTGAGGTAATCAACGAGTCGA 375 139 208 75,91 44,29 3 7 35 15 LSA0941

LSA1162_1188_1257 LSA1162 TCGACAGAAGTTCGGTTTTGCGTCTTTGGTTAAATTATCAAGTAAGGATAAGGGCGCAACCGCGATTGAA 1305 1188 1257 75,33 42,86 4 5 35 16 ref|NC_004431.1|:3905482-3905943

LSA1163_177_246 LSA1163 TGGACACTATAATTGTAGAAGCCAACTCGTGATTGATAAGTACTACGTTAGAAATGCGGTGAGTGAGTAA 246 177 246 73,57 38,57 3 4 37 13 LSA1698

LSA1164_264_333 LSA1164 ATTTATTGGACAATATTTACCACAAGTCACTTTAATTGAAATAAATCGCTGGCAAAGTCAATTAGACCAG 375 264 333 70,64 31,43 3 7 37 14 LSA1040

LSA1165_390_459 LSA1165 CGTTCAACAACAAGCAACAACAACGCCAGTTGTTAAACAACAACAAACAACAACGCCAGTTGTTAAACAA 726 390 459 73,57 38,57 3 6 80 54 LSA1159

LSA1166_1886_1955 LSA1166 TTCAAATTCGTTTATGGTTAGAGAAGTTTACAGATACGCCAGCATCTTGGTTTGGATTAGAGTATAGTGA 2043 1886 1955 72,4 35,71 3 4 34 15 LSA1340

LSA1167_74_143 LSA1167 CTAAGGAACGTAAAAAAGCAGTTGGGACATCTTCTATTTATCTGTTTGTCGTTGTTGCGGTAATTTTAAT 174 74 143 71,81 34,29 6 5 41 16 LSA1034_1668

LSA1168_52_121 LSA1168 CAAATCGAAAGACTCGACAAGGTTGCGGCCCTCCTAGCGCAAAATCCAACAGTTGAGACCGAAAGTATTT 480 52 121 77,09 47,14 4 5 40 13 ref|NC_002695.1|:c2055094-2054201

LSA1169_1007_1076 LSA1169 ATCCAGAAGCCTTGTATGATGTTGCGATGATGATGAAGAACGACTACCAGAATATTCCATGGTATGTTTC 1374 1007 1076 74,16 40 3 5 41 14 ref|NC_004431.1|:c4969685-4967922

LSA1170_592_661 LSA1170 TTGGTACACATGTTGACACCACTTAAGAACAAAGGTGACTCACAATGGAGTTATGCTTGGGTACCAGTCG 720 592 661 75,91 44,29 3 6 40 13 ref|NC_004431.1|:1398656-1398982

LSA1171_272_341 LSA1171 CAGCTTCCACAGAATATGTTGCCCAAAAATACACTGCTACTTGGGAAACACTGATTAAAGACGGTTCCGT 675 272 341 75,33 42,86 5 5 35 14 TNL0013

LSA1172_563_632 LSA1172 TTGTAAAGCAGTCCTTCAACCGTCCCAATAAACTTTTACAATTAACAACTAAAAAGATTCGCTATTCAAT 693 563 632 70,64 31,43 5 7 40 14 LSA1093

LSA1173_147_216 LSA1173 AAGCATCACATATCCCTCTTCTTCTCTAGAGGCCGAACGAAAATCAACGAAGCTCTACTTAGAAGAAAAA 435 147 216 74,16 40 5 7 35 13 ref|NC_002655.2|:c4042721-4041585
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LSA1174_17_86 LSA1174 CTAAACTTTCGGATCAACATCTTAAGGCCGCCTGGCACAAACATCGAAAACAAATCTTAACGACATTAGT 144 17 86 74,16 40 4 5 37 13 LSA1009

LSA1175_112_181 LSA1175 CTACTAGCCCTTCTCACACAAATGTGGTGGCAAGTTCTGTGTATCAGTTTGCTGATAACTGGCTTTGAAC 207 112 181 75,91 44,29 3 6 42 14 ref|NC_002655.2|:c4688212-4687613

LSA1176_296_365 LSA1176 GTTATACCATGTACCCACCTGCTTGGGCCGATTTATTCGATCAATATCTAGGCAGCTTCACCGATCTTTC 588 296 365 76,5 45,71 3 4 40 13 ref|NC_000913.2|:4634030-4634719

LSA1177_475_544 LSA1177 TCACAACTATACGATTCCTACGCCAGAAATTATGCTAGCAATATGAATATGAACCGCCCGATTAGTAAGT 729 475 544 73,57 38,57 3 4 37 13 ref|NC_004431.1|:4280984-4282768

LSA1178_15_84 LSA1178 TTTATTAGAATACCTCGAAGCAAACTCCCGCGCTCTCGATACCTTTCGCGATAAGAGCCTCGATTATCAA 312 15 84 75,91 44,29 3 5 38 15 ref|NC_004431.1|:c2693856-2692024

LSA1179_1160_1229 LSA1179 ACCAAACAGCTTATACATTAGGCTACATGATTTACTTCTTCGAAATGGCAGTTTCAATTTCAGGTTACTT 1347 1160 1229 71,81 34,29 3 5 34 15 ref|NC_002695.1|:c222924-222217

LSA1180_124_193 LSA1180 GTCTTTCAACATCGCTCTGTCGCTTCTTTGATTCGAGAGTTGAAGCGGAATAGCCAACTCAGAGAACTAT 249 124 193 75,91 44,29 3 6 37 14 ref|NC_004431.1|:c2591005-2590511

LSA1181_456_525 LSA1181 TTCTACCTCACAAACGAAACAGTGTGACTATCTTCTAGCTGACAGAGGATATGATGGAGCTCCATTATTA 783 456 525 74,16 40 3 6 35 14 ref|NC_000913.2|:c3627561-3624826

LSA1182_474_543 LSA1182 TGCAGGAGAATGGATTACTCTTCACAGTATGCGTGTCTTTTCTGACCAATTAGTAAATAAATATAACTTT 627 474 543 71,23 32,86 4 5 37 13 ref|NC_000913.2|:2380735-2381946

LSA1183_c_225_294 LSA1183_cGAAAACTTTATTTGGTGAAGACGGCGTACAGACGATAGATGGAAAGAAACACCATCAACGTAAAAATTAT 753 225 294 72,4 35,71 5 5 38 14 LSA0698

LSA1184_3_72 LSA1184 TCAACATCAAATAAAACGGAGGTTACTGAAAATGACAAACACTCACTTAGTACAATTGAATATTCGTTGG 91 3 72 71,23 32,86 4 4 45 14 ref|NC_000913.2|:1613787-1614902

LSA1185_703_772 LSA1185 ATGGGCACACTTGTCCACGTCACCGATAAAACTAAAACACCGGTCTTTCCTTCAGCTGAAACGATGGTTA 1002 703 772 76,5 45,71 4 5 35 15 ref|NC_000913.2|:c1449373-1447100

LSA1186_7_76 LSA1186 CTCATTATTTCAACCATCGACCAAGGATTATTATGGAGTTTACTTAGTTTAGGGGTCTTCATTACCTTCC 864 7 76 72,99 37,14 4 4 34 15 ref|NC_004431.1|:c3200097-3199552

LSA1187_376_445 LSA1187 TTACCGCAAATTAAGGCTCTCGCCAAAACCTTACCCAATCATCTGGAGCAACAGCTTAACCGACCGGTCA 759 376 445 77,67 48,57 4 5 41 14 ref|NC_004431.1|:c4780313-4779123

LSA1188_1204_1273 LSA1188 AGTTTCCGCCACTTGCACTTAACACCGAAGAATAAATGGGTAATTTCAGCCCTCTTTGCTTCAATGGGCT 1836 1204 1273 75,91 44,29 3 5 34 13 LSA0469

LSA1189_597_666 LSA1189 AAGTATTGTTTCGATACGTTATGGGGCATCACAGCGATGCAAGGCGGTTCTAACTGGGTCCTATTCTTTA 696 597 666 75,91 44,29 4 5 34 14 LSA0943

LSA1190_244_313 LSA1190 ACGCATCTGGCCTTTTATGTGGGTTGGCCAAAAGCTTGGTCGGCAATGAACGCCGCTAAAACAATTTACC 321 244 313 77,67 48,57 4 5 41 14 ref|NC_000913.2|:c2895964-2894555

LSA1191_76_145 LSA1191 TTTGTTGGGCAAAGCTATTTATCAATGTTGGTTAACGAACCAGATGTGAATGCTAATGTTGGTAATGTCA 414 76 145 72,4 35,71 3 5 38 15 LSA0921

LSA1192_295_364 LSA1192 GTCGCTGAGCTACAAGCGAACTTGGTGATAATGGGCCGTAAAATAGACTGGTATGATGGCAAATTAGACC 420 295 364 76,5 45,71 4 5 38 13 LSA0687

LSA1193_434_503 LSA1193 CGATTTTACGGTGTGCTTATATGACCGACGAACCGATTGTTGATTATGAATTAACGGAAAAAGGGACACC 639 434 503 74,74 41,43 5 5 40 16 ref|NC_002695.1|:141455-143005

LSA1194_438_507 LSA1194 GATTGCTTCATTTATTTCATTTCCTATCGGTTCTATTTTGCCACTAGCAGCAATTACCCTTTTCCCTAAT 681 438 507 72,4 35,71 4 6 41 15 ref|NC_002655.2|:2931851-2932702

LSA1195_639_708 LSA1195 GATTATTCGGAACATTCTAATCGGCCTAGTCACCATGGCTATTCACTACGGCATCGGCCAACTTTTCTAA 708 639 708 75,91 44,29 4 5 30 13 ref|NC_000913.2|:1733402-1733983

LSA1196_304_373 LSA1196 CAAATGCTTGGCCAGATTAGTAAACATTATCCGCAAGCAACGATTTATTTTATATCGCATGTCAAAATTG 609 304 373 71,81 34,29 4 6 38 14 LSA0825

LSA1197_624_693 LSA1197 ACCAGTCATTCTAAGTCATGTCGGGTATTTATCCAGTACCTTAAGGCAAAAAAGTAGTCTAACGACTAAC 801 624 693 73,57 38,57 6 5 35 15 ref|NC_004431.1|:c944194-942509

LSA1198_37_106 LSA1198 GTTACAGGTCACTATTTACCAATCGAACAAGTGACAGACGAAGTATTTGCTAGTAAGGCAGTTGGTGATG 477 37 106 74,74 41,43 3 6 38 14 LSA0922

LSA1199_1199_1268 LSA1199 AAGATTTGGCGATTAAAATCCTACAACAAAAATCGCGTGAAAATTGTCGGATTCCAATGCAATGGGATAT 1650 1199 1268 72,4 35,71 5 6 40 15 LSA0299

LSA1200_1284_1353 LSA1200 TGGATTTGCATCATTCTTAGATCCAAAACACCCAGCAGATTTATCAAACCTCTGGATCTTCATTGCCGCT 1479 1284 1353 74,74 41,43 4 7 37 14 ref|NC_000913.2|:c4338547-4336277

LSA1201_311_380 LSA1201 CCAATGTCCCCCAAGCATCCTTCCATCTAGATTCCACTGAGATTCTTCCTGCAACATACATTCAGCGATT 714 311 380 76,5 45,71 5 5 37 13 ref|NC_004431.1|:4692105-4693421

LSA1202_209_278 LSA1202 TCGAACAAGTGCATTGTATCGAGCCACCTTCTGAATTTTCTGAAGTGCATACACAATTACGCATCGTCAT 459 209 278 74,74 41,43 4 5 38 14 ref|NC_002655.2|:4758738-4759163

LSA1203_1951_2020 LSA1203 TATTGCTATACGTTAGAGGTACCAAGTGATACCAAAGGCCCGACTTATCTATATTTACCGCATCAGGATT 2544 1951 2020 74,16 40 3 4 37 13 ref|NC_004431.1|:c3744888-3742666

LSA1204_169_238 LSA1204 ATCATGGTAATCGGTGTCATTTCCGGATTATTCTGGAGCATTGGTCAAGGACAACAATTCCAATCAATGC 867 169 238 74,74 41,43 3 6 38 15 ref|NC_004431.1|:339511-340773

LSA1205_273_342 LSA1205 CCTATATGTCAACCGCTCTCTAACCCAAATTAACTTAACGCCGTTTGTCGAGACGTTTAAGTTACGGAAT 609 273 342 74,74 41,43 3 8 38 15 ref|NC_004431.1|:c3712226-3710892

LSA1206_411_480 LSA1206 CGATCTTGCTAAGTATCAAGCAACGCCGGATAAAGAACAAGCCTTTAGAGCTTATTTCAACTTGAAGCCA 1059 411 480 74,74 41,43 3 5 35 14 ref|NC_002655.2|:c4487730-4485655

LSA1207_1627_1696 LSA1207 CATCTATTAGGGATCAATAGCCAAAATTACGTTCAATTTGGGACAGACTTACTTTCCAAGCAACACGATC 2178 1627 1696 73,57 38,57 4 5 35 14 LSA1387

LSA1208_173_242 LSA1208 AGTCAGTCATTAGCATCTTGACTGATCAATATGTCAAAAAAGTGCGGACGACACAAGGAAGTGCGTTGAA 462 173 242 74,74 41,43 6 7 38 14 ref|NC_004431.1|:c3460261-3456362
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LSA1209_672_741 LSA1209 AGCCGCACCGATTTTAATGATTGGTGGGTTACAAGTCAGTCGTTTTAAGAAAAAATATTTAAGAGGTGAG 753 672 741 72,99 37,14 6 5 0 0

LSA1210_388_457 LSA1210 AATACGATTGCTGGGCCATACTGGTATACGAAGGGCTATTATCTAACGGCATTATTCAGTTGGGTGATTG 591 388 457 75,33 42,86 3 4 35 16 LSA0363

LSA1211_302_371 LSA1211 TGCAATTCATCGGTTGGGCAGCCGTTAATACCTATATTGCGGCGACTTCTGTGAGCTTTATTTTGAAAGA 753 302 371 75,33 42,86 4 5 37 15 ref|NC_004431.1|:c2005243-2004194

LSA1212_245_314 LSA1212 GGTCCGAGCGTAAGAAAGCACTGACACACCAAGATGTTAAAGACCGAGCCCTCAAAGCCCTTAAAATGCA 885 245 314 77,67 48,57 4 4 32 15 ref|NC_004431.1|:1242377-1243114

LSA1213_166_235 LSA1213 ATGCATGTCACTGACCAATACGGCCTTGAAGTTGGGAAACCTGCCCACTTAATCTTAATGGCTAGTGATA 339 166 235 75,91 44,29 3 5 37 14 LSA0756

LSA1214_1347_1416 LSA1214 TGGGACCATCGAGGTTCAAAGTGAACCAGATCAAGGGACAACCTTTATATTAACTTTCCCAGACGAAACC 1437 1347 1416 75,91 44,29 3 6 40 14 ref|NC_002695.1|:5128617-5130203

LSA1215_633_702 LSA1215 CCATATTAAAAAACTCCGTCAAAAGATCGAAGAGGTTGGTCCCCAAGTGATCCAGACGGTCTGGGGTGTC 741 633 702 77,67 48,57 6 6 38 15 ref|NC_002695.1|:273791-275551

LSA1216_81_150 LSA1216 ACCTGCAATCGATTTTCATTGCTTTGGTATTCTCTATCTCGAAGTTAATCAACAACAGATTGACCTCGCA 228 81 150 73,57 38,57 4 5 41 15 LSA0074

LSA1218_197_266 LSA1218 TAAACGGTAGTTACATTCAATTTGAAGGCCAACCAGTTTATCAAGGAACGATTCCAACTAAGACGATTGA 765 197 266 72,99 37,14 3 5 37 13 ref|NC_004431.1|:c4624633-4623260

LSA1219_1151_1220 LSA1219 TTGCCTTTGCAACTGTCTCATTAGGTGTGATTTTCTTAAGAAGAATTCCAAACTACAATGAGTTGCCTCA 1392 1151 1220 72,99 37,14 4 6 38 15 LSA1240

LSA1220_320_389 LSA1220 TTTTAGGTGCAATAGGACGTGCTAGTCAGACGTTAACGTTGTCTGAGTTAGTCAACCTAAATTTTAAGCC 876 320 389 74,16 40 4 7 35 13 LSA0586

LSA1221_492_561 LSA1221 TGAATTACAGGAATACCTAGTTTATTTTCGAGATATCTGTATTAGAAGTACTGATAGATGTGATTTGGCA 696 492 561 70,64 31,43 4 5 37 13 SKP0006

LSA1222_1122_1191 LSA1222 TAAGGGATTATATGGGCATCCGCCAGTAGCTATTAAACCGGAAATGGTTACTAAGATTATTGGCGACCAA 1401 1122 1191 74,74 41,43 3 5 40 15 ref|NC_002655.2|:185084-186508

LSA1223_390_459 LSA1223 ATTAGTACAAGTCAGTCGCGTAGCTTTAGGGGCACCAAGACGAACCTGTCTAGTTTGTGGTCAGGATGCA 552 390 459 77,67 48,57 4 4 38 13 LSA0299

LSA1224_1424_1493 LSA1224 AAGCTTATGCAATTACGGGTGAACCGGCACCTATTAAATATGGGGATCGGCTAGTTGCCTTAATTGAATA 1533 1424 1493 74,74 41,43 4 6 38 13 ref|NC_002655.2|:3777176-3777868

LSA1225_588_657 LSA1225 CTTACGACAAGAAGCAAGTCTCATTAAACAATTAGGATTTGACGGAAAATCTGTTATCAATCCACGCCAA 858 588 657 72,99 37,14 4 5 38 15 LSA1617

LSA1226_31_100 LSA1226 ACGATGGAATCAAGTGATATTATGATTACCTTAAGTCCCAATAAGACAGGTTTAGAAATTAAACTACAAA 306 31 100 70,06 30 3 5 42 14 LSA0417

LSA1227_365_434 LSA1227 GAGGTTTTCCTAATATTGACACCTATCGTCAGAAATTACTAACTGCCAAAAGAGAAGGCCGGCGGATAGG 990 365 434 75,91 44,29 4 6 37 15 ref|NC_000913.2|:c3202153-3201332

LSA1228_28_97 LSA1228 GAACTAATGATATTCGGAATGGGTGGCGTTTTTCTAGTACTTTTTATCCTTTTCGTCGCAGCTAAATTAT 123 28 97 72,4 35,71 5 4 42 15 LSA1148

LSA1229_245_314 LSA1229 TATTTCCGTTACTAATTTTTATCGGAATTGGTGCAATGATTGATTTTGGGCCGTTACTACAGAATCCATT 1122 245 314 71,81 34,29 5 5 38 15 ref|NC_002695.1|:c687179-685932

LSA1230_321_390 LSA1230 AGTATCAGAAATATTTGTAGAACGAAATCAATCGGTTAATGCAGGTGATGCATTAATTACGATTAAGTAG 390 321 390 70,64 31,43 3 8 42 14 ref|NC_002655.2|:2187814-2188464

LSA1231_152_221 LSA1231 TTGCTAGTGGCGAAAATCCCAAGAGCCAATTTATTGTTCGGCGATTACTAGTGCCTAATCCAGAGGCAAA 318 152 221 75,91 44,29 4 5 34 18 ref|NC_000913.2|:4417946-4419400

LSA1232_1176_1245 LSA1232 ATTCCATCTACTCAGCCCATTGGTTGCGTTTATCTATCTATTATTAAGATTAACAGGATTAGATATGGGG 1350 1176 1245 72,4 35,71 4 6 37 15 LSA0270

LSA1233_436_505 LSA1233 TTTAAAAACGATGGTCAATTGAAGCAGTTAGTAGAAAAAGCTGGCGTCTTGTTACCTAATACAAGCCCGA 768 436 505 73,57 38,57 5 5 37 15 LSA0423

LSA1234_81_150 LSA1234 GTCCGATGAACTTGATCCAGAAGCAATTGTTAAACGAAAACTGACGATCTATTTAACGGCTTATTATCTT 264 81 150 72,4 35,71 4 6 40 15 ref|NC_000913.2|:c3180456-3179641

LSA1235_912_981 LSA1235 GAAGATTCCTGCTGGTACACAAACGAACACTGTTTTCCGTCTACGTGGTAAGGGTGCGCCTAAACTTCAC 1152 912 981 77,67 48,57 4 4 35 14 ref|NC_004431.1|:c1794812-1794147

LSA1236_1657_1726 LSA1236 GAAGACATGAAGACAAAACGCGATGCGTTAAGTGAAATTGTTCAAGAATTGACAGTTAAGTTATATCAAC 1842 1657 1726 71,81 34,29 4 5 42 15 ref|NC_004431.1|:215161-218643

LSA1237_515_584 LSA1237 AAGCTGACACCGTGGTTCAAGTCTTCCAAAAGGGCTATTATTTGAAGGACCGCGTTTTACGACCAGCAAT 603 515 584 76,5 45,71 4 5 40 14 LSA1517

LSA1238_672_741 LSA1238 ACAAGCCTCACAGGAACGTTTATATGTGGGGGGCCAATCGAACTTATTAAACTTCTCAGAATTGACGGAT 1059 672 741 75,33 42,86 6 5 35 13 LSA1790

LSA1239_176_245 LSA1239 TTAATCCACAGGCTGAATTTGGTTGGCAATTGGACCGCCTAATTATTGGCCGTTACGTTTGCATTGCCAG 648 176 245 76,5 45,71 3 7 40 15 ref|NC_002695.1|:313448-314080

LSA1240_300_369 LSA1240 TACCGCTAAATTGCAAGTACTAAAGGATAACGGCGTCAATCGCTTGAGCATTGGCGTGCAGTCTTTTAAT 1140 300 369 75,33 42,86 4 4 37 14 ref|NC_002655.2|:c4710009-4709344

LSA1241_879_948 LSA1241 AGCGTTGATTGACCAACTCCACCAAGATGAAGCTGATACCCGGACTTATTTTGAGAAATTAGAGGCCCAA 954 879 948 75,91 44,29 4 4 37 15 ref|NC_000913.2|:3656389-3656916

LSA1242_489_558 LSA1242 TCGCCAAACATTCCGCTTTATTGCGGGCTGTTCAAAAGGGACTTATATTCGGACTTTAGCTGTCGATTTT 918 489 558 75,33 42,86 4 4 37 15 ref|NC_002655.2|:101693-103009

LSA1243_539_608 LSA1243 GGATTACCAGCAATCGGCTCAAGGTATACCGCACCCAGTATAGTTTTAGTGATGTAGCGGCTGCTTATCA 741 539 608 77,09 47,14 4 5 35 14 ref|NC_004431.1|:4841048-4842484

LSA1244_88_157 LSA1244 ATGACCCATAAACGGCGGGTTTTTAAACGCCGCTTAGTGATTGTTTGTGCGGCTGTGTTGACCATTTTTT 198 88 157 75,91 44,29 6 5 37 17 ref|NC_000913.2|:c2145564-2144716
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LSA1245_87_156 LSA1245 TCGTTTGCGTCAACTAGTACTAATTGGTATTGGCTGGTTGATGTGTCTCATTCCCACCGCGACAACAGTT 519 87 156 76,5 45,71 3 5 37 14 ref|NC_004431.1|:c1060353-1059727

LSA1246_1017_1086 LSA1246 TTGGCACCGGCTCCTTTCGAGTTTGTCTATTGCAGCAATTTTTACCACGATTGAAATATTGGTCGGATTA 1320 1017 1086 74,74 41,43 5 5 40 14 ref|NC_004431.1|:4156335-4157321

LSA1247_141_210 LSA1247 AGTTTATTACAGTATCTTGTCTAATCTAGCCAGTGATGCTGAAAAAGCACAAAAGGGTTTGGATAAAGCA 357 141 210 72,4 35,71 5 5 40 16 LSA0449

LSA1248_2550_2619 LSA1248 TGAAACATATAATGTTTCTAAGATCGGGACAATTGCCGGTTGTATCGTTGATACTGGTGTTATCCGACGT 2814 2550 2619 74,16 40 3 7 41 15 ref|NC_002655.2|:c3886778-3885390

LSA1249_151_220 LSA1249 CAGAAGAAATTGACTGATAAGAGTCATTTCTACAAAATCCCAGAAACAAAGGCCTACACCGCGGCCCAAC 306 151 220 75,91 44,29 4 6 35 14 ref|NC_002695.1|:c845383-843731

LSA1250_227_296 LSA1250 CAGACTTTTACACAGAATTGTTCGAGTATGTTGACCATCAAAAGGCCCGTCAAGAACTATTTGGAGAACG 303 227 296 74,74 41,43 4 5 38 14 LSA0005

LSA1251_542_611 LSA1251 ATGTTTCTAAAGTGGAAAACACAACTAAAGGCCCTCAAGTCTTTGTTAGTCGGACACACCCTGATTTGGT 1218 542 611 74,74 41,43 4 5 38 15 ref|NC_004431.1|:c3048898-3048683

LSA1252_70_139 LSA1252 GATGGCGAGAAGATTTATCAAGGAATATTAAAGGCGCTTGATCAAGAGACCTTAACATTAGCCATTAAAA 213 70 139 72,4 35,71 4 6 42 15 ref|NC_002655.2|:c4127240-4125753

LSA1253_51_120 LSA1253 TCAACACCATTTTGAGCTAGTCGACGTTGAATTTGTTAAAGAGGTAGTAGCTGGTATCTACGTGTCTTCA 162 51 120 74,16 40 4 5 42 13 ref|NC_002695.1|:5478724-5479443

LSA1254_4_73 LSA1254 ACAGAAAGTAGTATGACAAAGATTAACCAATTTCGGGATGCACGTCATTGGCGCCCATTCCATAATGAAA 300 4 73 74,16 40 3 5 38 16 ref|NC_002695.1|:1110689-1112536

LSA1255_1498_1567 LSA1255 AATTATGCAGGTGTCATTATTGGTCCATCAGTTAAATATCGAAATGGTCGGATTGTGTTTGATAAAGCGG 1761 1498 1567 72,99 37,14 3 4 40 14 ref|NC_004431.1|:153907-154677

LSA1256_3776_3845 LSA1256 TTGATTCTTGTCTCAAGATTAAATATATGTTCCCGAAAGCCCATGCGACCGCCTATATTTTGATGGCGCT 4341 3776 3845 74,74 41,43 4 7 40 15 ref|NC_000913.2|:c2491276-2490026

LSA1257_1195_1264 LSA1257 AAATTACAATTCACTAAAGGGATCGAAATTGGCCATATCTTCAAATTAGGAACACGTTACACTGAACAAT 1710 1195 1264 71,23 32,86 3 5 38 14 ref|NC_004431.1|:c3288668-3287976

LSA1258_843_912 LSA1258 TGGTCAAGTAGGGGTCACACAAAAAGTCAAAATGAATCATAGCCTAAAGGCCAAGATTTCTTACGGCTTT 1278 843 912 74,16 40 5 4 35 14 LSA0398

LSA1259_551_620 LSA1259 CCGTTGCAGCAGTTTACTTATACTTCTTCCCACAAATTTACTCATTGCCAATCATGTTAGGCTTAACCTT 789 551 620 73,57 38,57 3 4 37 15 ref|NC_000913.2|:c1625404-1623359

LSA1260_518_587 LSA1260 TTGATGATGACTTGATTAGTCAATATTTGATGACTGGCTTCTTAGGGGAGTATGCGGATCCTGAATTATT 756 518 587 72,99 37,14 4 5 38 13 ref|NC_000913.2|:c3072711-3071998

LSA1262_228_297 LSA1262 AGATATCGAGAAAGCTCTTTACACAGCTGATATCGGTATCTCACCAGCTAACGATGGTTCAGTAATCCGT 558 228 297 75,33 42,86 3 6 41 15 LSA1287

LSA1263_284_353 LSA1263 TTGGTGTCCCAACGCGTGTTCAAACATCAATTGAAATGCGTCAAATCGCTGAACCTTACATCCGTCGGAA 726 284 353 76,5 45,71 3 5 38 14 LSA1672

LSA1264_437_506 LSA1264 AAAATGATGGCGATCACTTCGGTTCATACTTACACAATGGTGGCCAAATCGCTTCATTAGTTACTTTAGA 876 437 506 73,57 38,57 4 5 40 14 ref|NC_002655.2|:1660546-1660704

LSA1265_243_312 LSA1265 TGAAGAATCAGTACGTGCAGGCCAATACTTTGTAAATCACCGTTGGTTAGGTGGTACATTAACTAACTGG 795 243 312 74,74 41,43 3 5 40 14 ref|NC_002655.2|:c3660311-3659601

LSA1266_180_249 LSA1266 ATCCGCTTTAAAAGCCGAATACGCCTTTAAACACCAAAGCCGTTTAAAAAAGGAACGGTACTTAATCGCA 276 180 249 74,16 40 6 7 44 14 LSA1873

LSA1267_212_281 LSA1267 TCGAATTACAACCACGCTTGGCAGATATGGCACAACGTTCAATCGAACTAAACGCGTTGACGGAACAGCT 744 212 281 77,09 47,14 3 5 37 14 LSA0461

LSA1268_3_72 LSA1268 GTTTTTCTCATTTGCCCGCTTCATCGTGCGAATTCTTGCCTGGTTACTTAATGGCCGAATCAACGTTGAA 624 3 72 75,91 44,29 5 5 37 13 LSA1467

LSA1269_773_842 LSA1269 AATTTGTACCGACGAAGATGGTTTACGAAAATTACAAAGCCGCTAATGCGCCTAAGCAATTGTGGGTTGT 936 773 842 74,74 41,43 4 6 0 0

LSA1270_12_81 LSA1270 GCGAATGATGACTGTAAGCCATCGTTTGACATTCGGCGTTAACCGCAAGGAAGCACACGTTTAGATTAGG 81 12 81 77,09 47,14 3 6 58 29 LSA1622

LSA1271_1477_1546 LSA1271 TCAAGTGGACAACGACAATTACTCTCATTTGCTAGAACATTAGTGACCAATCCGAAGATTCTGGTCTTAG 1791 1477 1546 74,16 40 3 5 38 13 ref|NC_004431.1|:c2756411-2755791

LSA1272_1168_1237 LSA1272 TATCAGGGCCGAATTAAGATTAACCAGAACGATATTCGGGATTACACATTAGATGCATTACTCGATAGTA 1746 1168 1237 72,99 37,14 3 6 38 13 LSA0693

LSA1273_88_157 LSA1273 AAGAAATATTTCGAAGAAAATCCACCAGTTAATGAAGATATGTTGAAAGCTATGATGATGCAAATGGGGC 231 88 157 71,81 34,29 4 5 42 16 ref|NC_000913.2|:347906-348796

LSA1274_71_140 LSA1274 CACCCGAAGAAACAATGGAACGTCAAGAACTACGGGACGCTTATTTGAAGGATTTCCGTTCTAGTTTCCG 243 71 140 76,5 45,71 3 5 35 15 ref|NC_002655.2|:c2852310-2851096

LSA1275_121_190 LSA1275 TCTACTGTCCATGGCCATTTAGCCCGACTTGAGAAGAAGGGCTTATTACAAAAGGATCCCACTAAGCCAC 615 121 190 77,09 47,14 4 6 37 15 ref|NC_002655.2|:c4678028-4676001

LSA1276_223_292 LSA1276 GGGTTTGCACCTGCTCGTAAGAAGGGCAAGTTGCCACGCGAAACAGTTTCAGCTAGCTATGGTTTAGAAT 519 223 292 77,67 48,57 3 5 35 15 ref|NC_002695.1|:c2858049-2857249

LSA1277_2078_2147 LSA1277 AATTACAATTACCGCTAATGATTTTCATGTTGCAGGTGTTTTTTGACCTCGGATTTGTTAGAATAGAACG 2313 2078 2147 71,81 34,29 6 4 40 15 ref|NC_004431.1|:c3755279-3753621

LSA1280_354_423 LSA1280 CGCTACTTATGGCGAACCTAAATCAATTCCTATCAAGGAATCTGATCCACAATTACCAACCAACCCTTAC 993 354 423 74,74 41,43 3 6 41 15 ref|NC_002655.2|:c5028747-5026096

LSA1281_142_211 LSA1281 AAAGTCGCCCTTGCTAATCAGGGAATTTACAATGGGATGCTTGGTGTCTTAATCATCGCCGTCAATTGCT 366 142 211 75,91 44,29 3 4 38 14 LSA0951

LSA1282_69_138 LSA1282 AGTTTTCGGTCTCACAACCCAATCTAAGAATGTTTTCAAAAATATCGGTGCCTCACTTAAAAACGTGGTT 327 69 138 72,99 37,14 5 5 42 14 LSA0767
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LSA1283_1617_1686 LSA1283 GGTTAATATGAGTGGCCTACCAGGAGGAGCCAATTTAGGATTGGTTGATAATAATAGTGAAATAGCAATT 1836 1617 1686 72,99 37,14 3 5 34 13 LSA1231

LSA1284_218_287 LSA1284 ATGGCCAAGAAATTCATTACACAGCGAGTGGTTCCCAAAATGCCACTGGTCGTTTACCACAAACGGGTGC 396 218 287 77,67 48,57 4 5 37 16 ref|NC_002655.2|:3867771-3868766

LSA1285_448_517 LSA1285 ACGCTAATTGATCCAGAAAAACCAGGGATAAATTGGTGGTTATGGGGTTCTCTAGGGATATTATTATTAT 582 448 517 72,4 35,71 5 5 35 15 ref|NC_004431.1|:1726211-1726717

LSA1286_c_119_188 LSA1286_cATGGGTTAGGACAAACGGATGCTAGTTTGGGTTATTTCGCAATTAAAGCCGAAAAGGGGCAAACATATCC 477 119 188 75,33 42,86 4 5 38 13 ref|NC_002695.1|:1064301-1068329

LSA1287_335_404 LSA1287 CCGATAAAGATAACCAATTAAATGGTTCAACGTTGAACTTAGCTTCTACTGGTTCATTAGGTGAAGATTT 612 335 404 71,81 34,29 3 7 40 14 ref|NC_002655.2|:4534852-4535064

LSA1288_186_255 LSA1288 AACACCATTGTGGCTCAGTGCTAATTGGACAGGCCGTTTTGGGTTAGCGTTACCAGATGATACGCAAGAT 510 186 255 77,09 47,14 4 5 35 15 ref|NC_002695.1|:493134-494105

LSA1289_78_147 LSA1289 GAGTTTCATCGCCTTTTATAAACATAACGCGACCCTCAGAAAAAGCGCCAGCGTCACTTTCTGGATCAGC 195 78 147 77,09 47,14 5 6 38 15 ref|NC_002655.2|:3327989-3328246

LSA1290_1217_1286 LSA1290 CAGAAGTTAAAGAACCATACGTCAAAGCGTCAATCATGGTCCCTAACGATTATGTTGGGGCTGTGATGGA 1839 1217 1286 75,91 44,29 4 5 40 15 LSA1198

LSA1291_33_102 LSA1291 AGATCAGATTGAAGGCACAGTTAAGAAGGTCGTCGAAGAAGTGACCCACGATAAATCGCAAGAAGAAGCC 144 33 102 76,5 45,71 3 4 47 14 ref|NC_000913.2|:4183373-4187596

LSA1292_188_257 LSA1292 ATAGCCAACCCGTTAATGTCCTCGCCGGATTATTAGCCAGTGCCGATTGGTTAACACTTGATGATCATCC 312 188 257 77,09 47,14 3 5 42 14 ref|NC_000913.2|:c160112-159186

LSA1293_66_135 LSA1293 ACACCCTTATCATCATCACTTTTGGTTGAGCCTGGCGTTTTTGCTTGTGGCAATCATCGGCTTAGGCACC 552 66 135 77,67 48,57 5 4 38 16 ref|NC_000913.2|:2350669-2352297

LSA1294_712_781 LSA1294 CGTGGAGTTCAAATGGAAGGTCAGTCAATTGGCGATAATAGCATTCAATTTAACACTTATATCTTCAACG 837 712 781 72,99 37,14 3 5 40 14 ref|NC_004431.1|:c4948799-4948203

LSA1295_536_605 LSA1295 TTTATATCGGTGTCTTCTTTTACCTTTTCCGCAATAATCGGTTACTGCAATGCCTGACAATTATTGTTTT 807 536 605 71,81 34,29 4 7 37 15 ref|NC_000913.2|:2042887-2050038

LSA1296_195_264 LSA1296 TAATATCGTAGTTTTCATTGTATGGATCGCAACTTTATCCGTTAAAATCCGTCGTCTGCACGATACAGAC 366 195 264 73,57 38,57 4 6 34 13 ref|NC_000913.2|:c3714303-3712084

LSA1297_203_272 LSA1297 TCATCATCTTGTTAGTCTTCGCCTTTTGGCCAAAGGGGTTTACTAAGACCATGCTAATTGCTAATTTAAA 459 203 272 72,99 37,14 4 5 38 14 ref|NC_000913.2|:1808958-1810349

LSA1298_425_494 LSA1298 AAGTGGCAGTCTTTGATACTTCTTTCCACACGACAATGCCCGAAGAAAACTATCTTTACAGTTTACCATT 1197 425 494 73,57 38,57 4 5 40 13 LSA1002

LSA1299_275_344 LSA1299 TTAAAGTGGAGCCTAATAAACAAATGACACCTGATGCAATTGGTTATTTAGTCGCATATTTGGCGGAAGT 1011 275 344 72,99 37,14 3 5 37 16 ref|NC_004431.1|:c4656205-4654652

LSA1300_196_265 LSA1300 AGTCAATCCAAGACTGATTTAAAGGGGATTAAAGCCACAACAGGTGAAAGCAAAATTCTAAGGAAACAGC 339 196 265 73,57 38,57 4 5 42 15 ref|NC_002655.2|:c675170-673269

LSA1301_336_405 LSA1301 ACTTGACTATCAGCGACCGTTTGTTCAAATCGATACGACTTTTACGGATCAGAGTCGCTACCAACACGAA 462 336 405 75,91 44,29 4 6 37 14 LSA1566

LSA1302_40_109 LSA1302 ATCATCGCCTTAACCTTAGTATTAGGGGCTTGCTGGCTATTAACGGTAAGTCTACTACACTTTAAGCAAC 306 40 109 74,74 41,43 4 5 40 14 ref|NC_002655.2|:c2097507-2095195

LSA1303_215_284 LSA1303 CATTTAGAAATCATCAACTCGTATTACCAGAAACTTTAACAGTGAGTAACCCAGCCGAATGGCATTTAAT 405 215 284 72,4 35,71 3 4 38 14 ref|NC_004431.1|:2933414-2934715

LSA1304_54_123 LSA1304 CATTATTGCGTTACTAATCTTATTAGTTGCACCAAACCTAGGTGCTCAAAAACAGCGCGCGGAGAAGAAA 300 54 123 74,74 41,43 5 6 41 15 ref|NC_004431.1|:c3552080-3551517

LSA1305_651_720 LSA1305 GTTAACAGAAATTTGTGCTTTACAGAAGCAACTGCAACAAAATACATGGCTGGTGACCTTGGTAGCACAA 1008 651 720 74,16 40 4 7 40 14 ref|NC_002695.1|:c2458530-2457598

LSA1306_733_802 LSA1306 TTATTAGATCTTGGTATTTCTGAGCTGCAGTTGCGGGCCTGTCTAACGGGAATTGCCTACCAATCGTTGG 891 733 802 77,09 47,14 3 6 35 14 ref|NC_004431.1|:1358376-1358807

LSA1307_32_101 LSA1307 AGGGTCGTAAAAACGCACAAGATGCAAAACGCGGCAAGATTTTCCAAAAACTATCCCGTGAGCTTTTCAT 732 32 101 75,33 42,86 5 4 37 16 ref|NC_002695.1|:c520220-519642

LSA1308_88_157 LSA1308 GAACAAACATCCGTCCCACTTTTGGAACGCGTCTTGAAAAATGAACCACTCAAGCAGTGGTTGAGTCAAT 501 88 157 75,91 44,29 5 7 35 13 ref|NC_004431.1|:3134994-3137108

LSA1309_123_192 LSA1309 AAAATTACTCGCTTATCTCACTAATGACGTCACCGTTGAAGTCCAAAAACAAGGCAACTCAGAACAAGCT 375 123 192 74,16 40 5 4 40 15 ref|NC_002655.2|:c3659125-3658076

LSA1310_231_300 LSA1310 TGAAATTGTGCATTTAGGCTATTTTTTAGTGTTCTTAATGGGTCTAGCATCCGCTAAATGGGGTTTTATT 1092 231 300 71,81 34,29 6 7 37 13 ref|NC_004431.1|:c1658930-1658595

LSA1311_149_218 LSA1311 CTGGACAAGACTTAACAGAAGCCTTCGCAAACTCACACCACACACCTAAACGACTTCAAAATCTCCCTCA 240 149 218 76,5 45,71 4 4 34 13 ref|NC_002695.1|:c477734-474591

LSA1312_713_782 LSA1312 AAGCAACCGATACGAAGTTAAGTCAACAACTATTGGCTAAAAAGAGTAGCTTAGTACCTTGGTACGTTTT 1014 713 782 72,99 37,14 5 5 35 18 LSA0656

LSA1313_636_705 LSA1313 CCAATTATTACGACAAGGATTAGGTCAATCATTGATTTCAAGTGCCGCATTACTTGATTATCCAGAGATT 828 636 705 72,4 35,71 3 6 37 15 ref|NC_000913.2|:1463416-1472037

LSA1314_1170_1239 LSA1314 TTATGTACTCTTAATTGGCAGTGTCTTATTATTATCAGCCTTGTTTGGCCTAACGGGCGTCTGGCTCAGT 1317 1170 1239 75,33 42,86 3 4 37 14 LSA1069

LSA1315_733_802 LSA1315 GAAAATGAAACGATTGTTTATTTGATTGAGGAACTAATTGTGCAACAACCGGTCGATCCACAGAAACCAC 822 733 802 73,57 38,57 4 5 41 14 ref|NC_002655.2|:193361-194086

LSA1316_628_697 LSA1316 CGTTTAGCACAAGATGAGCGCTTAACTGTCTTAAAAGTCCAGATTCACACCGGCCGAACACATCAAATTC 903 628 697 75,91 44,29 4 4 34 14 LSA1597

LSA1317_387_456 LSA1317 CCAATCACTCGTTTTCCTAAACATGCCAACAGTTCAACAACCCGAAGCTTACATCGGTAATGTAATGAAT 558 387 456 74,16 40 4 6 37 15 ref|NC_004431.1|:4669543-4670622
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LSA1318_67_136 LSA1318 TCGCTTCCAGCGGATTCTGGATTGGGGCTTATTATACCATCACTAGTTGAAATAGCAGGATTCGTCCTAT 303 67 136 75,91 44,29 4 5 37 14 ref|NC_004431.1|:1008613-1009701

LSA1319_61_130 LSA1319 TATGAGGATCAAGCCTTCTATGAAGCGCTCGCAGAACTCAATCAAGCATTAGCAACTCGGATTGAACAAC 177 61 130 75,91 44,29 2 6 41 15 ref|NC_002695.1|:c4666352-4663938

LSA1320_50_119 LSA1320 TTCAGAATTTTCTGAAGGCGAGTGCGACACCGTTTCAAGATGAAGTGACTTGGCACGATTTAGCAACCAT 699 50 119 75,91 44,29 4 7 35 15 LSA0422

LSA1321_1233_1302 LSA1321 AATGGGCACTTATCTCTATCAAAGTTTCATGGATTCTAAGTCATTGGAATGGGCAGCCTATCGTCAACAA 1344 1233 1302 74,16 40 3 5 38 13 ref|NC_004431.1|:4617393-4618229

LSA1322_291_360 LSA1322 ATTGTTAGCGGAAGAAATGCTTTCAGTCGGCGGTTTAGTAGGACAACGACCATCTATTTCACAATCATCT 372 291 360 74,74 41,43 3 5 40 14 ref|NC_000913.2|:c2961136-2960771

LSA1323_119_188 LSA1323 TTGGTGTTTTCCAGGTGGGTTTAAGTTGGAAAGTAGCCGCTAGTAAAATTCCAATTTTACGGCAACAAAT 546 119 188 73,57 38,57 4 8 37 13 ref|NC_000913.2|:4031168-4032619

LSA1324_81_150 LSA1324 TTCACGCCAAGTTATTTCTAAGTGGGAAACCGACAAAAGTGTACCGGATTTGAACTTATTAGTCGGACTT 864 81 150 74,16 40 4 5 38 13 ref|NC_000913.2|:1739437-1740585

LSA1325_992_1061 LSA1325 CTGATGACATGGTTAAGTTTGCGGGTTGTGTACAAGCACAATCACCAATCGATTCTTTCGTCACGCCAAT 1257 992 1061 75,91 44,29 3 5 37 16 LSA0902

LSA1326_816_885 LSA1326 GCGGCAATTAACGTGGTTTAGAAACCAAATTCCTGTTAACTGGTATAATCTAGTCGAGCATCAAGAAGCA 933 816 885 74,16 40 3 6 35 15 LSA0748

LSA1327_19_88 LSA1327 AATGGTTTCGTAATCGGGACTGTTTCTACTGTTGGTGCGATTGCCGGTTCACTCTTTGCATTTAAGAAAA 180 19 88 74,74 41,43 4 5 41 14 ref|NC_004431.1|:c4974076-4972379

LSA1328_323_392 LSA1328 CATTAAAACTTCGCAAAGCAGGTTTTACGAACGTTAAATGGCTCCAAAAGGGTTTTAACAACTGGACAGG 414 323 392 74,16 40 4 7 38 15 ref|NC_002655.2|:2815709-2817868

LSA1329_76_145 LSA1329 GACATTCAACAACGTTGGAGTATCGATACAGATATTTTAGATGAAGGTAGCCACATTGTGCCCGATATCG 972 76 145 74,74 41,43 4 5 40 14 LSA1385

LSA1330_54_123 LSA1330 CCATGTTGGTAAGCGACTTTGGGATATTGAGCTAACGAGTATCGAGTTACGTCATGTCTACGATGCTGGT 234 54 123 76,5 45,71 3 4 38 14 ref|NC_002695.1|:c2158182-2156899

LSA1331_238_307 LSA1331 GGGAGCCAATTAGAATCATTAATTGGTCATTGGCGCTTATTAGCAATCTATATACTCAGTAGTTTAGCAA 666 238 307 72,4 35,71 3 7 34 14 LSA1470

LSA1332_244_313 LSA1332 AAGCGTCAGATGGCCTTTTATGAGTTGACACCAACAACGGTCCTTGAGAGAAGTCATTTTGGCGTCCTAG 543 244 313 77,09 47,14 4 4 40 14 ref|NC_002655.2|:4454268-4454867

LSA1333_27_96 LSA1333 TACAGAATGTCACGAACGTAGTTACTTATCAAACAAAAATAAACGTAACAATCCAGATCGCTTGGAATTA 150 27 96 71,23 32,86 5 5 41 15 ref|NC_002655.2|:c880165-879377

LSA1334_1926_1995 LSA1334 TAATGATTCAAACAGCAAGCAAGTGGAAACCGTCACATCAAGTCTTGTTGGGTTCGCCCCATATAATGAT 2115 1926 1995 74,74 41,43 4 4 32 15 ref|NC_002695.1|:581353-585738

LSA1336_1991_2060 LSA1336 AACGACTTGCGATTCAAGAATTATTGGAACAGCATAAGATTTCATGGGAATTGGCGGATGAGTTACGCAA 2115 1991 2060 74,16 40 3 5 41 14 LSA1044

LSA1337_491_560 LSA1337 TAACGAACGACGAATTAAATTTCAGCTACCGGCATAGTTTAATCCAAGAAAATGGGAGTATTGTATTGTC 912 491 560 72,4 35,71 4 6 38 13 ref|NC_002655.2|:1975722-1978373

LSA1338_288_357 LSA1338 CCCTCAATTTTTCTTGATCACTTGCTACACCCCTAATTCGCAAAATCAATTAAAACGGTTAGATTACCGC 765 288 357 73,57 38,57 5 5 34 14 ref|NC_000913.2|:c4575981-4574935

LSA1339_319_388 LSA1339 CCTCACTATTTAGCCCTCGACACTTTAACAACTAGTCGTCGGCTTTATCCCCAATTTAAAAATCATAAGT 537 319 388 73,57 38,57 5 5 37 14 ref|NC_004431.1|:656385-660266

LSA1340_370_439 LSA1340 CATAAGACACCTAGCCGAACCGAATTAATCGCTGTTATTGTCGCTTTATTGGGGACTTGGTTATTGGTCA 909 370 439 75,33 42,86 4 4 37 14 ref|NC_004431.1|:4315437-4317989

LSA1341_271_340 LSA1341 ATAAGTGTTGCCGTTTTAAAAGCATACTGGCGACAAAAAATTGGCACACAATTGTTAGACGCACTATTAC 528 271 340 72,99 37,14 6 5 40 15 ref|NC_004431.1|:c2798929-2796680

LSA1342_165_234 LSA1342 TATCAAAAGTCCCACGTTTACTTTGATTCGAGAATACCCAGATGGCCGGATTCCACTTTATCATATGGAT 465 165 234 74,16 40 4 6 38 13 ref|NC_002695.1|:5072679-5073590

LSA1343_868_937 LSA1343 GCAATCGGTCCAATCCTACAAGGCTTAAACAAACCAATCTCAGATTTATCACGCGGGAGCAATGAAGAAG 987 868 937 75,91 44,29 3 5 35 14 LSA0562

LSA1344_209_278 LSA1344 CACATCAAGCGCATGGCTGTAGTTTCTCAGTATTGCCAGGGGTTAAAGTGCCGCCATCATTAAAGAATAT 690 209 278 75,91 44,29 4 5 38 16 ref|NC_000913.2|:536998-538311

LSA1345_613_682 LSA1345 AATATCGAAATCAACCACATCAACGCGCAAAAAGGGATTGCACTTGCAGCCTATGCCAAGGAAAAAGGAA 888 613 682 75,33 42,86 5 4 38 15 ref|NC_002655.2|:2267742-2268935

LSA1346_400_469 LSA1346 GCGGAAGATACAGATCAGGTCTCTTGCATCTTGATTGCAGCCGTTTTAAACCATTGGGTGTATACACAAC 519 400 469 75,91 44,29 4 5 34 14 ref|NC_002655.2|:2789871-2797853

LSA1347_109_178 LSA1347 ATCTTCGGCGTTTGTTCAATGGGAATGGGCATCAACGCAATTGTCGTCATGCGAAATATGCCGGCCGTTA 732 109 178 77,67 48,57 3 5 38 15 LSA1116

LSA1348_259_328 LSA1348 ATGAAATCGATGTCAGGAAATAGTGAGTATTCATTTCGGGGCACTTCGACAACTCCTAATATTGTTGGCT 474 259 328 74,16 40 4 5 31 14 LSA0003

LSA1349_85_154 LSA1349 TTTCAGGAGATACCGCTCGAAAATCTATTTAAGATCTTAAAACAAGCATTTGAGATGCCAGAATACCGGT 564 85 154 72,99 37,14 4 7 38 16 LSA1656

LSA1350_77_146 LSA1350 AAGTTGGTGGTATTAAGATTTTAGGTCAGAAAATTAAAACGTTGATTTTCACGACTGATGTGGCGATTGT 672 77 146 71,81 34,29 4 6 40 14 ref|NC_004431.1|:1867442-1869670

LSA1351_762_831 LSA1351 ATTAGTCATTCTCAATCCAAATTATCAAAATCCGACGGGTCAAGTCATGAGCTTAGAACGACGACAGGCG 1428 762 831 75,33 42,86 4 4 35 14 LSA0784

LSA1352_340_409 LSA1352 AAGCTGCAACAACACTATCTTGATAGTCTGAAAGACGTTTTATTACCGCAATCCCTGGTGGTGACCCCTA 795 340 409 75,91 44,29 4 6 38 15 ref|NC_002655.2|:3399913-3400761

LSA1353_211_280 LSA1353 GGTTATCCGGAATGGTACTTGTTCTCCCTTTTAATTCATGGGACCCAAGGTTTTGTTGTCGCGTACCTCA 501 211 280 76,5 45,71 4 5 32 16 ref|NC_002695.1|:1725087-1728830
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LSA1354_223_292 LSA1354 CAAGGTTGCGAACACATCAATCGTAGTTTAGTAATGGAACGTTCCGTCGCTGAGGCACACGATTTTGAAA 552 223 292 75,91 44,29 4 6 38 14 ref|NC_000913.2|:1454454-1455524

LSA1355_1056_1125 LSA1355 AGCTGATAGTCGCCAAGTATTGGTCCAAACGAATAGATTAGGTTATCCAAGTTTAACAATCACTAATAGC 1815 1056 1125 72,99 37,14 3 5 38 14 LSA0955_1

LSA1356_115_184 LSA1356 GTCGTTGATTCATCTGGTAGTCGCTTCATGTTGCTCCTCGAACCACTCTTATTGATAATCGTCAATGAAG 336 115 184 75,33 42,86 2 6 38 13 LSA1704_1332

LSA1357_1115_1184 LSA1357 ACCCACAAAAATTAGTTAACTTAACAGTTAAGGACAAGGATGCTTGGTTAACAAACGATAAGATCCAAGC 1353 1115 1184 72,4 35,71 5 6 38 13 ref|NC_000913.2|:2903664-2904605

LSA1358_400_469 LSA1358 CCAGTACAAGTTAACGTCAAGGAAGAAAATTTGGAGACTGGCTATAGTATTGGCAATCCTAAGATTAGTC 1122 400 469 73,57 38,57 4 5 37 13 LSA0761

LSA1359_72_141 LSA1359 CATTGTGGTCTGGTATTTTATTTATAAATTAATCATGTTGATTCGGGGCACGAAAGCCGTGCAGCTTTTC 852 72 141 73,57 38,57 4 5 37 15 ref|NC_004431.1|:302679-303995

LSA1360_808_877 LSA1360 ACAGCTAAACATACTAAAGCAGCTTATGCCTTTTTAAACTTCATGTTAGAACCTAAGAATGCGGCGCAAA 1068 808 877 72,99 37,14 5 5 35 17 ref|NC_002655.2|:c714728-713640

LSA1361_233_302 LSA1361 TCATTGGGACCTTTGGCGCGCTAGGAATTTATTCCACCAAGCAACGGCGGTTAAGAAATATTATTTTATC 825 233 302 74,74 41,43 4 5 37 14 LSA1571

LSA1362_602_671 LSA1362 CCATCTTCATCCCATCATTATCACTATTCATGTTGACGCGTTTAATCGGGGGTAACCGAGTGATTACTTT 816 602 671 74,74 41,43 5 6 37 15 ref|NC_004431.1|:c4927818-4927036

LSA1363_942_1011 LSA1363 TAACCGGTGGTTAATTCATTCGACTAACCCAGCTAAAGACGGCCAACAAGTTGGCTTATTCTTCGAACCA 1092 942 1011 75,91 44,29 3 6 40 14 LSA1385

LSA1364_889_958 LSA1364 ACCTGGCCATTAATTCGCAACATCGCATTTTCAGAACTCGCAACTGAACTGAGCACCCCCACTAAACAAG 996 889 958 77,09 47,14 5 5 34 14 ref|NC_002695.1|:1736502-1737410

LSA1365_11_80 LSA1365 AAGAGAAGTTAGATGGCATGAAAGATCAAGTTACTGGTAAGGTTCAAGAAACAGCCGGTAAAGTAACAGG 219 11 80 74,16 40 3 6 42 15 LSA0497

LSA1366_229_298 LSA1366 AAGGAACGGTCGGCCTTGCGATTTAATGATTTTGGTTTTATCTTGCAAAGTTCAAACCTCGTTTCCTTTT 666 229 298 73,57 38,57 4 6 38 14 ref|NC_004431.1|:4828021-4829583

LSA1367_156_225 LSA1367 CAATCGAATCGTAATCAGTCAGTATGCGAATAAAAATTTGGCGGCCTCTGAGTTACAAACAAAGTCATTG 1059 156 225 73,57 38,57 5 4 35 14 ref|NC_002695.1|:c2171740-2169128

LSA1368_68_137 LSA1368 AAGCAGTGCGCTTTTTCGGTAAGGTTTACGGTCAAACGGCTGTTCATGACGGCTTTTCATTAGGGATGGA 294 68 137 77,09 47,14 5 4 41 15 ref|NC_004431.1|:c1692935-1691955

LSA1369_298_367 LSA1369 ATTGCCAATACGATTCGGAAGACAACTGCGGGCCAATCAGTTTTAGAGCCTGAAGTCACTAACAAGATGA 600 298 367 75,91 44,29 4 5 35 14 LSA0773

LSA1370_207_276 LSA1370 TTTTTATCTCGTTTTGCGTCAACAGGTCTCACATACGGAGAGCCAATTACAATATTTAGTTTCCGGACAG 1065 207 276 74,16 40 5 4 37 14 ref|NC_004431.1|:c4327731-4327162

LSA1371_344_413 LSA1371 AGAATTTCATACCGATTAATACGACTGCCCCCAAGCCAAAACAAGCAACCGTTACACGGCATAACTGGTT 759 344 413 75,91 44,29 5 4 37 15 LSA0326

LSA1372_93_162 LSA1372 AATCGATCGGATTAAGATTGCACGTAGTTTCGGTGATTTATCAGAAAACTCTGAATACGAATCTGCTAAA 474 93 162 72,4 35,71 4 5 40 15 ref|NC_002655.2|:c3950656-3948953

LSA1373_302_371 LSA1373 TTGTCCATGTGGAACCACAAGATGTGATTATCTTGGAAGGAATTTTGGTATTAGCGGATGCCCGGTTACG 636 302 371 75,91 44,29 4 6 37 15 LSA1817

LSA1374_936_1005 LSA1374 TACTAAAGTCGACTCACCTTATAACCTCTATGTTCATTCAGGTTACGGGCCAGGACCATTTAACTCGCCA 1152 936 1005 75,91 44,29 3 6 34 13 ref|NC_004431.1|:c3058001-3057060

LSA1375_1624_1693 LSA1375 ACCGTTCTTGATTGGCCAATGACCCAAGATCATGCTTATTTACGGATGAATCTCGTTACTGGCCTACTTG 2421 1624 1693 75,91 44,29 3 5 34 17 ref|NC_004431.1|:2255393-2257003

LSA1376_755_824 LSA1376 CAAGTTACTTCCCATTCACGGAACCTTCTGTCGAAGTCGATATCTCATGTTTCCGTTGTAATGGCGAAGG 1047 755 824 76,5 45,71 3 6 37 13 ref|NC_002695.1|:c3052815-3050014

LSA1378_205_274 LSA1378 AAAGAATTAGAGCAAGCGGGTATCGTTGCTCGCATAACGAGTGCTGATTCATCGTTGATTGAATATCAAC 357 205 274 74,74 41,43 3 6 37 15 ref|NC_004431.1|:3838040-3839050

LSA1379_3_72 LSA1379 GAACGCAACAGCTAAGTGGTATCAAGATGCAGATTATATGGCACTGATCGCCGATTTGTTAGAAAAAGAA 513 3 72 74,16 40 5 4 38 15 ref|NC_004431.1|:c4835109-4834225

LSA1380_573_642 LSA1380 CATCAGTTATCAAGATGTGCCTAAGACCGCCGATATGGCTTTGATTTTAGGTAATGAAGGAAACGGTGTT 762 573 642 74,74 41,43 4 5 38 15 ref|NC_002695.1|:c4391446-4389464

LSA1381_5_74 LSA1381 AAAAAGCAGTCCAATTAGATGTATTTGGCCGAGTTCAAGGTGTCGGCTTCCGCTGGACAACTAAGCTGGT 279 5 74 77,09 47,14 5 5 38 13 ref|NC_002655.2|:c3061382-3060441

LSA1382_91_160 LSA1382 AGCCATCCTAAAGTCCCAACTGGCTTCATCTATGGTTCATCCTATAAATACATCGCCGTCCCATTACAAC 990 91 160 75,91 44,29 3 5 34 14 ref|NC_002695.1|:4621420-4622616

LSA1383_597_666 LSA1383 GTTTAGTGCTGTAATTGGTTACTTATTAGCCAATCGTTTCTTGCAGCCGATTGAGGCAATGAAGCAGACG 1506 597 666 75,33 42,86 3 6 35 15 LSA0276

LSA1384_37_106 LSA1384 TTAGCCCGGTTTGTTGAGCTTGAATTAAAGCACGAAGGCTATGGGACCGAAGTACATTTCAATGGGCGTA 687 37 106 76,5 45,71 3 5 35 14 LSA0467

LSA1385_1305_1374 LSA1385 TTCAGAAGTATTGCCTGCTAACTTAATCCAAGCACAACGCGATTACTTTGGTGCCCATACTTATGAACGG 1422 1305 1374 75,33 42,86 3 6 34 13 ref|NC_000913.2|:3338297-3339274

LSA1386_276_345 LSA1386 GGATGAAGAATTGTCACGTTTCCCTGATGAGGACATGTTATTCCCATTAGAAGGTGAAATGTTAGATATG 561 276 345 73,57 38,57 3 4 40 14 ref|NC_002655.2|:2396142-2397041

LSA1387_656_725 LSA1387 GAACGCTAGCAGCCTTAGCGGATAGTACGCTTCTTACAGAAGACCAACTATGGCCACTCTTAAAATACCG 1176 656 725 77,09 47,14 4 5 38 14 LSA0712

LSA1388_390_459 LSA1388 CGGTCAATTCCTATTTGATGCGCATTCACTCTATCAAATGGACGTTTTATTCCCCGGTTTCATGTATAAT 732 390 459 73,57 38,57 4 7 35 15 ref|NC_004431.1|:1427567-1429159

LSA1389_191_260 LSA1389 TGATGGTTAAGAAAATTGAAGGTAAAAAAGGTTCACGTTGGATCTTAATGGATTTTGGCGACCTTGTCAT 360 191 260 72,4 35,71 6 6 38 14 ref|NC_004431.1|:3661949-3662131
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LSA1390_534_603 LSA1390 AGGGCAAAAGAAGATTTATCCTAAAACAATTGACACATACAATGCTTGGGTGCCAACTCAAGCCCATTAA 603 534 603 73,57 38,57 4 5 37 15 LSA0567

LSA1391_536_605 LSA1391 ATATTAGTTCAACTCAGATTCGCAATAAGGTGCAACAGAGTTGTTCAATTCGCTACTTGGTACCGACTAA 648 536 605 73,57 38,57 2 6 38 13 ref|NC_004431.1|:2372212-2373687

LSA1392_148_217 LSA1392 TTATTGCAAACAACAGAGGTAACGGTTGATGAATTAGCCAACTTCTTGAAGCAACATGATAATCGGATTG 318 148 217 72,99 37,14 3 4 41 14 LSA0481

LSA1393_919_988 LSA1393 GATAATTTCTATGTTAGACAGTTAGGTGATTTATTACAGCCACCTCATCCAGAAGACTTAGCGGATTTTC 1137 919 988 72,99 37,14 4 5 41 14 LSA0456

LSA1394_292_361 LSA1394 ATTGTGAAAGCTAAGAAGCAACTCGGTTTATCACGTCACGAAGTGGTGATGGTTGGGGATCAATTGATTA 531 292 361 74,74 41,43 4 5 41 15 ref|NC_002655.2|:4338437-4340035

LSA1395_465_534 LSA1395 GAGTTTACTCACTCAACTCAGCCTAGCTGCTCATTTAAACGTCATTGCAATTGCACACAGTTCAAACCTT 936 465 534 74,74 41,43 3 5 37 15 ref|NC_000913.2|:c3117134-3112572

LSA1396_87_156 LSA1396 TTTATTATTCAAATCAGCAAATACTCAAGTAATGGTTTCATACCGTTACGCATTCCGTGATCGTCGTCAA 360 87 156 72,4 35,71 3 4 38 15 LSA1601

LSA1397_124_193 LSA1397 CGTCAATTAAGAAAATCTGGAATGGTTTCAAATAGCGATATGAGACGTATCCGTCAAATGTTATCAGGCC 201 124 193 73,57 38,57 4 4 41 14 ref|NC_004431.1|:c2184086-2182668

LSA1398_428_497 LSA1398 CTAAAGTTACAGCACGTCCTAAAATGGATGGCCGTAGCATGTTCTTAATGTTAGAACCGCTTAAGGACCA 504 428 497 75,33 42,86 4 5 38 13 ref|NC_004431.1|:937542-940385

LSA1399_235_304 LSA1399 TTTGGTGATCACTTAACGTCACCAATTATTATGGCACCCGTTGCAGCGCACAAATTAGTCAATACACAAG 1107 235 304 74,74 41,43 3 7 37 14 GSU0001_2358

LSA1400_1022_1091 LSA1400 TCCAAGTTTACAAACATCACCCACGCTCATACCGTGAATTACCAATTCGGATTGCTGAACTTGGTATGAT 1971 1022 1091 74,74 41,43 3 7 42 16 ref|NC_002695.1|:c503108-501537

LSA1401_17_86 LSA1401 AAGATTTAACCGACTATATGAACCGGCAACGCCTGAATCAACGCTTTAATAAATTGGTTGAAGAAGCCTT 927 17 86 73,57 38,57 3 5 41 14 ref|NC_004431.1|:292732-294246

LSA1402_1066_1135 LSA1402 AATATCTTAGTGGTTTACATCATTAGTCAGTATGAGGGCCTAACACAAGCTTTGTTAGATCGAATCGCCA 1380 1066 1135 73,57 38,57 3 6 37 13 ref|NC_002695.1|:3005656-3007212

LSA1403_195_264 LSA1403 ATTACTACGTGGGTTAATTCGGGCTGCCGAAAAGCGACCTGTTACAATGGAACAAATGACTGAAATTGTT 474 195 264 74,74 41,43 4 5 38 15 ref|NC_002655.2|:3650742-3651398

LSA1404_328_397 LSA1404 GTTGTTTTGGACTTACCGTTGTTATATGAACAGCACTACGAAACGGTTTGCGACGGGGTGTTAGTCGTTT 609 328 397 75,91 44,29 4 6 37 15 ref|NC_000913.2|:c1914206-1913655

LSA1405_149_218 LSA1405 TTACAGCTGTTGATCGGCGGGGGAAATATTTACTGATTCGTTTTGGAGAACAGCTAACTGTTGTCAGCCA 837 149 218 75,91 44,29 5 7 38 14 LSA0648

LSA1407_228_297 LSA1407 TGCCATTTCACGCCAATGTCGTTCGTTACGGAAGATGGCCTTTATCGCTGAACAATCAGACGAAAAAGAT 492 228 297 75,91 44,29 5 5 40 14 ref|NC_004431.1|:3545212-3546942

LSA1408_420_489 LSA1408 GTTATTATTTACCGGTACGGCACATTTGAATCATGGTGATCGGCCCCAAATTAATTATCTAATGTTGCAC 786 420 489 73,57 38,57 4 5 35 15 ref|NC_004431.1|:c2274271-2270909

LSA1409_822_891 LSA1409 ACCGGGCCTAAGTCGCTACGGTGCAACCGGAATCGATTTGGTGAAAAATCCTAATTGTATTGCTGTTGAT 1062 822 891 76,5 45,71 5 5 37 15 ref|NC_004431.1|:c3554262-3552913

LSA1410_101_170 LSA1410 TTTTAACCGGGACCGAGATTAAATCGGTTCGTAAGGGGAAAATTAGTTTGCGTGATGGCTTTGCGCGTGT 471 101 170 76,5 45,71 4 5 32 15 LSA0065

LSA1411_1453_1522 LSA1411 CCTTTCTTATACCGGATTCATGAAACACCAGATACTGATAAGATGAAGAACTTCTTCGAATTTATCACAG 2355 1453 1522 72,4 35,71 3 6 37 14 ref|NC_000913.2|:c4124833-4122635

LSA1412_132_201 LSA1412 TGTACTTGCACCGCATTTTACGGGGCATGCCACTTTTGAACCACTTGATATCTTAGAAGAAGGTAGTGTC 759 132 201 75,91 44,29 4 4 37 16 LSA0534_1

LSA1413_168_237 LSA1413 GGTAACAGTGGTCCTCGGAACTTTATTTTTCGTCTTTGCAATTGCATTAGTTTATTTATCATCACACTAA 237 168 237 71,81 34,29 5 5 41 14 ref|NC_002695.1|:4770931-4772010

LSA1414_660_729 LSA1414 TACGTATACACATAATTTACCGATTAATCAGTATTGGCATCTGATTCTTTTAGGGATTGTGCTCGGATTG 1575 660 729 72,4 35,71 4 6 40 14 ref|NC_000913.2|:c1393946-1392915

LSA1415_1118_1187 LSA1415 TATTAAACTTAAACTCAGTTGTCATGCCACTTCGTTACCTCTGGGTATTCTTAGCTTATATCCTCTTAAA 1434 1118 1187 71,81 34,29 3 4 34 13 LSA0026

LSA1416_371_440 LSA1416 ATTTTGATACGTTCTTGTTTAGTTTAGAGAGTTCGCGACGACGGCTATACTGGACGAAATTGGGTTATGG 1158 371 440 74,74 41,43 4 4 32 13 LCS0017

LSA1417_464_533 LSA1417 TAGCCGCATTGGACCCTGTTTTATGCGAAGCACTACCGATTACATTGGAAGATGTTTTCGAAGCAAACTT 567 464 533 75,33 42,86 4 5 35 14 ref|NC_002655.2|:1827223-1828236

LSA1418_189_258 LSA1418 TTCAATCGATGAAGATCGTCGCTTGCGGACACAAAATTTTTTATTTAGACGAAGATCACTTATTTTTCAA 315 189 258 71,23 32,86 6 5 38 14 LSA0122

LSA1419_296_365 LSA1419 TAGAAGCTGTTTATTTAAACGTTTCAGAGGCTGAGATGAGTGAATGGTTAACCGCACAATTTGAAAGGGG 387 296 365 74,16 40 4 5 40 14 LSA0533

LSA1420_542_611 LSA1420 CGAAGGCACTTGCGAACCGTCCCGTTTTATTTTGGCATGGTACCGAGGATGAACGGATTCCTTATAACCA 765 542 611 77,67 48,57 4 5 35 14 ref|NC_002655.2|:c3911758-3911039

LSA1421_869_938 LSA1421 CTTATAACTTAAACCCTGCTTTGATCAAAAAGTCAGATGGTGCCACACTTTATATGACACGTGATTTGGC 1692 869 938 73,57 38,57 5 5 38 14 LSA1585

LSA1422_1485_1554 LSA1422 TTACCAAATTACTGGTGTTGGTGCAATCTTAGATTCAATCAATACGTACCTCATGTTAGCCTTTTACGTC 1941 1485 1554 72,99 37,14 4 5 40 15 ref|NC_002695.1|:c3818067-3816790

LSA1423_89_158 LSA1423 TCAAACGCTGTCCGAGCTGTCAGACTGCCATCTTTTATCGTGATATGTCTGAAACTTTCTGGAATGATCG 207 89 158 75,91 44,29 4 6 37 14 ref|NC_000913.2|:c2713387-2712461

LSA1424_811_880 LSA1424 GGTTGGCATGGTTTGAATTTCCAATCACCATTTGCCGATTTAGCAATTCTATTAGGGATTCACTGGCTCG 1593 811 880 75,33 42,86 3 5 35 16 ref|NC_004431.1|:3679941-3681185

LSA1426_525_594 LSA1426 TAAACGCTTTGACGCCAACCGACCATTCTCCTGGCTCAGTTATAATCAAGACAATGTGGCAACCTACGAA 939 525 594 76,5 45,71 3 4 38 13 ref|NC_002695.1|:c1248488-1248144
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LSA1427_691_760 LSA1427 ATGGGTAATGCAGACGACGATATGTTGCAATATGCTACCTACCGCGCTGATACTAACGAGAATTATGGCG 789 691 760 76,5 45,71 3 4 37 16 ref|NC_002655.2|:240887-241687

LSA1428_1534_1603 LSA1428 ACGATTTTATTTGGAAATCAACAATTAATGGCTAAAAATGGTGTTGCCATCGAAGTCGGATTGAAGACGG 2241 1534 1603 72,99 37,14 5 5 38 15 LSA1648

LSA1429_101_170 LSA1429 TGAGTTTAGACCAAAAACAAGCAACGCTCCAAACAGCTACTGAAATTGATCATGCGACCTTGGCAGCAGC 201 101 170 76,5 45,71 5 4 0 0

LSA1430_318_387 LSA1430 TGCCTTTGCGTTGCTTCTTTTGAAACAGGTCTTGCAAGCTGCTCAGCCTGAACAAACCCTCTTAATCGAT 834 318 387 76,5 45,71 4 4 38 15 LSA1188

LSA1431_607_676 LSA1431 CTAGAACGGATTAAGATGGGGCCGTTAAGCTTGCCGGCTGATTTAAAACGTGGACAATACCGGGCGTTAA 720 607 676 77,67 48,57 4 5 37 15 ref|NC_000913.2|:c3367500-3367036

LSA1432_1469_1538 LSA1432 TATTGTTAGTATTCAATCCACAAAGTCGGCTTCAAAGTGTGCTCGTCCTTATGATTAGTGTCGCAGTTGG 1638 1469 1538 74,74 41,43 3 4 34 14 LSA0430

LSA1433_739_808 LSA1433 ATCTTAGTTGTTTATGGCTTAATGGTTGCTGTAGGGAACACGTTAGGCGGTAAGTGGTCTAACCACAAAC 1179 739 808 75,33 42,86 3 5 38 13 LSA1135

LSA1434_96_165 LSA1434 ACCACTCCGCTCAAGTGAACTCTTACAAAATATCCCTAAAATCTCTCAAAAAGTTTTAACGCAACAATTG 375 96 165 72,4 35,71 5 5 40 15 ref|NC_004431.1|:c2130297-2128864

LSA1435_929_998 LSA1435 AATTACCAAAACGTTTCTTGAAACTCAACCGACATGGCGTGCCATTCTACGCGGTTGGTGCGATTTCATT 1353 929 998 75,91 44,29 4 6 38 15 ref|NC_004431.1|:4478765-4480117

LSA1436_1603_1672 LSA1436 CTTCATTTACTATATGTTCGTTTCTGGCACAAATTCTTGTATGATATCGGTGTCGTCCCAACGAAGGAAC 2424 1603 1672 74,16 40 3 6 35 14 LCS0014

LSA1437_1894_1963 LSA1437 GATAGCCTATGGTCAATCGCTCAAAAAAATGGTACGACAATTAGCCAATTGAAGACTGCCAATAATTTAC 2007 1894 1963 72,99 37,14 7 5 37 14 LSA0086

LSA1438_433_502 LSA1438 GCCATTTACCTGATTAAAAGTCACTATTGGCGGCACCTAGTAATTGGTTTGTGCTTAATACTGACGCTCC 639 433 502 75,33 42,86 4 5 35 15 LSA1300

LSA1439_177_246 LSA1439 AACTTGTCAAAAACGGTTAACAACGGCCAATCTTAGCCAGCAGGTATCCCTCATCAATCAAGGCCACGAG 561 177 246 77,09 47,14 5 4 41 14 ref|NC_002655.2|:c2363465-2361819

LSA1440_155_224 LSA1440 AACATGATGTGCCAGTGATGGTCATGATTCGCCCCCGTGGTGGTAACTTTGTCTACAACGATCAAGAATT 630 155 224 76,5 45,71 5 5 41 13 ref|NC_004431.1|:1832655-1833476

LSA1441_759_828 LSA1441 CGATTTCAAGGTTTTCGGTTGGTATCGGATTATCCTAGGGGTATTGGTATTAGGCGCAATGTTCTTATAA 828 759 828 74,16 40 4 4 37 15 ref|NC_000913.2|:c3505358-3504054

LSA1442_36_105 LSA1442 CTGTATTTTACGCAATTTTTTAAGACGACATGAGATTTCTCGGAGTCAGCTATCGAAGATTAAATTCTCA 921 36 105 71,81 34,29 6 5 35 14 LSA0033

LSA1443_275_344 LSA1443 AAGACTTGGGTCAGAGTATTAGTTATCCGTTACTCGAAGTTAAGATTACCTATGCTGATACCAATGAAGT 807 275 344 72,99 37,14 3 5 37 13 ref|NC_004431.1|:5194682-5195029

LSA1444_283_352 LSA1444 CAACGAACCGATATGAAGATTATCGAGGAACGCGACTACGTTTCAAACGTTAAACCTAGTGGTTATCGTT 675 283 352 74,74 41,43 3 6 34 13 ref|NC_004431.1|:2185750-2186877

LSA1445_126_195 LSA1445 AAATGAGTTACAACGCCGACATATGGGGTTACGAACTCGTCTTTACCAAGATCATGCAGAACAGACACTG 582 126 195 75,91 44,29 4 5 34 13 ref|NC_004431.1|:2254131-2255447

LSA1446_5_74 LSA1446 TAGAAGTGTTTTTATATATTAACCCGATCGGCCAACGTTGCTTGCAATCCGAAAAGGCACTTTTAAAAAT 645 5 74 72,4 35,71 5 6 37 15 ref|NC_000913.2|:c3513935-3513099

LSA1447_305_374 LSA1447 AGTCACAAGTGATTGAGTATCAATGTAGTCCGTTGACGCCCACACAATTGTTAAAACGAACGCAGGGGTA 975 305 374 75,91 44,29 4 5 35 14 ref|NC_004431.1|:1084376-1085716

LSA1448_496_565 LSA1448 TACAAACATCAATATTACGCGCAACTAGTGTTCTTCTTAGAAAATACAACGGAAACGTTTGTCCAAGATG 690 496 565 72,4 35,71 4 6 38 14 ref|NC_004431.1|:96993-98480

LSA1449_250_319 LSA1449 CAAGAAAATCCAGGTCTATTAAGACGACCAATTATCTTGGATGAAAAACGACTTCAAGTTGGTTACAACG 399 250 319 72,99 37,14 5 5 38 15 LSA0981

LSA1450_362_431 LSA1450 TTGGACCATTGAAAGTCACGTTTAAGCGGACTGAACATCCAGTACCAGCCTTTGCCGTTCGAATTGAAGA 741 362 431 76,5 45,71 3 4 37 16 LSA1067

LSA1451_409_478 LSA1451 GGCATCACATCAATGGCACCTTATATTATGCAGATTAGTCAGAATCCAAAACAATATACGACTGTTTTGG 786 409 478 72,99 37,14 4 8 40 15 ref|NC_000913.2|:c3800022-3799006

LSA1452_1404_1473 LSA1452 ATCGGTTAATTTTTACGGCTCACTGAATATGGTTGCTGTGCCAGATCAATATTACGATCAAATCAAGCCG 2100 1404 1473 74,16 40 5 5 38 14 LSA1002

LSA1453_601_670 LSA1453 ACGCATGATGCGTTTACGGCAAGTTATTGCCGGCGGATTCTCTTCATCAAAGACGGTCAGCTCTTTTCTG 777 601 670 77,67 48,57 4 6 0 0

LSA1454_192_261 LSA1454 TCGTAAAATTCGTGAAGTTTCTAAAGTGCCAATTATCTTCATCTCTAGCCGCAGTACTAATATGGATATG 675 192 261 72,4 35,71 4 5 40 14 ref|NC_002695.1|:c1818242-1817436

LSA1455_472_541 LSA1455 CTGACCGACGAGCTCGTACAAATCGAACACTACGTCGAACAAGTTCTCTATTATTCTCGTCTTGATAGTT 1020 472 541 75,33 42,86 3 6 37 14 LSA0427

LSA1456_291_360 LSA1456 TAATACAGTGGTCTACAATCAAGTATCGTTTAAAACCTGGTCTCGGAAAACACGACAAAGCGTTACTAAA 1167 291 360 72,99 37,14 4 4 35 16 ref|NC_004431.1|:c3994405-3993608

LSA1457_615_684 LSA1457 CGTGACATCATTCTACAAAGCCGTTCAAGAACCATTCCAAGGGCTTGCAAACAGCTATCCTTCAGCTTTA 1296 615 684 75,91 44,29 3 5 35 14 LSA0804

LSA1458_329_398 LSA1458 GCATCCATGAAACCTACGGACAGACTAAGGACGTTTGGTCGTGGACGGGTTATACTTGGGAAGAATTAAT 582 329 398 76,5 45,71 3 4 37 14 ref|NC_000913.2|:c930185-928419

LSA1459_1664_1733 LSA1459 ATCATTTCTCAGTTTATAGCACACCTGCTGAAAGTTTAACGAATACTTTCTGTCAAAAAGACACGCAAAA 2217 1664 1733 71,81 34,29 5 6 38 17 LSA1079

LSA1460_1802_1871 LSA1460 TGGTTAAGAGTAATCCGAACGATATCATGCATTTCTTGAATTTAGCACATGCTACTAGTCGGAAGATGAC 2040 1802 1871 73,57 38,57 3 5 38 14 PRV0001

LSA1461_261_330 LSA1461 TGAGCACTTGTGTGGCATGAAAAAAGGGCAGACATTAGCGGCTTTAATTGATCAAACGACTTTGAGTCAG 441 261 330 75,33 42,86 6 5 41 15 ref|NC_002655.2|:304629-305339
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LSA1462_873_942 LSA1462 AGCAATCGGTTTATATCGGACAGAATTCTTATATATGGATTCAGCTGAGTTACCTAGTGAAGATGACCAG 1725 873 942 73,57 38,57 3 5 37 14 LSA1012

LSA1463_85_154 LSA1463 TTTAACTCAGATGTCAACTTAGAATACAAAGGTAAATCTGTAAACTTGAAATCAATCATGGGCGTTATGT 267 85 154 70,64 31,43 3 5 37 14 TNL0011

LSA1464_4_73 LSA1464 GCAAGAGATTTTTTAGCGGAGATGGATGCCTTGTTAAATCACGAGAAAGAAACCATTGTCGTTGAACATG 192 4 73 74,16 40 6 5 41 15 ref|NC_000913.2|:2075964-2076158

LSA1465_1632_1701 LSA1465 AAAGGCTCACCCTGACGTTATGCACATGTTCTTACAAATTCTAGATGACGGTCGTCTAACCGATTCACAA 2166 1632 1701 75,33 42,86 3 4 40 14 ref|NC_000913.2|:c452769-451294

LSA1466_72_141 LSA1466 CTATGTGAGCGTCTATTCGCTTGGCAAAACAACAGTCCTTTTCACCCGCTCATCTAAAACGCGTGAAATT 297 72 141 75,91 44,29 4 6 34 13 ref|NC_004431.1|:c1488556-1487534

LSA1467_48_117 LSA1467 TGGCGATGAACTCATCACCGAATTGAAATATTTAGCCGCTACTTTACCGGACCAATTAGGTGCCATCTCA 423 48 117 75,91 44,29 3 5 37 13 ref|NC_002655.2|:c2494161-2493319

LSA1468_476_545 LSA1468 TGAATGAACACTATCAAGCTAACCCGTTAGAAGGCGGTGTGAACTTCATCTATCGCACTTCTAGTAATCA 1086 476 545 74,74 41,43 3 6 35 16 ref|NC_004431.1|:c3835100-3833574

LSA1469_1282_1351 LSA1469 TTGTACAAGACATACACAACAAGCGACTATATTCTAGGTGCTGTTGGTCAATTACAATTTGAAGTTTTCC 1578 1282 1351 72,4 35,71 4 5 35 14 ref|NC_004431.1|:1112800-1114308

LSA1470_560_629 LSA1470 TTCATATGATCGAATCAGGGAAAAGTGCAGGGGTTTTAGAATCTGACGAGTACGAAATGTTAGAAGGGAT 1341 560 629 74,16 40 4 4 35 17 ref|NC_000913.2|:c3013016-3012309

LSA1471_662_731 LSA1471 ATATCGGCGGACAAGCGCTAGAATGTTTATTCGTCGGTGTTTTCACCTTTATTGGTTACCTGATTATTGG 1107 662 731 74,74 41,43 4 4 41 13 ref|NC_004431.1|:c675480-674392

LSA1472_167_236 LSA1472 TTGCCACATTACGCGTATTGACCGAGGGCGACTTTTATCACGTGCAACGCGTCGCTACAATGAAAGCTTA 432 167 236 77,67 48,57 4 6 38 15 LSA0981

LSA1473_291_360 LSA1473 TTTAGATTTCGTACTCTTTTGCCTAGCAACGTATCTACTAAGAGACTTTCTTCCCATCCAAATTATCTCT 474 291 360 72,4 35,71 4 5 32 13 LSA1470

LSA1474_733_802 LSA1474 GCTCCTAAAATCATTCACTTCACCACTGAGAAAAAACCATGGGAAGTCTTTTTAGAGCATCCTTATATGT 1710 733 802 72,99 37,14 6 6 37 15 ref|NC_002655.2|:c1423258-1422767

LSA1475_24_93 LSA1475 CTATATAGCGATTCAAAGTTATAAACACGATGGGAGTTTACACCGGACTTGGCGCGACACGATGGTTTTG 537 24 93 75,91 44,29 4 5 38 13 ref|NC_002655.2|:2526366-2527382

LSA1476_811_880 LSA1476 TTACAGGATGGTGAGTCTGAGTTATTAATGCCAGAAGAGCAAATGACTCGAATTGAAGCCTACTTCAAAG 1104 811 880 74,16 40 3 6 37 15 ref|NC_000913.2|:2072797-2074335

LSA1477_453_522 LSA1477 TGCTAATCATATCGATCAAGCGTTGACGCTATATACAGACGAAGAACAAGTGACAGTCGGCTTAGCAACT 840 453 522 75,33 42,86 2 6 41 13 ref|NC_002655.2|:4164201-4168754

LSA1478_55_124 LSA1478 ATTGGGATCTATGCTTTTCAAGCGAAGAGCTTGCCATTAATCATTGGCACCCTGATTTTAGCGGTAGTCG 180 55 124 75,91 44,29 4 5 40 14 LSA0688

LSA1479_857_926 LSA1479 TAACTGCCCGCGCCTTTTTCCAACTCAATCCTGTTCAAACCGCTAAGATGTATAACTTGGTTAAAGAAGC 1392 857 926 75,33 42,86 5 4 37 14 ref|NC_000913.2|:c918343-917351

LSA1480_348_417 LSA1480 ATCCAGCTATAGTCAGCAATCTCGCGGTTGGGCCTTTATTTCGGCTGTCATCGGCTTAGCGTTATTAATT 507 348 417 76,5 45,71 3 4 38 14 LSA1840

LSA1481_343_412 LSA1481 GCCGCTTTGCAAACCATTGCTGAAAACCAATTCCATTACCTCAATCTTTATACGGTGGGCTTAATTAAAT 471 343 412 73,57 38,57 4 4 40 15 ref|NC_004431.1|:c2807735-2806809

LSA1482_54_123 LSA1482 CACTGTCAACGAACACTGTTGGACCAATATTCAATTACCCCCTGGTCGTTTCATGAACGGTTATATGGAT 243 54 123 75,33 42,86 5 5 35 13 ref|NC_004431.1|:c3568135-3567017

LSA1483_5_74 LSA1483 GTGGTATATTAATGGTGAGGAAAGATAGCTTGGCAGAACAAAACCAAGTGAATCACATTTGTTAAGCGCC 81 5 74 74,16 40 4 6 62 44 GHO0008_rev

LSA1484_240_309 LSA1484 AGGCATTGATCAATCTAAAGCTGGTGCTATCTATATTCAACGCTTATTAGGTCTCAGCAATGCACGGACT 1164 240 309 74,74 41,43 3 6 38 14 ref|NC_002655.2|:3624929-3626062

LSA1485_616_685 LSA1485 TTGACTAACGCCGCATTTGGGTCCGTTGTTAAAGCTTCAGTGACACTTAATCCGGAGACTTTAGCAACGG 1269 616 685 77,09 47,14 3 6 37 15 LSA1307

LSA1486_349_418 LSA1486 AGCATGTCACAAGCACCTTATTTGAATAAAGGGATGCGTTTTGGCAGTAAGTTTGGTGATCAAACCGTTG 1197 349 418 74,74 41,43 4 5 40 14 ref|NC_002695.1|:c5155763-5153712

LSA1487_38_107 LSA1487 AATTACAAAACGAGGCCTATGAAGACGATCATCTCATGCGGCGTTTAAGCGCAGTCAAAGAAAACGTACA 213 38 107 75,33 42,86 4 5 41 14 ref|NC_004431.1|:392279-393247

LSA1488_41_110 LSA1488 AGAACAAAACATTACGCCTACGCCAAGTCAACGAATCCCTAACCCCTGAAGTGGTTAAAGCAGCAATGAT 222 41 110 75,91 44,29 4 5 40 15 LSA1108

LSA1489_350_419 LSA1489 ACTTCTGGATTGGCTTAGCACCTATTTTTGGTTGCTCCGCGGCAATTTTAGGCCTCACTTGGTTACTAGC 606 350 419 77,09 47,14 5 4 38 14 ref|NC_000913.2|:c655191-653806

LSA1490_16_85 LSA1490 ATTGCCACCTTGATCGTCATTATCGGGGGCACTTTCATCGCTAGTTTATTCAATCAAACTACCAGTGGGA 222 16 85 75,91 44,29 5 6 41 16 ref|NC_000913.2|:c3584846-3583104

LSA1491_156_225 LSA1491 GCCACATCCCCTCAACCAATGGGAATTCAGCCTCCTCTTAAATCACCGTGAATACTATCAACACTACGTT 300 156 225 76,5 45,71 4 5 35 14 ref|NC_004431.1|:c4948133-4947546

LSA1492_564_633 LSA1492 TAATGACGTGTTAGTTCAGAGCTTACAGACGCTAAAACCAGCGATTGCCCATTATCATCTTGTTGATTCA 819 564 633 74,16 40 4 5 34 15 LSA0625

LSA1493_662_731 LSA1493 TTGTCGCTCCTAAAATGTCATTAATGCGCTCTGCTATGTTTCTCCCCTATTTTCTAACAGGCAACTTTAA 891 662 731 73,57 38,57 4 5 34 15 LSA1335_1

LSA1494_477_546 LSA1494 CGCAATCGTTACTTTACGAGGTCAGCGTGCCGATGGGTTGAAAATTTTTAACTACTTAGTAAAAGCGCAA 897 477 546 74,74 41,43 5 5 37 15 LSA0205

LSA1495_636_705 LSA1495 TATTCGTGATTGGATTCATACGGATGACCACTCTAGCGCTGTTTGGACAATATTGACACGTGGCCGAATT 1005 636 705 75,91 44,29 3 5 37 14 ref|NC_002655.2|:c5185607-5183697

LSA1496_647_716 LSA1496 TTGTCGAACAAGGCACCCCAGACGATGTCTTCGGCAACCCACAAAACGATAGAACGAAGGACTTCTTGAA 735 647 716 77,67 48,57 4 5 41 14 LSA0756
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LSA1497_531_600 LSA1497 TGTCAACGGTAACTCAGTAGCCTGTTTCGAAGATGAACCAGTCATGCAATACGGAATTAAGACTGGTTTG 1437 531 600 75,33 42,86 3 8 35 14 ref|NC_000913.2|:3582782-3583066

LSA1498_226_295 LSA1498 ATTAATCCGCCAAGTTATTTTACTGAAACTAATCAACGGCTAAAGGAAGCTTTTAGAGGATACGCTGAAA 435 226 295 72,4 35,71 4 5 38 14 LSA0803

LSA1499_173_242 LSA1499 TCCAAATGGGGATTCTCCCTGTAATTATGGTCAATCCCAAGATTATCCGTCACAGCAACCCTTATCAAAC 411 173 242 75,33 42,86 4 6 35 13 ref|NC_000913.2|:c4453632-4452634

LSA1500_340_409 LSA1500 CTGGCACGGCTGAGTCGCTCTGTGGCTTTTGAAAATAACAAATATCTTAGACTGAAACTACGCGAAACAA 732 340 409 75,33 42,86 4 4 40 14 ref|NC_002695.1|:c4495432-4494296

LSA1501_510_579 LSA1501 TGCCATCCTAATTGACAATTTCATGTCTATCATCAGTGGCAACTTGCAACTTAACAATACGGGCCCGTTA 1329 510 579 74,74 41,43 3 5 32 14 ref|NC_004431.1|:c5077438-5076974

LSA1503_452_521 LSA1503 TAGTCGTTCCAATCGGTGCCGCGACACTGGCAACTTTAGTACTAGTCACAATATCTCATTTAAAGGAGGT 555 452 521 75,91 44,29 3 5 38 14 LSA0638

LSA1504_28_97 LSA1504 GAAGCCATCGTATTAAAGATGCGCTTAAACTCAAAAACTGTTTCTGCAGGCTGGAGCTACGAAGTTAAAA 138 28 97 74,16 40 5 5 38 16 ref|NC_002695.1|:2519334-2521973

LSA1506_12_81 LSA1506 GGCGGGTTTAGCCATGATTCCCATTTTGTGGTTAACCGGAAAAGGCAGTTCGAGAAGCACGTTTAAGTGA 81 12 81 77,09 47,14 4 4 48 15 ref|NC_004431.1|:4468080-4469183

LSA1507_268_337 LSA1507 AATGAAACCACTGATATGGGTGTTAACCTTTATTTCATTCGCCAATCACATCCTAACGGTTTAGGGGATG 903 268 337 74,16 40 4 7 38 15 ref|NC_002695.1|:c4693035-4690651

LSA1508_263_332 LSA1508 TCATTGATTTCTCACAAATGCGACACATCTATCATAACTTCGGCCACCTACGGAAACTACCGCAAATTAA 822 263 332 74,16 40 3 4 35 16 ref|NC_004431.1|:c2952361-2951642

LSA1509_204_273 LSA1509 CTACCAAGCAATTAAATGGGCCACGATGCGGCACTTCAGACAAGAAAACGGCCGGAACAAACAAATCGGT 549 204 273 77,67 48,57 4 4 35 14 ref|NC_004431.1|:c170661-169735

LSA1510_a_1046_1115LSA1510_aTGATAATAGTATTGCCACTAGATGTTGTTAGAGATTTTTGTTATAGAATTTATTATTCCCTAGGGGATAC 1491 1046 1115 70,06 30 5 6 34 13 ref|NC_002655.2|:c4659349-4659071

LSA1510_b_776_845 LSA1510_bATATCACTACAAGATTCCATTCTCTAGTTCTAGCACTGTTAGTACAAGGGAATGTTCGTATTATGAGTTA 1026 776 845 71,81 34,29 3 5 37 14 ref|NC_002695.1|:5042064-5044154

LSA1510_c_884_953 LSA1510_cATGGAGACATAACAAGATGGTTTTTAGCACAAGTAGTACCTCTAGTTAATGGACCAATGTCATTTACAGA 1275 884 953 72,4 35,71 5 5 38 14 LSA1791

LSA1510_d_193_262 LSA1510_dTTGAATGGTGGTGTCTCTGCGGCAAGAAATATGGGAATCAATCAATCAAGTGGAGATTATATATTCTTTG 981 193 262 72,99 37,14 3 5 35 14 LSA1643

LSA1510_e_280_349 LSA1510_eCCGTTACTAGCAGCTCGAGTTCTTGCAGTAAAACACAGAATAAGTCATTCGCATATATCTAGGGATAATG 1065 280 349 74,16 40 4 5 35 16 ref|NC_004431.1|:1190123-1192801

LSA1510_f_161_230 LSA1510_fATATTCCATTGGAAACTGACAGAGGGTCATTGGCTCAATATGGGCGATTGTTCTTTGATAGATTGATACC 915 161 230 74,16 40 3 5 37 14 ref|NC_002655.2|:389824-391242

LSA1510_g_31_100 LSA1510_gGCGTCTATTGAAAATACACGTCAGGTAATGCTTTTTAATCAGGTTGTTTTAGATCAGCGATATATTTATC 696 31 100 71,23 32,86 5 5 38 13 LSA0102

LSA1511_381_450 LSA1511 TGAACATTTGTTTGTTTTGCCTTGTGGGGTAGTACCACCTAATCCATCTGAATTATTAAATACGAAGAAG 747 381 450 72,4 35,71 4 4 37 14 ref|NC_004431.1|:1626666-1628135

LSA1512_102_171 LSA1512 CTTAACGTTTTTTGTAATTACACCGCAATATAGTGCTTCCACGGAAGTTTTGGTTAATCGTAAGCAGAAT 741 102 171 72,4 35,71 6 5 40 13 LSA0344

LSA1513_597_666 LSA1513 TAAAGGACCACTTAACTTAGATGGTGAGCATGCGCTTTACTACTCAAGAATGAGATATACTGATTCTAAT 972 597 666 72,4 35,71 3 5 37 13 ref|NC_002655.2|:1823008-1823685

LSA1514_701_770 LSA1514 TAATATTAGCGCAAGCCTTCTCACTATACATGCGGTATTTTGGGACTTCTTGGAATAGCTATGGGACAAT 939 701 770 74,16 40 4 4 35 14 ref|NC_002695.1|:c2124089-2122539

LSA1515_522_591 LSA1515 AACAATGCACGAACAACCTAACGTCCCTTCGTACGGTGAAGCAGGTAAGGGATTGCGTCTTAAAGAAGGG 798 522 591 77,67 48,57 3 6 35 13 ref|NC_000913.2|:c296320-294920

LSA1516_111_180 LSA1516 AATCTCACAAGCAGATCCTTCTGATTTTGAAGACACAGACATCTGCATCGTCTGCAGCTACACTTATGGC 453 111 180 75,91 44,29 4 6 41 15 ref|NC_004431.1|:3584078-3585586

LSA1517_196_265 LSA1517 GTGTTCCAATCTAAATACACAACTTTCAAGGCGCTCTTTCGCGAAGTGATTTCCTTTTTCTTCTTCCGTG 483 196 265 74,74 41,43 5 4 38 13 ref|NC_000913.2|:c2908707-2907916

LSA1518_269_338 LSA1518 GTATATCCTATATAATGGATACTGCGATAATGTTTGTCGGGATTTCAATGCTCCATGGTCCTAACATGGT 423 269 338 73,57 38,57 3 5 34 16 ref|NC_004431.1|:c679657-678719

LSA1519_194_263 LSA1519 TGCATTACATCTCATTTTCGAGAAACTTCGGTAAAGAAGCGGCGTTATACGCCGGTTTACAAGCTGCAAC 933 194 263 75,91 44,29 4 6 38 16 ref|NC_000913.2|:c3309259-3307055

LSA1520_791_860 LSA1520 TTGATCCACTAGATGTGGTTGACTTCCATAACTTAGCCGCTAGAAGTTTCTTCATCATGTCTGATTCAGG 1140 791 860 74,74 41,43 3 5 37 13 LSA1592

LSA1521_195_264 LSA1521 TTTGATTTGGTATGTCAGTGAAGAACAGCATCATGACGACGCACTTGTGAACTTAGGTGTGGGCTATATT 558 195 264 74,74 41,43 3 4 35 15 ref|NC_004431.1|:2201204-2202706

LSA1522_763_832 LSA1522 GCTGATGCCAACCATATTGACGGTTATATTTCATCCACTAAACCATTAAGCTATGCTGGTAACACTTTGA 1233 763 832 73,57 38,57 3 4 34 14 ref|NC_004431.1|:3086550-3087614

LSA1523_99_168 LSA1523 CTCGTTAATTGGGATTATCTGTACAGTCGTCACTTATTACTACTTCCATCAGGCCCTATTAACACCAGCT 174 99 168 74,74 41,43 3 6 40 17 LSA0189

LSA1524_24_93 LSA1524 CGCTAAACCCTTAGAACATCACTTTCATTTATCAGAACGGCTCAATAACATTCGGGCCGGTGTTCTAGGT 711 24 93 75,91 44,29 3 7 40 14 LCS0010

LSA1525_14_83 LSA1525 ATTTATTAATCGCAGGATTAGCAGAGGTTTGGTGGGCAACTACTATGAAGATGAGTAGCGGTTTTACCAA 321 14 83 74,16 40 4 5 42 14 ref|NC_002695.1|:c2223203-2219961

LSA1526_107_176 LSA1526 TTAAATTGGCCTACGGATTAGTTGGCTACTACCAACCTAAGGCACTTTGTTATTTTGGCATTAACAAGCG 345 107 176 74,16 40 4 6 35 13 LSA1605

LSA1527_67_136 LSA1527 TTCAACACAAACAACCTTGAATGGACACGTGCTATCTTAGGCGCTGCTCAAGAAACTAACACACCAATCT 864 67 136 75,33 42,86 3 5 41 13 LSA0106
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LSA1528_57_126 LSA1528 AAAAGTCTCAATCACAGTGATTTTTACGATCTTCACGATTGCGATTTTAATGGCGGCCGGGGCCGTCCTT 174 57 126 76,5 45,71 5 6 44 15 LSA0227

LSA1529_66_135 LSA1529 TGTCGGATTGTTGTCGTTTGTCATTGCAGCGCTCGCTAAAGAATGGCACCTTAACAGTGGGCAAATGGGT 1014 66 135 77,67 48,57 3 4 35 16 LSA0677

LSA1530_168_237 LSA1530 TGGCTATTATTACCAAACGACAACGCAACAAATTACCGGTTACCGTGCACAATTGGTGTGCCAGCATACT 528 168 237 75,91 44,29 3 5 41 17 ref|NC_004431.1|:c4143966-4143064

LSA1531_1077_1146 LSA1531 AGAAGGGCTTAGAATGGCATTACGGCGCATTGAGAGTCGTTATAACTTACCGGTCTTAATTACCGAAAAC 1449 1077 1146 75,33 42,86 4 4 35 15 ref|NC_000913.2|:4572158-4574878

LSA1532_170_239 LSA1532 AGGTTACTCAGTTGATCAAGGATCAGAGCTATCATTATGAAACAAGCTCCTCACGAGGGACTTACCAATC 423 170 239 75,33 42,86 3 5 35 13 ref|NC_004431.1|:5201296-5202405

LSA1533_260_329 LSA1533 TTACGTTCAGAGACCTTGCCGGCGAAGTTGTTGATGTCTATCGTAAGATGGCTGGTTTACCTGTTGAAAC 336 260 329 76,5 45,71 3 5 42 17 ref|NC_002695.1|:c1927712-1927479

LSA1534_642_711 LSA1534 AACTGGTAACGCGCAAAAAGTGAATGTCTTACGGCATTTAGCGCACCAAAAGAATTTTAGAGGCTTGGTA 1347 642 711 74,74 41,43 5 5 40 14 ref|NC_000913.2|:2001896-2003302

LSA1535_709_778 LSA1535 TCATATTTAACATCAGAAATTTATGGCGGCCAAAGCACAATTGTCTTAGATAATGCGGGCACAATTGGTC 999 709 778 73,57 38,57 3 7 40 14 ref|NC_002695.1|:2939294-2939515

LSA1536_240_309 LSA1536 TATTTTTCTCGACCATTTTGGTTACCAACTCAAAATTACATGTGAAAACCACCAACCGGTTTCAATCTAC 345 240 309 72,4 35,71 5 6 41 14 LSA1069

LSA1537_187_256 LSA1537 CCCGCATACGATCAGGCTGGCCATCAAAAAAAGGTGAGCTTTAATAGTGCTAAAAGTTCACGCTTACAAA 378 187 256 75,33 42,86 7 4 40 14 LSA1057

LSA1538_269_338 LSA1538 ATGATAATTTCGATAGTAATTACAGTCGGGCAGAGGGCTCGGGTATGTCAGTGGGGGTTTATCACTTTTT 750 269 338 75,33 42,86 5 6 38 13 ref|NC_002695.1|:c2444383-2443343

LSA1539_27_96 LSA1539 AACATTCCAGCTGCCCGATGCACAATCGGCGGGCGTGATTTCTTTTTTCGGCGTCTTATATCATTACCGT 195 27 96 77,67 48,57 6 5 40 13 ref|NC_004431.1|:c4680123-4677472

LSA1540_462_531 LSA1540 CGGTTTAAATGTTGATCGGGTCAATATCGATTCCATTCAAGTCGCACATGATATTCAAGAATCAATGAAC 918 462 531 72,99 37,14 3 6 0 0

LSA1541_420_489 LSA1541 TTTTAAAGCGGTCGGGCACTCGAACGGTGGTTTGATCTACACTGCCTTTTTAGAGAATTACTTCAATCGG 888 420 489 75,91 44,29 5 4 35 16 ref|NC_002655.2|:c2097507-2095195

LSA1542_282_351 LSA1542 GGTTGCTAGTCCGAATAACGGGTCAATTGTGGGGCGTTCATTGGATTCGTTAGTGCCAATTAGCTTAGTG 1074 282 351 77,09 47,14 4 5 31 15 ref|NC_002695.1|:c3263014-3262103

LSA1543_2_71 LSA1543 TGAAAGTAATCGTTCAATCTAAATTACTGTTATTTGGGCAATGGATCACGCGGGTTCAAACCAATCATCC 207 2 71 73,57 38,57 3 6 35 16 ref|NC_002695.1|:c1901224-1900292

LSA1544_830_899 LSA1544 TTGAAATTTCAGCACAATCATTCTATCAAGTGAACCCAGTGCAAACAGAAGTCCTTTACCAAAAGGCAAT 1365 830 899 72,99 37,14 4 5 38 14 LSA1626

LSA1545_398_467 LSA1545 ATTATTTTATGAACATCGCCGGGGGCGGCTTGTTGACAGAGTTGACGTATGAAGTCCCTTCTGATTTCAA 1029 398 467 75,91 44,29 5 4 37 14 ref|NC_000913.2|:2558279-2558920

LSA1546_1046_1115 LSA1546 TGAATGCTTACTTGAACGACAAGCAAATTGACCTTCAAGAAACCGCATTAACACCAGAACATTTAGCTCA 1431 1046 1115 73,57 38,57 3 6 40 15 ref|NC_000913.2|:c635792-634572

LSA1547_1135_1204 LSA1547 ATGCGGACCTTGATTATTCAAGATTTCGAAAAGGTCTTCGAAGATTACGATTTAGTTGTGGGTCCTACAA 1467 1135 1204 73,57 38,57 4 6 40 14 LSA1140

LSA1548_127_196 LSA1548 GTGGATACCACAGGTGTTCCCGTAACGACTCATGTAAATGGCCTCAAGAACATTGTTCGCGAAGATGTTG 297 127 196 77,09 47,14 3 5 40 14 ref|NC_004431.1|:337318-339465

LSA1549_516_585 LSA1549 TGACTGGGCTTCAGCACAAGTGATGCAACCCCTAGAAAAAATGATCGCACATGCTATCAAAGGCCTATAA 585 516 585 75,91 44,29 6 4 38 14 LSA1803

LSA1550_969_1038 LSA1550 TATGAGTTTTACACAGTATATTGCGACGGCCGCGGATAAGTATTTACCGCGTAACATTCCGCTTGATATC 1128 969 1038 75,33 42,86 4 5 34 13 ref|NC_002655.2|:c1814900-1813104

LSA1551_1583_1652 LSA1551 CTGCCCGTTTATTGGCTGAACATTTCCAAAACTTAGCAGCCTTGATGGCGAGTGATCAAGAAACCATCAT 2034 1583 1652 75,91 44,29 4 6 38 16 LSA1844

LSA1552_1831_1900 LSA1552 AGTAAGCTTTATTTAACGAATGCATACTCACGGATGTTGTACGGTCGTCAACAAAGTAATCAGGCCTCCC 2250 1831 1900 75,33 42,86 3 5 35 13 ref|NC_004431.1|:c4826430-4823608

LSA1553_193_262 LSA1553 GGCCTCATCTACAAACCTACCGATTTATTCCCCATGGTCTTAGCCGAATATCCACTCATGACAACGACCG 825 193 262 77,67 48,57 4 5 35 14 ref|NC_000913.2|:c3117134-3112572

LSA1554_143_212 LSA1554 ATAGTTTGGCGCGTGATTTAAGCTTTGGCCAAAATAAAAATATCGGGGTCGTCCTACCACACAATGACCA 939 143 212 75,33 42,86 5 6 38 15 ref|NC_004431.1|:3317579-3320449

LSA1555_1224_1293 LSA1555 GGACGACGCTTTCGACTACCACTGGCACCTCAGCCAAGTGCAAACAATTTTTGACAGAGTATTTAAATAA 1293 1224 1293 75,33 42,86 5 5 38 15 ref|NC_004431.1|:c5200976-5200284

LSA1556_314_383 LSA1556 CGCAAGATCGTTACCTCGAGAAGGTCTTTTTGAGTGATCTCAATATCAATATCTCACCATATGTGACGGT 1113 314 383 74,74 41,43 5 5 37 14 ref|NC_002655.2|:32749-33570

LSA1557_220_289 LSA1557 GTTCCCGTTGTTTTTGCACGTAAGCACAAGAGTTTAACACTCCAAGATAATATGTATAGCGCAACTGTTT 588 220 289 73,57 38,57 5 4 37 14 ref|NC_002655.2|:239618-240349

LSA1558_591_660 LSA1558 AACGGATCCTAATTATCCGGAGAAGTTAATCGAACTCGTCAAGACCTATCGATTGGACCAATTTGATTGA 660 591 660 74,16 40 3 6 37 14 LSA1277

LSA1559_96_165 LSA1559 TGCTTCTCGTTCATTAGAAAAGGCAACCGCCTTCACCCAACAATATCATATCCCTCATGCTTATGGTAGT 987 96 165 75,33 42,86 4 5 30 13 ref|NC_002655.2|:4954402-4955457

LSA1560_204_273 LSA1560 CGCCTTATTGCCAGCTTATCGGAATCAAGGTTATGGGCAACAAGCGCTCAACGATTTGAAACAGATGATG 462 204 273 76,5 45,71 3 5 38 14 LSA1385

LSA1561_107_176 LSA1561 AAGGCTACAAGACTCTTGAAGAAGGTCAAAGCGTTTCTTTCGATATCGAAGAAAGCGATCGTGGACCACA 201 107 176 75,91 44,29 3 6 45 14 ref|NC_002655.2|:552604-555966

LSA1562_219_288 LSA1562 AAATCTTTTAGAGGTTAAAGGCTCTAAAATTGCGCAAACTGCCGCAACACGAACCGCAGCTTATGACACA 639 219 288 75,33 42,86 4 8 40 14 ref|NC_002695.1|:c791489-790959
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LSA1563_363_432 LSA1563 CTCGATGGCAATCGCCGCTTTCTTTGGCACCATCGTTAATACGACGTTAGTTATTCTATTGACGTGGGCC 594 363 432 77,67 48,57 3 6 38 16 ref|NC_004431.1|:2185750-2186877

LSA1564_218_287 LSA1564 CACAAACCAGTCCTTCCAATCTCTTTATCAGTCATCAATTTGCCTACGTCACTGCATTATACGTCCATCC 462 218 287 75,33 42,86 3 4 35 13 ref|NC_004431.1|:c4289715-4288246

LSA1565_297_366 LSA1565 TTTTGCACCACCAGTCACGCCTAAAAAGGCAGCACAAAAACGACTAGAATATCAATGCACCAAATGTGGT 456 297 366 75,33 42,86 5 5 38 14 SKX0014

LSA1566_1989_2058 LSA1566 CGGTGCTTTTGTGGATATCGGTGTTAAACATGATGGCTTAGTTCATATTTCGCAATTGGCCAATCACTTT 2178 1989 2058 74,16 40 4 5 37 18 ref|NC_004431.1|:4319152-4320057

LSA1567_317_386 LSA1567 CAAGCATGCATGATGATCAAACAGTTGATATGCAAGCTTTTGCTGCTTCAGAAATGAACCAAGACAAAGC 435 317 386 74,16 40 4 5 38 15 ref|NC_000913.2|:782389-783108

LSA1569_124_193 LSA1569 AAAAGCTATGTCTTAGGCATTTCAGGCGGCCAAGATTCAACTTTAGTGGGTGCACTTACTGAAAAAGCAA 828 124 193 74,74 41,43 5 6 37 14 ref|NC_004431.1|:1027286-1031746

LSA1570_1204_1273 LSA1570 ACATACATCAATAAGACCGTGACCGACTTCAATGCCCGACCAATCTTACGGACTATTTTTGAAAACGGCA 1464 1204 1273 75,33 42,86 5 5 37 14 ref|NC_000913.2|:4198589-4199284

LSA1571_167_236 LSA1571 AAACGATTAGCCAAGCCGATTACATTACACCAGACGGTATTGGTATTCTTAAAGGCGCCACAATGTTAGG 729 167 236 75,33 42,86 3 5 40 14 ref|NC_004431.1|:586259-587191

LSA1572_174_243 LSA1572 AGAAGAACCGCGAATTGTTTTAATCAGCAACGAGCATAATCTAGGGTTAGCACCTAGTTTGAATCGGGGA 954 174 243 75,33 42,86 4 5 41 13 ref|NC_000913.2|:387019-387870

LSA1573_975_1044 LSA1573 CCAATTAGTTGGCATGGGCTTAGCGTTTAATAAGCATGTTAGTCAATCATTTTCAACACGCCAGTTAGCG 1077 975 1044 74,74 41,43 4 5 38 12 LSA0808

LSA1574_9_78 LSA1574 AGTTTTAACTTACGGGACCTTTGATTTATTACACTGGGGTCATGTTCATCTCTTAGAACGTGCCAGCCAA 387 9 78 74,74 41,43 4 4 34 13 ref|NC_000913.2|:c900757-900089

LSA1575_920_989 LSA1575 TCGTTTGGTTTTTCGGTAGTCGCTATCAAGCGATGACGGATAACTTCTTCTGGGTTAGTTTACTTGTGGT 1416 920 989 75,33 42,86 5 5 37 15 ref|NC_002695.1|:213022-215163

LSA1576_272_341 LSA1576 AGACCTATTTAAAGGCACTTGCGCGTGCTAAATATTGGATTATGGATATTAACTTTCCATTCCGTCTAAA 1146 272 341 72,4 35,71 3 6 37 13 ref|NC_004431.1|:c1497688-1496597

LSA1577_1311_1380 LSA1577 ATTATTAATCATGCCTTACGTTTTTGTACTGCTATATTGCTTATACGAAGTAATTCGTGTGCTAGGCAAA 1560 1311 1380 71,23 32,86 5 5 37 15 ref|NC_000913.2|:2482396-2485989

LSA1578_388_457 LSA1578 GGTGGCACTTGGATTGATAGTACAGTCTATTTTACGGGGACTAATTTCCCGGGTTATGTTTTTGATGCAC 849 388 457 75,33 42,86 5 4 38 14 LSA1866

LSA1579_1114_1183 LSA1579 GGTCCTCGAGGAGCGTTTGCAAGTTATTTCTGTTTGTGTTTGCTAGTAGTTGCCTTATGCAACGAATTGA 1542 1114 1183 75,33 42,86 3 5 38 13 ref|NC_002695.1|:c21748-19298

LSA1580_649_718 LSA1580 CAATTATGGGTTAAAGCAACTGCTGGTGTTTTATTAGCACTCGGGAATATGATGCGACCATTGGGCATTT 1452 649 718 74,74 41,43 4 4 37 14 ref|NC_004431.1|:847252-847662

LSA1581_1424_1493 LSA1581 ACTCAAGAGGTCAAAAAGTTAAGAAGTTGGCTGTTAATAGTGAATGGCACGTTTCACAAAAGTTGACTGA 2085 1424 1493 72,99 37,14 5 5 35 14 LSA1018

LSA1582_155_224 LSA1582 GTCAAATGAGTAGCCAAAGTAGCAGTGTGGCTAGCGTTCAAGAAAGTAAAGCGCCACAATCCTCTGCTAG 237 155 224 77,09 47,14 3 6 40 14 ref|NC_004431.1|:c2283602-2277138

LSA1583_222_291 LSA1583 CGGTACTTTAAAACAAGTTTCATCAGCGAGTGGTATGACTAATAAAGGGACTTATAGTATCGTTTCAGAG 426 222 291 72,99 37,14 4 5 34 14 LSA1622

LSA1584_1462_1531 LSA1584 GTACTGTCAAATTATCGGAAAATAGCACAACATAGTCAGTTTGATGAGCATGCTTTTACGTATTATTTAT 1545 1462 1531 70,64 31,43 4 5 37 15 ref|NC_002695.1|:4341153-4343402

LSA1585_1626_1695 LSA1585 TATGTTCTACGGGGATCACAATCCTTGGTTGGGGGAACAAAATAGTGTTTATAAAATGTTGAATATCGAT 2040 1626 1695 72,4 35,71 5 5 38 14 ref|NC_004431.1|:c1849072-1847426

LSA1587_314_383 LSA1587 ACCCATCATTAAGTGAATCTGAAAAGCTCCAACTAAAAGACGGTGAACAAGTGCTGCGGATGGAACGGAT 702 314 383 75,91 44,29 4 5 38 14 ref|NC_002655.2|:c1947452-1947183

LSA1588_541_610 LSA1588 TTCGAAGACTACTGTTTAGCACACAACATCGTGCCTTCTGTTGGTCATAGTAATGCCACACGGGAACAAA 1140 541 610 75,91 44,29 3 5 38 15 LSA0787

LSA1589_763_832 LSA1589 GACTGGGAACCAACATTAGTTACTCGTGGCTTTGACCCAATGATCAAGGCCTTTATCACAGCCTTACAAA 921 763 832 75,91 44,29 3 5 34 14 ref|NC_002695.1|:4146612-4147496

LSA1590_59_128 LSA1590 TGAAAGCTGATCAGATCGCAACAACGGATATTTTGGTCCACGGGGCTCATCCGGCAAATTATGAAGCATT 807 59 128 76,5 45,71 4 5 40 15 LSA1242

LSA1591_233_302 LSA1591 TGCTAACGGCGGCTGTTACCAATAAACAAGGACAGACAATGGGCAAGCGGAATTATGTTTTGAGTAGTCA 597 233 302 75,91 44,29 4 5 37 13 ref|NC_002695.1|:379734-383717

LSA1592_1220_1289 LSA1592 CACCAATCGGCCTTTCGATTACAACCAAATTAGCACCAAAAGCGTTCAGATCACAAATGATGAGTATGTG 1461 1220 1289 74,74 41,43 4 5 37 13 ref|NC_002655.2|:2157531-2157827

LSA1593_115_184 LSA1593 AGTCGTGAAGCCAATCTAACAACTGACAACCTTAAACATCCTGTGACGGCTTCTGCGGTCACCATGTTTT 585 115 184 76,5 45,71 4 6 37 14 ref|NC_004431.1|:c4263796-4263077

LSA1594_905_974 LSA1594 GAACTGGTCAAATTTCATACCAAGGCCAAGCAATTGATTTAGATAGTGATTTTGCCCGTGTACACATGGT 1518 905 974 74,16 40 4 4 40 15 LSA1368

LSA1595_138_207 LSA1595 CCGCGGGATTATGCACAATAACAAAAAAACAATGGGCATGATGTTCGTCGATCCAAACGAACATCCAGTG 987 138 207 75,91 44,29 7 9 38 14 ref|NC_004431.1|:c2945819-2942445

LSA1596_428_497 LSA1596 AAGACTTTACTTACTACTTAGCAAAATCAGAACAAACACCATCAGCAGTTGGCGTTTCAGTCTTTGTCAA 879 428 497 72,99 37,14 4 6 38 14 ref|NC_000913.2|:1874912-1875280

LSA1597_1464_1533 LSA1597 TAAGACGGATCAATTCTTGATGAGTAAGAAAGAATTAACGGAACAAATGACTGGTTTAATGGGTGGTCGG 2091 1464 1533 73,57 38,57 3 7 40 15 LSA1193

LSA1598_389_458 LSA1598 ACAAACCAAGTCGTAGAGTTGTGCCAGTTCATTCGGATTATGTTGGGATGGAAGTGCCAAATGAATTCGT 546 389 458 75,33 42,86 3 6 41 14 ref|NC_004431.1|:c1412387-1411830

LSA1599_554_623 LSA1599 AAGATCAGACAAACTATGAGACGACTGTCTTGCGGAATCGGGTGCGCCATACTTTGGTCCCTTTTTTAAA 1380 554 623 75,91 44,29 6 5 34 14 ref|NC_004431.1|:c4637021-4635408
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LSA1600_257_326 LSA1600 GGCCACAATCTAGTCGTCCAAATAACAATCGCGGTGGGTATCGTAAACCTGAACATACAAGTGCGCCTAA 444 257 326 77,09 47,14 3 4 38 15 ref|NC_002655.2|:c4721954-4720632

LSA1601_55_124 LSA1601 AAACAAAAGGTTGAGCAAAAATCGAAACGGACACGAACGGTTCATAAGCGTCGCTTATTAGCGTTGGGTG 399 55 124 75,91 44,29 5 7 38 14 LSA0276

LSA1602_141_210 LSA1602 GGAAATTGGGTTTGGTAACAAAACCATGATTGTCAAGATTACGCAAATTATCGAAACAACCAAGAAGAGC 267 141 210 72,99 37,14 4 5 40 16 LSA1054

LSA1603_1064_1133 LSA1603 GGAATAAAGCCTTAGTGTGGTATATGCTAAGTATTGTCATTATTGCGCTAATCAATGCCTGCAATAGTGT 1584 1064 1133 72,99 37,14 3 6 38 15 ref|NC_004431.1|:c2776786-2776154

LSA1604_2937_3006 LSA1604 AGGTAAACAACAACACGGCTTTATCGATTCAGTCGGTTTTGATTTATACTCACAAATGCTCAGCGAAGCA 3522 2937 3006 74,16 40 4 4 41 15 ref|NC_004431.1|:c2906021-2904510

LSA1605_293_362 LSA1605 GCAAATTACGCCTCCGCCAAAAGGGTTCAGCAGGTGGCCATAACGGGATTAAAAGTATTATTGCGCACAC 558 293 362 77,67 48,57 4 4 40 14 LSA1149

LSA1607_42_111 LSA1607 ATGGTACTCAAAGCTACAACAAATCGCAACAAAGTTAAATGCAATTAGTCGCAAATACGATGTTAGTTTT 420 42 111 71,23 32,86 4 4 37 15 LSA1148

LSA1608_1256_1325 LSA1608 AACCTAAATATGGTGGCACTTGGTATAAAGAACACGGCTCACACGGCTGTATCAATACCCCACCAACAAT 1380 1256 1325 75,91 44,29 4 6 37 14 LSA1245

LSA1609_512_581 LSA1609 AATTCGTTCGACGCACACTCTTCACACTTCCTAGTGGCTTAGACATCGAAATTCTCAAGAAAATCACTAA 681 512 581 74,16 40 4 5 30 15 ref|NC_002655.2|:c1712860-1712408

LSA1610_66_135 LSA1610 ATTATCACTATTTCCAGGGGTACTGGGCCTTGCTTCTAGCCCCATTCAGTTCCGGGTATCAGAAGGCTTA 522 66 135 77,67 48,57 4 5 38 14 ref|NC_000913.2|:c2591816-2591094

LSA1611_57_126 LSA1611 ACAGGGTGGCATGCGTCCCGTGTTAATTATTCAAAATGACGTGGGTAATCATCATAGTCCAACGGTAATC 357 57 126 75,91 44,29 4 4 40 14 LSA0955_1593

LSA1612_139_208 LSA1612 CAAGCGAAGGTTGATAACGTCATTAACGGCTATGTCGAAATGGCCAATCTTAATAGTCAAATCGCCGCTG 267 139 208 75,91 44,29 3 5 41 15 ref|NC_004431.1|:1612869-1614575

LSA1613_682_751 LSA1613 ATTAGTTTATATGGTCTTAATCCTTCTGGTAATGCGATTCCTGATTTACCTTATCCGCTTAAACAAGCAC 1143 682 751 72,4 35,71 3 5 37 14 LSA1424

LSA1614_285_354 LSA1614 TGTGGTTCACGTCTCGCTTTCACATACAGCAACACTCGTGATCGCAGAAGTTATTTTGGAAAGAGGTTAA 354 285 354 75,33 42,86 4 5 37 13 LSA1803

LSA1615_677_746 LSA1615 AATTCGACATTATGACCCGTTTGTTCGATGTTCAATCACCAGAATTAACATTGATTTTCGGCCGTACAAA 1593 677 746 72,99 37,14 4 5 40 14 ref|NC_004431.1|:1077043-1078836

LSA1616_1113_1182 LSA1616 ACTTCATGAGAGTTTGGCAACGGTCTTAGATCCTGCTCAAATCCAAGAAGTTTATCTATTTGGGACGGAA 1377 1113 1182 74,74 41,43 3 5 38 13 LSA1597

LSA1617_1062_1131 LSA1617 CGAATCTTTCAACTATGCTAACCGCAATAATTTACAACATGCCCAACTGGATAGTCGACCGCCACGCCAA 1239 1062 1131 76,5 45,71 3 5 38 14 LSA0021

LSA1618_803_872 LSA1618 TCTCAGATCCGTTTAAGGGTCGCGGTAGCTTTGGTGCGCATTTATTTGATAGTCACCCACCAATTGAACA 900 803 872 76,5 45,71 3 6 35 14 ref|NC_002655.2|:c3124084-3121283

LSA1619_358_427 LSA1619 GAATACATGAAATTAATGGAAGAATTAACGAATACTGAAAACAAGATTGCTTACGCACGTCAATTGTTCA 567 358 427 70,64 31,43 4 5 38 15 ref|NC_004431.1|:c4507406-4506558

LSA1620_597_666 LSA1620 ATTAGATGCCTACCATACACAACGTTTATATTTTAAACGCCAATTGCCTCAAGCTAAGAGTCAACAGTTG 741 597 666 72,99 37,14 4 6 35 14 ref|NC_002655.2|:4422583-4423971

LSA1621_1136_1205 LSA1621 GTTATGGTGGAGTCTTCATTTCCACCACCGTCTTAGTCGTGATTAACCTCTTTTGGGTCAATCAAAATAC 1254 1136 1205 74,74 41,43 4 7 38 15 LSA0026

LSA1622_51_120 LSA1622 GACTGATAGAACACGTTTAGCCGATAAAAATTTGACTAATAAAAAGGGCGCTAAGACAAAATCACTTTTG 126 51 120 71,81 34,29 5 5 42 14 ref|NC_004431.1|:c2776786-2776154

LSA1623_230_299 LSA1623 CCGTTTATTTAGTTTTTATCTATTGTTCGATTTTATTAGGGACCGGGTTACATTTTTACAGTCAAATCTA 678 230 299 70,06 30 5 5 37 14 ref|NC_004431.1|:c3473413-3472475

LSA1624_418_487 LSA1624 GATTTGATGATCCACCAAGAACAACACGAACAATTCTACCGAGCCATTCGCAATGATCCACTACGGAGTG 630 418 487 76,5 45,71 3 4 35 13 ref|NC_000913.2|:1463416-1472037

LSA1625_3_72 LSA1625 GCCATCATCGACCACTAAAACCACGCAATTTAAACTTATCTTTGTACTATACAGCTTACTGTTAGGCTTA 402 3 72 72,99 37,14 4 4 37 14 ref|NC_002695.1|:3800463-3801458

LSA1626_415_484 LSA1626 ATTTGCCTAGGCGCTTGCGGTCTATTGTCCCCCTATTTACTGTTTTCCGGAGAACACTATTTACTAACCT 825 415 484 75,91 44,29 5 4 35 14 ref|NC_002655.2|:2529766-2530653

LSA1627_146_215 LSA1627 AAATTTCATCAGATTCACATCCATTCTACACTGGTAAACAAAAATTTACTCAAGCAGATGGTCGTGTCGA 264 146 215 72,4 35,71 5 6 41 15 ref|NC_000913.2|:2380735-2381946

LSA1628_1144_1213 LSA1628 TTGATGGCCAACGGTGTGACAACTATTACGAACGCAAGTAATATTTTAAGAGGATATGATCGCGTTATTG 1260 1144 1213 73,57 38,57 4 6 40 13 LSA1482

LSA1629_1340_1409 LSA1629 CCGAAGCTTATGATAACCAAAGTGTTATCCAACAACGTCACCGTCACCGTTATGAATTCAATAACGAATA 1593 1340 1409 73,57 38,57 3 6 40 15 ref|NC_004431.1|:c3704397-3703066

LSA1630_510_579 LSA1630 CAAAGTCTCACCCGTTCAAATTGGTAAGACTGTCTCACTGAAGAATTTCAAACTGCCTAACACGATCGAT 936 510 579 74,74 41,43 3 5 35 14 ref|NC_004431.1|:1660791-1663430

LSA1631_192_261 LSA1631 AGATGGTAGCTTTATTTCTTTAGGCGAAAACGTTTGGGGCTTGCGTTCTTGGTACCCATATGAATCTGTC 609 192 261 75,33 42,86 4 4 38 13 LSA1730_940

LSA1632_297_366 LSA1632 CTTACCAGTTTTGACGACGACTAATCATTTATTGATGACATTATCAGACGAACCACTTAGCGGTGAAGTT 441 297 366 73,57 38,57 4 4 38 15 ref|NC_004431.1|:c43043-41901

LSA1633_42_111 LSA1633 CGTTGTTAATCAACAATTTTCGGCTGACCAAGGTCAACTCGCTTTTGCCCACGCGAATACACTGTTGGCC 843 42 111 77,67 48,57 4 5 38 15 ref|NC_002655.2|:c1416580-1414562

LSA1634_1149_1218 LSA1634 AATTATCCAATCTGATGGCCAATTAAACGAGCTTTCTTCTATCAGTAATTTGGTCGCTGCCATTTCGGGT 1359 1149 1218 74,16 40 3 5 35 14 ref|NC_004431.1|:c590242-589019

LSA1635_160_229 LSA1635 TTACACGAATTAGGGCTCACAGATAGTTCTGATTATGTAATCACCTTTAATGGTGCCTTAGTTCAAAATA 822 160 229 71,81 34,29 4 6 37 14 LSA0089
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LSA1636_739_808 LSA1636 GCGATTCTCTCGATGAAACGCCATCAGTTATTATTTGTAACAATCTGCAGTTTACTATTTGCGATTCTAG 834 739 808 72,99 37,14 3 4 38 15 LSA0788

LSA1637_431_500 LSA1637 TCTCGATTGATTCCGTCTTAGCCTCATTAGCGATTTCAAGTAACCCTGTGATTGTCTTGATTGGTGGGAT 732 431 500 75,33 42,86 3 5 35 14 LSA0155

LSA1638_127_196 LSA1638 ATCTCATTATTCGTCGGTCAAGTGGATCTTTCAGGGATTGCTGTCACAATTCCGGGAACTAAGGCTGTTT 399 127 196 75,91 44,29 3 4 35 14 ref|NC_002695.1|:c3836631-3835606

LSA1639_303_372 LSA1639 TGTCATCACTAAGACACAGGCACGGATTAAACAAGCGGACCTTGATCAGTTGGTTAGTTGGATCAAAACC 831 303 372 75,91 44,29 4 6 38 14 ref|NC_002695.1|:1994971-1996728

LSA1640_464_533 LSA1640 CAGAAATGCGCCGGAATCCTAACGTCATCGGTGTTAAGAATTCATCAATGCCCGTTCAGGACATTCAAAT 918 464 533 75,91 44,29 3 4 40 17 ref|NC_002695.1|:c2843171-2842794

LSA1641_422_491 LSA1641 AAGCCAACCGATTAGGTTTCGACATTATTGGTACGACAATGTATGGTTATACACCGGCTACGGAAGGCTG 696 422 491 76,5 45,71 3 5 38 18 ref|NC_004431.1|:c3558226-3556727

LSA1642_888_957 LSA1642 ATATAGTTTTTATAGTCGTGCAGAATCGTTACCTAAGGGTTTTAATACAACAGCATTGGTGCCTTATTTT 1503 888 957 71,23 32,86 5 5 34 15 ref|NC_002655.2|:c4670589-4668913

LSA1643_240_309 LSA1643 CTATGCCGGACCAACTATCCCAAACTACATCGGTACTGAAATAAAAGCCATTCTCAGTCATGAATTTACG 873 240 309 74,74 41,43 4 5 38 15 ref|NC_004431.1|:3365462-3365890

LSA1644_617_686 LSA1644 GGCGGCAACTTTGTGAATCCTTATCACCAAACATACCAATTATTCTTGAATATCCAATGTCTAATTCCGA 732 617 686 72,99 37,14 3 5 35 15 ref|NC_000913.2|:c2638597-2637323

LSA1645_664_733 LSA1645 ATTACACTCTGTTTACTGTTTGCTAGCTTAGCAACTTATTTAGGTATGAGCGATGTCTTGGGTGCCTATT 1167 664 733 73,57 38,57 3 6 35 14 ref|NC_004431.1|:3631437-3632066

LSA1646_903_972 LSA1646 GGATGCGATCAAACGAATCCATGAAAACAAACCAGTTAGTCCATTGTTCGAAAATAGATTTAAACGTTAA 972 903 972 71,81 34,29 4 5 40 13 ref|NC_000913.2|:c2661345-2660605

LSA1647_201_270 LSA1647 AAAAATAGGTTGCGCAATCACCGCTGTGGGATGTCTAATCATACTCCTGCTAATCTTCTTTTTAAGTGGC 339 201 270 74,74 41,43 5 5 35 14 ref|NC_002695.1|:c4512691-4512329

LSA1648_1314_1383 LSA1648 CGCCCGTGCACGTCAAACAAATAAAGAAAACTACTGGGCTAAATTACCAGTCGCAAAAGACGAAGAATGG 1389 1314 1383 75,91 44,29 4 5 37 14 ref|NC_002655.2|:4075260-4076447

LSA1649_54_123 LSA1649 ATTATTAGTGGTGCTTGGTATTAATTGGTCTACCTCACATCACCAACCGGCTAAACCAACTGCGAGTGTT 621 54 123 75,33 42,86 3 5 37 14 ref|NC_004431.1|:c4278832-4277738

LSA1650_304_373 LSA1650 TCATTTGAAACCCACTTTAACCACCACCTACGTCAACTCGTTCAAATTATTATCAACGATTTGACGCAGC 591 304 373 74,16 40 3 7 37 14 ref|NC_002655.2|:c5071775-5071140

LSA1651_94_163 LSA1651 CGTTACGAATCAGCTAAATCATCTATTAGTGAAGATTTATCAATCGTCAAACGGACCTTTTTCAATCGCG 837 94 163 72,99 37,14 5 6 38 15 ref|NC_004431.1|:1617643-1618695

LSA1652_748_817 LSA1652 GGTCCAACTGTTTTTGGCATTTGTCGCCAGTACTCACGCGCGCAACGCATTTATAACAGTATGTCCGGAT 858 748 817 77,67 48,57 5 6 38 14 ref|NC_004431.1|:c1910053-1907867

LSA1653_26_95 LSA1653 AGTATGTTGAGATTTATATGTCTGCCATTAAGTATGTTGAAGACCTCGTGTCGCAACCAACTAAGGCTTA 441 26 95 73,57 38,57 3 4 38 13 ref|NC_000913.2|:2380735-2381946

LSA1654_54_123 LSA1654 CAAGTTAATGGTTGTCGCTCAAGCTGGGCGCAAGAAAGTAACAAAGCGAAAAGGAATCTTAAGAGAAACC 252 54 123 75,33 42,86 4 5 38 14 LSA1507

LSA1655_363_432 LSA1655 TAAAATTGTGGCTAATTTGCCTTATTACATCACAACACCAATCATGTTACATTTATTGGAAGCCGGTTTA 894 363 432 71,23 32,86 4 5 38 16 ref|NC_004431.1|:3181153-3182037

LSA1656_474_543 LSA1656 TAGTAAACAACTGTATAAGCGCCTTAAAATGTTCCAGGTGAGCCAAGACGAATTTGGCGCAGCACTAAGA 570 474 543 75,33 42,86 4 5 40 15 LCS0012

LSA1657_540_609 LSA1657 TTTCAAGAATGCGCGTGAGGTGCATGAAGCAGCCAAATTATGCCCATTAGATGTGATGTTAGTCGAAACA 777 540 609 75,33 42,86 3 4 35 15 ref|NC_002655.2|:2593295-2594578

LSA1658_1055_1124 LSA1658 AAGATTTTGTCAGCCGGATTAATTACGATTTAGCTAACGATTTAGGGAACCTCTTAAACCGGACAGTCGC 2046 1055 1124 74,74 41,43 4 4 40 15 ref|NC_004431.1|:3518804-3520042

LSA1659_98_167 LSA1659 TTGTCGAGGTCGATAGTTTTTATTATGCGCTACAAGCACCAACCGTTAGCGCTAAGTGGCTGCAGCAAGT 846 98 167 77,09 47,14 5 6 37 15 ref|NC_002655.2|:1104638-1105213

LSA1660_215_284 LSA1660 CGCGAATTCAAACTAACTATAAGCAGGTCGGTCAACAGTTAATCGAGACTTTAAAAGATTTGACGGAACA 321 215 284 73,57 38,57 4 5 40 14 ref|NC_004431.1|:c2455034-2452887

LSA1661_129_198 LSA1661 TGCCGAAATGGGTATGCGACGCGAGATTTTTGAAGAAACGGGTCTCAATCAGAATCAATATACCTTGTAT 495 129 198 74,74 41,43 5 5 35 15 ref|NC_002655.2|:4643987-4645696

LSA1662_79_148 LSA1662 GTTGATGAAATTGCCCAAATCAAATTTGACAATCAAATCGGTTTGACCAACATTCAACGCGAAAAAGCGG 288 79 148 73,57 38,57 5 6 41 16 LSA0626

LSA1663_104_173 LSA1663 GGATGTTAAAACACGACCAGGCACAATGCGTGATGAATGACGATGGCAGTTTGGCAATCTTATTAACAGA 963 104 173 75,33 42,86 4 6 38 14 ref|NC_000913.2|:c3099645-3098926

LSA1664_463_532 LSA1664 ACGGACATGCCATTAGAATTAAGTAAAACCCGCCAACTAGGCCAATTCGTAGAACTAACCTATAAAATTA 540 463 532 72,99 37,14 4 5 34 13 ref|NC_000913.2|:c75480-74497

LSA1665_268_337 LSA1665 CAATTCTTGCTCAATCGCTTGAGTACAGAAACAACACTGACCCCTGCAGTTCTTCAAGTCCAAACTTATT 798 268 337 74,74 41,43 4 5 35 14 ref|NC_004431.1|:4099159-4102272

LSA1666_235_304 LSA1666 GGCTTAGGCTTGAAAGATGCTAAGGGCTTAGTTGATAACGCTCCTTCAGCTCTTAAAGAAGACGTTTCTA 369 235 304 75,33 42,86 3 5 42 15 LSA1768

LSA1667_403_472 LSA1667 GGTTTATTATCAATGTTACTTTCTGTATTACAAGCACCAGTCCGCAACGTCGCATATGCTGTTAAAGCAG 504 403 472 74,16 40 3 4 40 16 ref|NC_002695.1|:c5458550-5458053

LSA1668_1075_1144 LSA1668 CAAGGCCATAGTGCGCGTCAAATTAGTACCGACGATTCAGCTATCAAGGTCTTGATGATTCCTACTAATG 1185 1075 1144 75,91 44,29 3 7 35 13 ref|NC_002695.1|:3341257-3342798

LSA1669_1164_1233 LSA1669 ATTCCCTGCTTTTATGATCATCCTTTGTGTCCCATTAACCTACAATATCTCATACGGCTTGGCTTTTGGT 1359 1164 1233 74,16 40 4 5 35 13 ref|NC_000913.2|:1092099-1093457

LSA1670_1179_1248 LSA1670 TAAAGCCCACGTGATTGGCTTACAAAGTATTAGTCGTACTCAAAACCTTGTCTTACCTGTTGCACACGAT 1743 1179 1248 74,74 41,43 4 5 35 13 ref|NC_004431.1|:292732-294246
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LSA1671_368_437 LSA1671 AAGTAGGTCGTTTAGGCCGTGTCTTGGGACCTAAAGGCTTAATGCCTAACCCTAAGACTGGTACAGTTAC 690 368 437 77,09 47,14 3 6 35 13 LSA1084

LSA1672_139_208 LSA1672 GCTGACCAAGCTGGTTTATTGATTCCTGTTGTCATTACTGTATACGAGGATCGTTCATTCGATTTCGTTA 426 139 208 74,16 40 3 4 40 14 LSA0949

LSA1673_72_141 LSA1673 ACTTGATTACTATAAATTAGCTCATGTGCAACCTCATTGGCACCCACGACTAACGCATTATGAAACAGCA 858 72 141 74,16 40 3 4 37 15 ref|NC_004431.1|:1801647-1802345

LSA1674_27_96 LSA1674 GTACGTATTACACACTTATTCAGGATACGAAAACAAAGTTAAGGCGAACTTAGAATCTCGTGCCCAATCA 549 27 96 73,57 38,57 4 5 35 14 LSA1149

LSA1675_41_110 LSA1675 TGAAAATTGTTACTTGGCCTAATGCCAAACAAACGCGTAAGGATACGTCAACTGTTGTCATGACATCTGT 180 41 110 74,16 40 4 5 42 14 ref|NC_002695.1|:353931-358184

LSA1676_15_84 LSA1676 AGTCGCCTTAGCCTGTACTGTCTGTGGTTCACGTAACTATTACGTTGCTGAAAACAAGAACCGGACAGAA 150 15 84 76,5 45,71 4 6 40 15 ref|NC_002695.1|:c851306-849861

LSA1677_91_160 LSA1677 CCGATGGTGTATCACACCCTGGCGCCATATTATATCCGGTTATTCGATGAAGACGATTGGTTACAAGAAG 561 91 160 76,5 45,71 3 5 38 16 LSA1774

LSA1678_151_220 LSA1678 ATTATCCTCGTCTTTGATGCGATGTATGTGCCAGGGATTAAACAAAGCTATGAACAATATAATCTTGAGG 534 151 220 72,99 37,14 3 5 37 16 LSA0045

LSA1679_425_494 LSA1679 AAGAAGAACCTTTTATCTTGATCTTGGATAACTTGGAAGATCCCCATAACTTGGGTTCAATCATGCGAAC 888 425 494 73,57 38,57 4 6 38 13 LSA0872

LSA1680_243_312 LSA1680 AAATGCCAAAAGTTATACGAAAGCCAAGAATACGAGTGTTTCGACTTATCGGACCTCAACTGGTTTTGAA 420 243 312 73,57 38,57 4 5 38 14 LSA0450

LSA1681_1200_1269 LSA1681 CCGCTTAACGCGATTATTAGCCATTTTTGGTGTTGTGTTTAAAGCGGACCAATTATTGGATACCGAAGTT 1407 1200 1269 74,16 40 5 6 40 15 LSA1469

LSA1682_774_843 LSA1682 GAAGTTGCTAGACGGAATTGTGGTCACAAATGATTACAATTTAAATAAAGTCTGTGAATTCCAAAACGTT 1113 774 843 71,23 32,86 4 6 40 14 LSA1648

LSA1683_912_981 LSA1683 CTTGGTTGAGTTACAAACTTTGATTACCCCAACCTTGTTCGGAAATGCAAAACGGACTTCTTCGGGATTA 1365 912 981 74,74 41,43 4 5 37 13 LSA0625

LSA1684_47_116 LSA1684 ACTTAAGTTTACCAGTGCGGTCGACTGCGCATTCAGCAGGATACGATTTTGCTTGTGCAGAGGACTTCGT 540 47 116 77,67 48,57 4 4 35 15 ref|NC_000913.2|:2551247-2552146

LSA1685_25_94 LSA1685 ATGGCCGCTGAACGTTCAGTGGACTACGTCGAAGATAATATGATTTTAGGACTCGGGACTGGCTCAACTG 684 25 94 77,67 48,57 4 6 38 13 LSA0272

LSA1686_801_870 LSA1686 ACAAGCAAGCAAACAATACAACCAACTTTACAGCTTAGACTCACAAGATACCGTAGTTGAAGGCCATCCA 1209 801 870 74,74 41,43 3 5 37 13 ref|NC_000913.2|:426871-428718

LSA1687_24_93 LSA1687 CACAAAAGAAGAACAAGCCCTACTAGACCAAACCCCAATCAAACTAGACCCATGGGACGCACTACAATAG 93 24 93 76,5 45,71 4 4 44 15 ref|NC_004431.1|:3869397-3869810

LSA1688_474_543 LSA1688 GGTCATGCCCGAAACTTATAACAGTGAAAAATCAAGCGAACTCAACAGCGTCTTGAACCTTAAACTTAGA 1347 474 543 74,16 40 5 5 37 14 ref|NC_002655.2|:c3988805-3986913

LSA1689_433_502 LSA1689 TTTAAGCACCGGGTTCGGATTATTTTTGGCACGGATGAAGAATCAGGGAGCCAAGATATTCCGGTGTATC 1323 433 502 76,5 45,71 5 6 37 16 ref|NC_002655.2|:4284956-4286329

LSA1690_1059_1128 LSA1690 ATTAATTTCAGGGTTAGTCTTCCAATTAGGATGGGTACCTTATACAAACGGTGTTATGCTACCTTGGACG 1317 1059 1128 74,16 40 3 5 32 14 ref|NC_004431.1|:3628503-3629552

LSA1691_145_214 LSA1691 ATTATCGGGACTTTCTATTGTGGGACTGATTACTATCAAGAAAATAAGATAGAGGTTAAGCGGAAAGTCG 528 145 214 72,99 37,14 4 7 37 15 LSA1550

LSA1692_430_499 LSA1692 ATTTACCTTAAACAAAGAATACTCCCCAACTTGACGGCCCACGAAGCGCAAGGCTCTCTCTACCGTTTGA 717 430 499 77,09 47,14 4 4 37 15 LSA0001

LSA1693_873_942 LSA1693 GGATCAGACCACTATTATTGAACCAATTTCCGAAGCTTGGTTAATAGCTTACGAAAAACGAATTAAGGCC 954 873 942 73,57 38,57 5 6 40 14 LSA1468

LSA1694_64_133 LSA1694 GCTTGTAGCTCACAAACTAAGCTATATGATGCTAAGCAGAAGTTAGGCCCACAAATCAATTACACGATTA 906 64 133 73,57 38,57 3 5 38 14 LSA0990

LSA1695_377_446 LSA1695 TATTTAAACCGATTCTTGATTTTATGCAGACCATGCCAGCCTTTGTTTACTTGATTCCAGCGGTTGCCTT 843 377 446 74,16 40 4 5 41 14 ref|NC_000913.2|:c2099292-2097886

LSA1696_336_405 LSA1696 TCAGAATTTTGGACTTTTCCCAAACCGCACAATCCTAGACAACACTTCTTATGGATTAGAAATTCAAGGG 1200 336 405 73,57 38,57 4 6 38 14 LSA0614

LSA1697_1251_1320 LSA1697 CTTTAAGGCACGCAAAGATTTGGAACGGCCATACGAATTCTTCAAGACTAAAGCATCAGTGCAAGCTGTG 1485 1251 1320 75,91 44,29 3 5 35 14 LSA1181

LSA1698_512_581 LSA1698 TCCAAACTTATTTTGAGGAACACCATATTCAGATTCGGGATGTCAATTTCTCGGTGACTCAAAATGAACG 702 512 581 73,57 38,57 4 8 40 13 LSA1339

LSA1699_1096_1165 LSA1699 GTCATTACACGTGGGTTATCAATCTTACCAGTTATCATCTTCACGGTTTATTACCATGGGAATGAAGCCC 1377 1096 1165 74,74 41,43 3 5 37 14 LSA1299

LSA1700_40_109 LSA1700 AATGAAATGATGACGGAACCTTATTTAGGGAAGGTCTTGGAGAAGTGCGAAGAGACTGTGCACGTCTTAA 219 40 109 75,33 42,86 3 5 38 15 LSA1709

LSA1701_214_283 LSA1701 CCAACTGGGACAGATGTTGCTTTGGACTTCATGCCTAACGAAAACAAGTTACACGGTACAATCTTCTTCC 537 214 283 75,91 44,29 4 4 38 13 ref|NC_002695.1|:c3620390-3619605

LSA1702_361_430 LSA1702 ATTAAGGTTTCAGACATCAAACCAGGTCAATGGTTGGTTATTTTTGGGATGGGGGGCTTAGGCAACTTAG 915 361 430 75,33 42,86 6 5 40 17 LSA1271

LSA1703_318_387 LSA1703 TCAATTGGAGAGTCTATTTATTGGTGTTATTTTCGCTGCGACTTCAGTATCGATTTCGGTCGAAGTTTTG 1161 318 387 73,57 38,57 4 5 37 14 ref|NC_004431.1|:c2067749-2067303

LSA1705_506_575 LSA1705 AACAATATACCTTCTCTGGAGATAAACGGCCATACCTGTCAACTGAAGTCATTGAGAGTGAACCGCAACC 1002 506 575 75,91 44,29 3 4 34 13 ref|NC_000913.2|:c35392-34781

LSA1706_382_451 LSA1706 AATCAGGACCAACCTTTTATTTCAGCTAGTGTGATTAAGTTATTCATCATGGATTATCTCTATGACCAGA 984 382 451 71,81 34,29 4 5 37 14 ref|NC_000913.2|:c2172588-2172304
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LSA1707_365_434 LSA1707 AAGTATCATCAAGTAGTTCGGAATCCGTTGCAAATCCGTTATGGACCGAGTCTAAGAAGGATAGTCTGCA 819 365 434 75,33 42,86 3 4 34 13 LSA0055

LSA1708_116_185 LSA1708 CGCGAATTTATTTTGGCTTTCCGTATACGTTCTATATTGGAACGGCCAATTATTTGAACGCCCGTAACTG 612 116 185 74,74 41,43 4 5 37 14 LSA0658

LSA1709_569_638 LSA1709 TACTTGTTTATCGCTACACCCAAGAATCTGTGGATAATGTGTTGATATACGATGCGCGAACTATTTTACC 1041 569 638 73,57 38,57 4 5 38 14 ref|NC_002695.1|:4728732-4729697

LSA1710_711_780 LSA1710 CGAAACCGGCTTGAAGTTCAAGGCGGTCGATCAACCATTTGCCTTTTCATGCTTGCCATATACCGCTGAA 957 711 780 77,67 48,57 4 6 34 15 ref|NC_000913.2|:c1193041-1191890

LSA1711_1399_1468 LSA1711 TACGCTGGTAGTGTTCTTGAGAAGATGAACGCCTATTACAAGCAACAAGATCCAACGCGCTTAGTGCATT 1878 1399 1468 75,91 44,29 2 5 38 14 ref|NC_004431.1|:1528116-1529402

LSA1712_191_260 LSA1712 CTAATAGTGCTAGCTACGTCAATCAGACCGGTACATTTTACGTTTTCGTTGCGGATTTGTATCGTCAAGC 738 191 260 75,33 42,86 4 4 37 14 ref|NC_004431.1|:c2290113-2283613

LSA1713_33_102 LSA1713 TGTAGTCGCAACAGCGATATTAGCATTAATTGCAGGTGTTTGGAGTTTTAAGAAGGGCTCACAGGTCGTA 108 33 102 75,33 42,86 4 4 42 15 LSA0669

LSA1714_35_104 LSA1714 TAATCGATCAAAAGAAGGGTGGCGGTAAGTCAAAACAAACTGACGTCGCTAAGAATGATCGGACAAAGAT 144 35 104 74,74 41,43 4 6 45 17 ref|NC_002655.2|:c2292718-2291363

LSA1715_552_621 LSA1715 TGGCGCCGAATTCACTAAAAAGCGGGCGTATAAGTCATTCGCTGTCCAAGATGGCCAATTAGTAACAGGC 681 552 621 77,67 48,57 5 5 37 15 ref|NC_004431.1|:c3123240-3122467

LSA1716_350_419 LSA1716 ATAAATTATTCGGCCAATCTTGGTCGGCGAGTCTTGGTAAAAGTTTGTCGAAGGAATTAGTTTTAGTTGG 636 350 419 73,57 38,57 4 5 37 14 ref|NC_002695.1|:c5180012-5179224

LSA1717_110_179 LSA1717 CCTATGAGCAAGGGCTATCATACCCATCCTTAGAAACGCTGGTCAGTATTTGTAGTATTCTTGATACGTC 321 110 179 75,33 42,86 3 5 41 15 ref|NC_002695.1|:1747598-1748611

LSA1718_93_162 LSA1718 TCACAATAAGAACGCTAAGGTTGCTTCAACTAGTCATCCAAAATCGGCCTCACACAGCACAACGTCGCGT 639 93 162 77,09 47,14 4 4 35 13 ref|NC_004431.1|:c904282-903686

LSA1719_411_480 LSA1719 TTTAGGGAGTACAATTCCAAGTGCAGTCCTAACGATTTCATTCTTACCTAAAGGCACGATGGGTGATTTA 579 411 480 74,16 40 3 6 34 14 LSA0747

LSA1720_a_1967_2036LSA1720_aTTGAAATAAACTATCACGGGAAACCGATAGCTAAACATTCTATAGGACAGCGAGCATCAGCGTTAGTGCT 2370 1967 2036 74,74 41,43 3 5 37 13 ref|NC_002655.2|:c2332581-2331835

LSA1720_b_32_101 LSA1720_bCAGATTTTCATCTGCATACGAGGGCAGATAAAGAATTTTCATATTTAGGTGATGATGATAGATTTATTAG 219 32 101 70,64 31,43 4 6 40 17 ref|NC_002695.1|:c4173661-4173443

LSA1721_44_113 LSA1721 CAGTAGCTCGTGTACGTTTAGTACCAGGTACTGGTAAAATCACTATCAACAACAAAGACGTTGTTGATTA 393 44 113 73,57 38,57 4 9 38 16 LSA0613

LSA1722_50_119 LSA1722 ATGTGATCGATGCAACAGATATTGCATTAGGTCGTCTATCAACTGTAGTCGCTTCTATCTTACGCGGTAA 444 50 119 74,74 41,43 2 6 40 15 LSA0711

LSA1723_40_109 LSA1723 ACTGATTTTGCCGGCTTTCAAGTTCAGCCTAAGCAACGCACAGTTCAAGGCACCTTGGAAAAAGCTTTAA 750 40 109 75,91 44,29 5 5 34 14 ref|NC_002695.1|:1091638-1093311

LSA1724_241_310 LSA1724 AAGGCGCACAACGTAGATGATGATCAACGAACTGTGCAACTAGAAGTGACCAGAGAAGGTAGAGAGAAGT 348 241 310 76,5 45,71 2 5 38 14 ref|NC_004431.1|:c1914865-1913861

LSA1725_153_222 LSA1725 CAAAACAGTTGCTGGGATTTCATTTGGCGATAACAGCGACAATGGTAACACTGGTTACTTACGTCTTCAA 978 153 222 74,74 41,43 4 5 40 14 ref|NC_002695.1|:2739356-2741503

LSA1726_11_80 LSA1726 TGGTAAATAAATTTGGTTATAAAAAGACGAAATGGGGCATGATTGCGCTAGTAACGATACTATCAATCAC 153 11 80 71,81 34,29 5 6 38 14 ref|NC_002695.1|:c2100586-2098901

LSA1727_36_105 LSA1727 GAACAGTCAATATACCAAGACCATTCATAAGGATGTCTTAATAACGGCTTCACAGGCTAAATATATTAAT 249 36 105 71,23 32,86 3 6 38 13 LSA0393

LSA1728_547_616 LSA1728 AAGGACTATCGGTACTTAGAATCGCCTTCGATTAAGACGCGCTTCACTAAAGAGGGAAAGGCTGCAATTA 789 547 616 75,91 44,29 3 5 32 15 ref|NC_004431.1|:1114592-1115359

LSA1729_678_747 LSA1729 CGAAAAAGAAGGCTCAAGTATTGCACCTAATTCATCTGTGACACTTCCAATTTCTTGGGAGTATAACAAC 984 678 747 73,57 38,57 5 5 35 13 ref|NC_002695.1|:4519109-4523875

LSA1732_137_206 LSA1732 TAACAACTACTGTACAGGCAGATAAATCATATTTGGTAAACGTATCAAGTACTTTCTGGAAACTGTTTGA 291 137 206 71,23 32,86 3 4 37 15 LSA1774

LSA1733_4_73 LSA1733 AAATTGTTACACCAGCGTTTTGGGCTGGAATTGTAATGCTGTAAACACCACTTGCATCAACTTCGCCTGT 81 4 73 75,33 42,86 4 5 44 15 ref|NC_002695.1|:c2360234-2359014

LSA1734_744_813 LSA1734 AGCCCCAACAATTCATAACCCGATTTATGACACAGATACAGTTGTAACGGGTTCAGGAATTCCAGGCGCA 840 744 813 76,5 45,71 4 6 35 14 ref|NC_004431.1|:395711-399961

LSA1735_77_146 LSA1735 TCGCCAGTTTCTATTACATCGGGATCATTTTCTTAGCACGCTCATGGCCAGCTTATCTCTTGTTATTTGT 792 77 146 74,74 41,43 4 4 37 13 ref|NC_002695.1|:3212511-3216104

LSA1736_169_238 LSA1736 TTGAAGCCGACTGAAGGGGTCGTACAGATTGGTGAACGCCAGATTACGCCTGAAACGAATAATAAGAACT 876 169 238 76,5 45,71 4 4 40 15 ref|NC_004431.1|:106982-107812

LSA1737_1_70 LSA1737 ATGGATGAAAATAAAATCATAGAAGTGGCACATTTAAAATATGAATACCCACAGGCGAGTCGCTTGGCCC 843 1 70 74,16 40 4 5 38 15 ref|NC_000913.2|:4473424-4475274

LSA1738_6_75 LSA1738 TTATCGTAAATTAGGTCGTACAAGCTCTCAACGTAAAGCAATGTTACGTGATTTGACTACAGATTTAATC 381 6 75 71,81 34,29 3 6 37 15 ref|NC_000913.2|:4484241-4485341

LSA1739_579_648 LSA1739 ACTTGATGTTTGGACAAACGGTTCCATCAGTCCTAGAGAAGCTATTAGCTTAGCTGCGAAGATTATGACA 939 579 648 74,74 41,43 3 6 41 13 ref|NC_000913.2|:c1047168-1045072

LSA1740_310_379 LSA1740 ACTGGTTTAGAAGTTACTGCTATTCGTGACGTCACACCAGTTCCTCATAATGGATCTCGTCCTCCAAAAC 393 310 379 75,91 44,29 4 6 38 14 ref|NC_004431.1|:5218354-5218638

LSA1741_34_103 LSA1741 GATAAACAAATTGTGATTGCTTTAACTTATATTTTCGGAATCGGAAATACAACTGCCGTTAAAGTCTTGG 366 34 103 71,23 32,86 4 7 40 16 ref|NC_004431.1|:c4327731-4327162

LSA1742_18_87 LSA1742 AGTAAAACCAATGTGCGAACATTGTAAAGTTATTAAACGAAAAGGCCGCGTTATGATTATCTGCGCAGCT 117 18 87 73,57 38,57 4 6 44 15 ref|NC_002695.1|:c3249202-3247787
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LSA1743_142_211 LSA1743 TTACCAGGAGACCGTGTGACAGTTGAACTATCACCATATGATTTGACTAAGGGACGAATTACGTATCGCT 219 142 211 75,33 42,86 3 4 38 13 ref|NC_002695.1|:5062999-5064501

LSA1744_69_138 LSA1744 TTATCATATTCCACACATTTCAACTGGTGATATGTTTAGAGCTGCTATGGCAGATCAAACAGACCTTGGT 657 69 138 73,57 38,57 3 5 38 14 ref|NC_002695.1|:1603745-1604317

LSA1745_1173_1242 LSA1745 GGCGCTTGAAAGCACTCGTCAACTCGAAGGTTTACTCATGAAACGGAAATACGTTGGCTTCATTCGATAA 1242 1173 1242 75,91 44,29 3 5 34 15 LSA1651

LSA1746_80_149 LSA1746 CTGGTAAAACAGCTGGCCGTGGACAAAAAGGCCAAAAGGCTCGTAGTAAGGTACGTTTAGGCTTTGAAGG 435 80 149 77,67 48,57 5 5 41 15 ref|NC_004431.1|:535842-537713

LSA1747_90_159 LSA1747 AGTAAATAGTTCTGTAATCAAACCAGATGATGCTGCAACTCGCGGTGTGATTTTCAAACTCGCACATTTA 186 90 159 73,57 38,57 4 5 40 14 ref|NC_002695.1|:536699-538480

LSA1748_196_265 LSA1748 GACGCTAAAAAGAATCTAATCAATGTGCCTAAGGTTGGTACAACCTTACCTCATGAAGTTATCGGTCGCT 501 196 265 74,74 41,43 5 8 38 16 ref|NC_004431.1|:c506964-506365

LSA1749_6_75 LSA1749 TTCAAAACCAGACAAGAATAAGACACGTCAAAAACGCCATACACGCGTTCGTGGCAAGATCTCTGGTACT 360 6 75 75,91 44,29 5 6 37 14 ref|NC_002695.1|:c3505039-3500324

LSA1750_175_244 LSA1750 AGTGATCGTGCAATGCACGGTACAATGCGTGCTAACTTGAACAACATGATTTTGGGCGTAACGGAAGGTT 534 175 244 76,5 45,71 4 6 38 13 LSA0919

LSA1751_160_229 LSA1751 GACGACAAACAAGGTATCATCCGTGTATTCTTGAAGTATGGTAAGAATAACGAACGTGTTATCTCTGGTT 399 160 229 73,57 38,57 3 7 41 14 ref|NC_004431.1|:4280984-4282768

LSA1752_320_389 LSA1752 TATCTTTACCTCGTGTTCGTGATTTTCACGGTGTTAGTGCAAAATCATTCGATGGTCGCGGTAATTATAC 543 320 389 74,16 40 4 7 38 14 LSA0697

LSA1753_120_189 LSA1753 CATTAAAAAGCACGTTAAGCCAAATGCTCAAAATCCTAATGGTGGGATTGTTGATACAGAGGCAAGTATC 312 120 189 73,57 38,57 5 5 41 15 ref|NC_002695.1|:c23027-22494

LSA1754_224_293 LSA1754 CTTACATCAAGTTCGACGAAAACGCTGCTGTTATCATCAATGATGACAAGACTCCAAAAGGAACACGTAT 369 224 293 74,16 40 4 6 40 15 ref|NC_002655.2|:3509235-3509957

LSA1755_181_250 LSA1755 GACGTTGTACGTGTTATGGAAACTCGTCCTTTGTCACGTACAAAACGGTTCCGTTTATTAGATGTCGTTG 270 181 250 75,33 42,86 4 9 38 14 LSA0813

LSA1756_120_189 LSA1756 CGCCCGCTTAAAGCAAGTTCGTCAGAACATTGCACGGATTAAAACTGTATTACGTCAACAAGAACTTAAC 195 120 189 74,74 41,43 4 6 42 14 LSA1411

LSA1757_187_256 LSA1757 AAAGTGTGGATTAAAATTTTCCCTCATAAATCATACACTGCAAAAGGTGTCGGCGTTCGAATGGGTTCAG 435 187 256 74,16 40 4 5 35 13 ref|NC_002695.1|:c2868527-2868246

LSA1758_158_227 LSA1758 CTATTGAAATCGAACGTGCTGCAAATCGCGTGAACGTTTCAATCCATACTGCTAAACCTGGTATGGTCAT 660 158 227 75,33 42,86 3 7 40 16 ref|NC_002655.2|:1996738-1998273

LSA1759_269_338 LSA1759 TTCGTCCTCGCGCTAAAGGCTCAGCATCACCAATCAACAAACGTACAAGTCATATCACTGTAGTTGTATC 354 269 338 75,91 44,29 3 5 37 15 ref|NC_002655.2|:3879880-3880587

LSA1760_152_221 LSA1760 TTTATGATGGACGGAAACACGTTCCCGTTTTCATCTCAGATGATATGGTAGGCCATAAATTAGGCGAATT 282 152 221 74,16 40 4 6 40 13 ref|NC_002655.2|:2188695-2189483

LSA1761_76_145 LSA1761 AAGACAACCCCTGAAAAGACGTTGTTGGAATCCCAAAGCCATACTGCTGGTCGTAATGCACATGGTCATA 834 76 145 76,5 45,71 4 5 34 14 ref|NC_002655.2|:c2291414-2289066

LSA1762_9_78 LSA1762 ACGCGATGTTATTTTACGCCCAGTAGTTACTGAAAGCTCAATGGCTGCAATGGACGACAAGAAATACACA 285 9 78 75,33 42,86 4 5 42 14 ref|NC_002695.1|:1364176-1364832

LSA1763_307_376 LSA1763 CGTAAGGTACGTCGTCTTGCAATCAAGTCAGTACTTTCACAAAAGGTTATCGATAATGATTTAATCGTTG 624 307 376 72,99 37,14 4 5 40 14 LSA0917

LSA1764_411_480 LSA1764 TTCTCGTTACCACCGTCGTCCTGGTTCAATGGGTGCTGTTATCAACCGTGTCTTCAAGGGTAAATTATTA 633 411 480 75,91 44,29 3 5 38 16 ref|NC_002695.1|:c1332808-1330790

LSA1765_136_205 LSA1765 AGAACTTTATACACAGTTCTACGTTCACCACATAAGCACAAGGATTCACGTGAACAATTTGAAATGCGTA 309 136 205 72,99 37,14 3 6 35 15 ref|NC_000913.2|:3929339-3931207

LSA1766_304_373 LSA1766 TTCGCCAAGAATCGCTACTCTGCGTTCGCGAACACTAATCTTGATAACTTCTTACGCGAACGGCAGATTA 552 304 373 76,5 45,71 2 8 38 14 LSA1689

LSA1768_1954_2023 LSA1768 GAAATGTTTGGTTATGCGACAACATTACGTTCAGCTACACAAGGTCGTGGGACATTTACAATGGTATTTG 2088 1954 2023 74,16 40 3 6 37 15 LSA0332_1

LSA1769_280_349 LSA1769 GAACGTCGTACAACTTTAGGTTTACGCTGGTTAGTAAGCTACGCTCGCCTACGTGGGGAACATACTATGG 471 280 349 77,67 48,57 4 5 38 13 ref|NC_004431.1|:c3542680-3541181

LSA1770_171_240 LSA1770 GCCTAACTCTGCTTTACGTAAGTATGCTCGTGTGCGCTTATCTAACTTAATCGAAGTCACAGCTTATATT 414 171 240 74,16 40 3 5 32 14 LSA0969

LSA1771_528_597 LSA1771 TGAATCCGTTTTGCGAATTCTCTTAGCAGCCTGTTTAATCTGTATTCTATTTCAAGGCATCAAAAAAATC 690 528 597 71,81 34,29 7 5 0 0

LSA1772_173_242 LSA1772 TTGAAGATGCAATGACCGCCAGCACGGCGATTGAACACCAACACAGCTTGCAATATATTTTCCCGAGAAT 285 173 242 76,5 45,71 4 5 41 15 LSA1224

LSA1773_155_224 LSA1773 TTGTCCTCGTAAATGTTGGCGTCACAGACGGCCAAGATCAACTAACGCCTAATTTAGGTGAACGGACACC 360 155 224 77,67 48,57 3 5 42 13 ref|NC_000913.2|:527173-527883

LSA1774_3438_3507 LSA1774 TGTCTTAACGGATGCTTCTATCCGCGGTAAGAGCGATCCATTACTTGGTTTGAAAGAAAATGTTATCATT 3645 3438 3507 73,57 38,57 4 5 40 15 ref|NC_004431.1|:532770-535169

LSA1775_2695_2764 LSA1775 TCACCAGGTGTTAACATGATGGTTCGTGTTTACATTACACAAAAACGTAAGATCCAAGTCGGCGATAAGA 3594 2695 2764 74,16 40 5 4 40 14 ref|NC_004431.1|:c1737481-1733618

LSA1776_144_213 LSA1776 GATTGCATTAGGGATTGCGATTGCGACTCGGTGTGAAGGCTGCATACTCAGTCATATGAATCGCCTCATT 333 144 213 77,09 47,14 3 6 42 15 ref|NC_002655.2|:c441277-439199

LSA1777_87_156 LSA1777 TGAATCCAAAGAACAGTCGGCTAAAATCACAGCGGTTGGCTCAACAGCACTCCAACCCCTCGTTGAACAA 885 87 156 77,67 48,57 4 6 32 13 ref|NC_002695.1|:c4434753-4432396

LSA1778_1186_1255 LSA1778 TTAATTGATCACGGTAGTATGTACCGTATTTACAATCAAAACTTACTCTTCCACGGCTGCTTGCCCGTCG 1926 1186 1255 75,33 42,86 4 6 38 14 LSA1878
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LSA1779_1930_1999 LSA1779 GATGATGGTTATTTGACAGATTCTAAGGGTCGGAAGGTTGACTTCCGGAACACAATCATGATCATGACGT 2469 1930 1999 75,33 42,86 3 6 38 14 ref|NC_004431.1|:2667990-2668907

LSA1780_254_323 LSA1780 TGATTGGTAGTGTTGAGGATCGAATCTCGCAAGCCGATACATTAGCTATTATCCAAAAACTCTATGATGA 471 254 323 73,57 38,57 5 4 38 14 ref|NC_004431.1|:c3527425-3526190

LSA1781_277_346 LSA1781 GAACAAGTATATGGTGAGGCACTCCAAGACAGTGTAATCTGCACATTGCCGCGCGCACCTTTTCAAGAAC 669 277 346 77,67 48,57 4 4 34 14 LSA0810

LSA1782_106_175 LSA1782 GCTAACCTCACAATCCAACGGCGCAAACTTCGTCAGATGAAATGGTCTGCCAAAGGGATTGATAATGGCA 549 106 175 77,09 47,14 3 6 37 15 ref|NC_004431.1|:c1540446-1539241

LSA1783_153_222 LSA1783 TAACCCAGAACAATTGACCCAAGTGGTTACGGATCTGGGCTACAACGTTAAAAGTGTGAAGGTTAAATAG 222 153 222 74,74 41,43 4 6 42 14 ref|NC_002655.2|:882075-883133

LSA1784_1212_1281 LSA1784 CATTATCATTAATAAGCAACAACGCGCGGTGATTGAAGCCAGTCAACGAGCTGGGCAATCAACGGTGTTG 1863 1212 1281 77,09 47,14 3 6 38 14 LSA1846

LSA1785_653_722 LSA1785 AAATGAGCGCTTGGTCTCGCGGTTGCGCCTGGGCCATTTATGGTTTTGCAATTGCTTATCACTATACACA 792 653 722 77,09 47,14 4 5 37 15 ref|NC_000913.2|:1427067-1430435

LSA1786_675_744 LSA1786 GGAAACTTTTGCAAAATACTTCTTCTTCCCAACCAAAGGGGCGCGTGATTTCTACCTTGCCTTATTCGCA 1245 675 744 75,91 44,29 4 5 35 15 ref|NC_004431.1|:c5171118-5168686

LSA1787_758_827 LSA1787 CCACAACGTTTCAAGTTTCTTCCCAACCGCTAGCCTTTTTATCAGATCGTACGCTAGCTTTTAAAGAAGT 1659 758 827 74,74 41,43 5 6 35 14 ref|NC_004431.1|:c4707492-4707331

LSA1788_538_607 LSA1788 TATCATTATTCCTCTAAATCGTGGTTTTCTTCAGTGTTGGATATGACTAAATTGGGCGCAAAGACCTGCT 759 538 607 73,57 38,57 4 4 38 13 ref|NC_004431.1|:1535213-1536226

LSA1789_569_638 LSA1789 ATAACTTACATGGTTACCGTCCATACCGGACACCGGTTGTAAATACGTATCGTGATATTATGCAGTATTA 993 569 638 73,57 38,57 3 5 34 15 ref|NC_000913.2|:c1993383-1992727

LSA1790_492_561 LSA1790 ACACGTTCTCGTAAAACGACATCCGGATGATTTAAAATTTGAAGGAATCTGTCCATTTCACGGTGATTGC 903 492 561 74,16 40 4 5 37 13 ref|NC_004431.1|:c185221-183941

LSA1791_743_812 LSA1791 CCGAAATTGGCCAGATGTACAGTAATCCTAATCGCCACGAACTATCGATGATCTTTCAATTTGAACAAAT 1647 743 812 73,57 38,57 3 6 38 16 ref|NC_004431.1|:339511-340773

LSA1792_1313_1382 LSA1792 TTGCACCTAAGAGCATCCCTAGTTTTATGATGGGAGCTATTATTAGTTTCGTAATTGCCTTTGTGGGGAC 1941 1313 1382 74,74 41,43 4 4 41 15 ref|NC_000913.2|:c3447905-3447204

LSA1793_955_1024 LSA1793 AAAGACGGTTGGGCTCATTGCCTAAGCCTAGTTAAAGAATTAACACTCCATGATAATCAACTTTATCAAT 1476 955 1024 72,4 35,71 3 6 37 14 ref|NC_000913.2|:2482396-2485989

LSA1794_912_981 LSA1794 GGATCCTAGTGCTCCATTAGAGATGCGCTATACACTGCCCGTAAAATTATTACAATCTAATTCAATTTAA 981 912 981 72,4 35,71 4 6 35 13 LSA1294

LSA1795_1213_1282 LSA1795 TTATTTGGGCTGTGGTTTGAACCTGAGATGATTTCACGGAAAAGTAATCTATATCGTCAGCATCCAGATT 2175 1213 1282 73,57 38,57 4 5 35 14 ref|NC_002655.2|:3321171-3322169

LSA1796_182_251 LSA1796 ATTACACCCTAAAACCCGGTGACGCCTTTTTAGCGACAATTCCTGGTAACCAGATTTATTCATTAGCGCC 864 182 251 75,91 44,29 5 6 34 15 ref|NC_002695.1|:c5032068-5031205

LSA1797_266_335 LSA1797 AACACGAACGTCAGTTGGAAGCCAAAATTAAGGCATTAGAAACGAACTTAGCTTTCTTACGGTGGAAGAA 447 266 335 74,16 40 4 5 38 14 ref|NC_002695.1|:1525192-1526496

LSA1798_394_463 LSA1798 AACATGTCTTCATTAGCTGGTCGTAAGACTTTCGTAAACCATGCTGCCTATGTCGCTTCTAAATTTGGCG 732 394 463 75,33 42,86 3 5 41 13 LSA0165

LSA1799_282_351 LSA1799 AACCCTCACCAGTAAGGTTATTACCTTCAAAGTCACCTTCCCCTCACCAGAAGTTAAGGAACGCCTTACC 720 282 351 77,09 47,14 4 6 37 14 ref|NC_002655.2|:482969-484342

LSA1801_106_175 LSA1801 TTGATATTGGCAAACGCACAATCACTACCAGCTGAGTTATATGGCAATAAAACCTTTGGCTCATTTATGA 735 106 175 72,99 37,14 4 5 35 15 LSA1568_1

LSA1802_503_572 LSA1802 TCAAGAACTATCTCCAAAAATTGATCAGCGAAGGGTCAATGACCTTACTCATCTCAAGCCATGTTCAAAG 870 503 572 74,16 40 5 5 34 15 ref|NC_004431.1|:c177958-177776

LSA1803_987_1056 LSA1803 CTTCACATCAGCTAAGACTTATGATATTGAAGTTTGGTTACCCGCTCAAAATACGTACCGCGAAATCTCA 1275 987 1056 74,16 40 4 5 35 14 ref|NC_002695.1|:c503108-501537

LSA1804_1438_1507 LSA1804 AGTACATCAAGTATCTCATTGGCCAATAAGGTTAACCCAGATGCTGTGATGTTTAAGTGGAATCAAAATG 1584 1438 1507 72,99 37,14 4 6 37 14 LSA0431

LSA1805_207_276 LSA1805 TTACACAGATGATAACAACATCTTGGATCGCTCAATCTTCGAAGATTCATTACTCTTCCACTTGAACGCT 663 207 276 73,57 38,57 2 7 35 14 ref|NC_002695.1|:c2856314-2855568

LSA1806_1225_1294 LSA1806 GAATCTAATCGAGATGCGCTTGTGAAAGCGTACTATAACTTGATGCGACAATTAATTCAACAGTATCGTC 1593 1225 1294 73,57 38,57 3 5 35 14 ref|NC_004431.1|:4592676-4593686

LSA1807_5_74 LSA1807 AGCCTGCACCTAGTCTAGGGATTACAGGGGAGTTAAAGCTATCGAATGTACCTAACAGCTATGGCTTATA 852 5 74 75,91 44,29 4 5 40 13 SKP0007

LSA1808_81_150 LSA1808 TGTTGCGGCGAATAATATTACGTTGGATAATGCGATTATATCCCCAGAGCATGATAAGTCTGTTTTTGGT 222 81 150 73,57 38,57 5 5 40 14 ref|NC_004431.1|:c2122165-2120483

LSA1809_566_635 LSA1809 AAGGTCTTTGGAAGAATAAAATGGTAGAAGGTATAAACGGTAATTTAGCTAAACTACCACAGTATGTTGA 1389 566 635 71,23 32,86 4 6 37 15 LSA0685

LSA1810_666_735 LSA1810 TAAGACACTATTTGGCTATCAACGTGAGGGTATCACGATGGCGACGAACTCTAGCTTTGAATATGGGATT 1008 666 735 75,33 42,86 3 5 37 13 ref|NC_004431.1|:2606884-2608722

LSA1811_12_81 LSA1811 AAAATTCGCATTATTAGCAGCAGTTACATTAGCAAGCGCAACATTGATCAACGTTGCAGGCGTACAAGCA 723 12 81 74,74 41,43 4 5 40 15 ref|NC_004431.1|:c955663-954995

LSA1812_675_744 LSA1812 GCTAAACTTTTCAAAAAACACGCTGGGAATCAAACAGATCACATTGCCACTAGCGACAATCGGTCCTTAT 1407 675 744 74,74 41,43 6 4 37 14 ref|NC_002695.1|:3536774-3538312

LSA1813_31_100 LSA1813 GGTTGGCATTTACTGCATAAGAATAAATTTTCGTTTATTGTGGCTAGTGCCTCTGATGATTTGTCGACGA 684 31 100 73,57 38,57 4 6 37 15 ref|NC_002655.2|:2587202-2588686

LSA1814_284_353 LSA1814 CTCAGTATAGTTTTGCTGGGAATGTTATTACGAATCGGAGTATTTATCTGGACGGGAACGTGGCAGTTGA 723 284 353 75,33 42,86 4 3 40 14 ref|NC_002655.2|:c5251209-5249908
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LSA1815_153_222 LSA1815 CGGCGACGTTGCATATAATGCAAATGGCATGACAAAGGACTTGAAAGGTACTACTGAAAAGGCTACTGTG 498 153 222 75,91 44,29 4 6 31 14 ref|NC_004431.1|:c4517235-4516282

LSA1816_671_740 LSA1816 AGTCAAACCACAAACTACTCTACAGCAGCCATAAAAAAGGCCTCGAGATGGTACCTAACTCAAGTTTCAA 1014 671 740 74,74 41,43 6 5 35 13 ref|NC_000913.2|:1531076-1531309

LSA1817_913_982 LSA1817 AATTCAGGGATGTATGCTTCTTCAAGAATGTTGTGGTCAATGGCCGAAGACGGCTATGCCGCTAAGATTT 1431 913 982 75,91 44,29 3 5 40 15 LSA1787

LSA1818_18_87 LSA1818 GGTACTCTTAATCTTGTTCTTACTCTTCCTATTATGGCGGAAAAATAAGCAAGACAAGACTGAAGAATAA 87 18 87 71,81 34,29 5 6 45 14 LSA0062

LSA1819_547_616 LSA1819 GTTAAGTTAACGCAATCCGATCAAACTGTGAAACCACATTTGCGGTTAAATCGGATTAAACCTGGCTTGT 882 547 616 74,16 40 3 8 32 15 ref|NC_000913.2|:c4536896-4535682

LSA1820_1624_1693 LSA1820 ACCCATAAATTAACGCTTTATATGACCAATGCGGGTTATAATGAAAAATCGGCAGTGGTTACCGTGTACT 2115 1624 1693 73,57 38,57 5 5 40 14 ref|NC_002655.2|:5017505-5017969

LSA1821_283_352 LSA1821 GGTGCTGGTTATACAGTTGACGTTGCGCTTACAACACCGTTCACAGATGCAAGCAGTCACACACTTGAAA 603 283 352 77,09 47,14 3 4 34 17 ref|NC_002655.2|:1267849-1269699

LSA1822_147_216 LSA1822 AGTAGTGGCCGGTCTTGTAAAATCTGTTTCAGGGAATAGTGGTGGCTTTACCCTAGCAAGACCTGCCAGT 516 147 216 77,67 48,57 4 7 37 14 ref|NC_002655.2|:c3982548-3981499

LSA1823_159_228 LSA1823 AACGAACTCAATTTTTGTGTATACACCATATGCGAATGTTGATAAATTTGGACATTCAATAGTTGATTTT 531 159 228 69,47 28,57 5 6 34 15 ref|NC_002655.2|:400874-401689

LSA1824_102_171 LSA1824 CAATATGCCGCCGTTTCAATCTGAGCATGAAGCGCAATCTTTTTTGACGATGCTCCAGTCTGATGAACAT 528 102 171 75,91 44,29 6 6 38 15 LSA1068

LSA1825_138_207 LSA1825 GGCTGCTTACGACGATCACAGTTTTAGAATCTGGACCAGTTTACCTTTGGATGAATTCGAACAAAAATTG 285 138 207 74,16 40 5 4 41 13 LSA1658

LSA1826_7_76 LSA1826 GTTTGAATGAGATGACTTGTATGATTGTTAATCAATTTACGGCAGGAACGACTAAAAGTCAAGCGTAAAT 76 7 76 71,81 34,29 4 7 32 14 LSA0647

LSA1827_1292_1361 LSA1827 TTTGTTTCTTCAGTATCCTCTCACCAATCTTCTCAATCTTGAGTAGTTTTACAGGGATTGGCCTCAAAAA 1380 1292 1361 72,99 37,14 5 6 37 14 ref|NC_000913.2|:3834976-3836160

LSA1828_511_580 LSA1828 ATCATCTTATGCAAACCAGCATCAATTGCAGCCTATAGCTTCGCATTAGTTTACGGCGGGCAATTCTTGA 594 511 580 75,33 42,86 3 6 40 14 LSA1704_1332

LSA1830_1049_1118 LSA1830 ATCAATGGACCGCTAGTTTTGAAGATGATCCACAAACACCATTACGGGTGGAACCAGTCTTTAAAGAAAT 1734 1049 1118 74,16 40 4 5 41 14 ref|NC_002655.2|:2004749-2006299

LSA1831_221_290 LSA1831 ATCTTTTCCCAAACGCCCCTAAACCTCAAGAACTAGAACCCTTCCAAACGATTCCTAGTCCTAAACACGA 957 221 290 75,91 44,29 4 5 28 13 LSA1571

LSA1832_708_777 LSA1832 CCAAATTTCAATCGTTGGTGAAGCACCCGAAACAGCTGACATTATCAAAGACACAAAGATGACTTTCAAA 954 708 777 73,57 38,57 3 4 38 16 ref|NC_004431.1|:c2400331-2399075

LSA1833_155_224 LSA1833 TCGTAGGGGTTGCTTGGTATAATCACCACTACATGTTTAGTTTAACGAAACGGGTGACAAAACGAATTTA 597 155 224 73,57 38,57 4 5 35 14 ref|NC_004431.1|:c1746832-1745792

LSA1834_54_123 LSA1834 CTATGCGGGACATTGGGGCCAAGCAATCAAGCTTAATATCGTCCCAACGCTCTTTTCAATTCTCGCTTTT 714 54 123 76,5 45,71 4 5 37 13 LSA0318

LSA1835_851_920 LSA1835 GCCTCGCCGACACTAATCAAATTCACTCGATTACGACGCAAGTCTACCAAGGCTTATCGGTTGAAAACCT 984 851 920 77,09 47,14 4 5 32 15 LSA0130

LSA1836_416_485 LSA1836 CAGCCGGGCTGATTAGCCGCTTTGATTGGGCCCACAATAAATATTGGCTTTGCCTATTCGGCTTTATTTG 696 416 485 77,09 47,14 3 6 37 17 ref|NC_002655.2|:1036699-1037154

LSA1837_926_995 LSA1837 CCAAAAATGAGCCGTATGTTTTGAATCAGCTCAAATTAACGGTCCATACGGGTAATTGGTTAGCGATTGT 1647 926 995 74,16 40 5 7 35 16 LSA0687

LSA1838_127_196 LSA1838 ATGTGTTTCAATCACCCCTATTTTTTATGTGGCCAACTGATCGTTATTATTGCGGTTAATTGGGTCGCTA 933 127 196 73,57 38,57 6 4 34 14 LSA1068

LSA1839_471_540 LSA1839 AGCTGCCAAGAAGGTAACGTTAAGTGTTTACGGGCCGATTAGTGAAGGCAATGCAGCCCTAATTAATCAT 828 471 540 75,91 44,29 3 5 38 16 ref|NC_002695.1|:c5214481-5213147

LSA1840_1361_1430 LSA1840 CACAAACGGGTCATCAATCTGTTTGGGGTAGTGTTTTAGCTGGGTTATTCATGTTACTTGGTGTTGCAGG 1461 1361 1430 75,91 44,29 4 5 38 14 LSA0640

LSA1841_685_754 LSA1841 AGCTCAAGTATGGGTCCTCAACAAAGCGATCCTTCTAATACGCTTTATACCGCTTATACATTGGCTAACC 1470 685 754 75,33 42,86 3 6 38 13 ref|NC_004431.1|:c5127508-5126603

LSA1842_184_253 LSA1842 TATGAAGGCACTTCACTTCAAAAAATCGGTTTGACGCAATACCGCAACCGCTATGTTTCAATTGTCTTCC 663 184 253 74,74 41,43 6 5 35 14 ref|NC_004431.1|:3247914-3249290

LSA1843_68_137 LSA1843 ACGGCATCTGCTTTGTCGGTTCACCTAACCAACCACTCAGCGAATTAACAACTTTTATGCCCAATCACGA 489 68 137 76,5 45,71 4 5 41 13 LSA1562

LSA1844_477_546 LSA1844 GATTATCGTTGCGCTCAACTTAACGGGTGGGTCATTGAACCCTGCTAGAAGTTTTGGACCAGCCATTTTT 654 477 546 76,5 45,71 5 5 38 14 LSA1224

LSA1845_38_107 LSA1845 TCTTACCAGACGCTAAACCAAACCCAAAATCCAATCAACATTTCGTCTACGGTAACCCCGCAGATGCCCC 114 38 107 77,67 48,57 4 5 40 14 ref|NC_000913.2|:c2597782-2596904

LSA1846_1179_1248 LSA1846 TGATACACGCGAATCACAAGACATTACAATTGATGTTCAAAAGGTTTTATCGTGCATCAAGCGAATGGAT 1749 1179 1248 72,99 37,14 4 6 38 15 ref|NC_004431.1|:3305205-3306416

LSA1847_283_352 LSA1847 TGGTTGGGGACGGATATTCATTCAGTAGCTGCCTCAACGTTATATAACGTGAATGTCTTACTATTCAATA 561 283 352 73,57 38,57 4 7 32 14 ref|NC_002655.2|:c4745725-4743737

LSA1848_81_150 LSA1848 ACAACCGGCCACATTACCACCGTTTGACGGCCTACTACTGCATACAAACCAGCAACAAATCACGCAAATT 333 81 150 77,09 47,14 3 5 37 17 ref|NC_004431.1|:2793437-2793796

LSA1849_154_223 LSA1849 TTGCCCATGAACACAGCAATCAAGTTCAAGATAATGTCACAACAGAGGATATTATCTTCAAAAGTGGCAA 270 154 223 72,99 37,14 4 8 40 14 LSA0329

LSA1850_387_456 LSA1850 TTTTGCACTCGATTGTTCACTTGATTTAGAGGACGGCTTTTACCTCAATCAGTTAACAACCGCCATGAAG 513 387 456 74,74 41,43 4 5 38 13 ref|NC_004431.1|:1988652-1989359
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LSA1851_68_137 LSA1851 ACTACTATAAAAATACTTACCAGGGTGACGTTGGCTACGCCCAAGTGCCCGCTAAAACGCCTACCAAGCA 384 68 137 77,67 48,57 5 4 37 14 ref|NC_004431.1|:3882740-3883321

LSA1852_341_410 LSA1852 TGACGCAGATGTGTATCGACTCAACTACCCGTGCGAGTTTTGAACGGGGCTATCAACCGATTCTTATTCA 540 341 410 77,09 47,14 4 5 32 15 ref|NC_000913.2|:c2885241-2882575

LSA1853_235_304 LSA1853 AATCAGTATTCTGAAGTAGACTCTTTTTACCAAGTTAGCGGTCAAGCTTGTTATGTGGTCATCGCACACT 399 235 304 74,16 40 5 4 38 13 ref|NC_002655.2|:3880575-3881252

LSA1854_65_134 LSA1854 AATATCAGTTCACTTTTAACGGTGTCAAAGCGACCGAAAGACATGCTTATGAACGCGACTTTTGGCCAGC 642 65 134 75,91 44,29 4 5 37 14 LSA0830

LSA1855_528_597 LSA1855 AAAAATGGTGGCAAACGCAAGCCTATCGATCTTAGAAGGCCAAGGCCAACCGTATGAAAAGGTCCTTTGG 612 528 597 77,09 47,14 5 5 40 13 LSA1304

LSA1856_772_841 LSA1856 CGTGAATACTTCGGTTTGAAGAAATTTATGGACGATCGTGGCTACACAGCCTTCACAACCAACTTCGAAG 1425 772 841 75,91 44,29 3 5 41 14 ref|NC_004431.1|:33444-36665

LSA1857_557_626 LSA1857 CTAAAGTCTTAGAAGTGGTGGCCGAAATGGATTATCACGCCCTTCAATTGACACGCAATAACAGTGCCGT 735 557 626 76,5 45,71 3 4 40 14 ref|NC_004431.1|:5137789-5138394

LSA1859_1137_1206 LSA1859 AATGCCGGCTGGTCGCCCATTATTTGTCAGACAACCGCATAGCCACTTCAACTTACCTAACTTTATTCAA 1611 1137 1206 75,91 44,29 3 5 37 13 ref|NC_004431.1|:2225978-2226937

LSA1860_1272_1341 LSA1860 TGTCATTTGTTTACTGGGTGTCCTCTTCATTAGAACTTGTGTCCCTGAAACAATGGGTCACACATTAGAA 1383 1272 1341 74,16 40 3 6 38 14 ref|NC_000913.2|:c1628937-1627477

LSA1861_901_970 LSA1861 GATTATCAAATGTCACGGTATATTAGTCCTAGTCTGACAACACTCAACCATAATAAGACGAAGATGGGTG 1077 901 970 73,57 38,57 3 5 35 16 ref|NC_004431.1|:c4939160-4938378

LSA1862_75_144 LSA1862 GCATGATCAAGTATTGGCAGACAACACACCAGCCGACCAACAACCGGCAGGATTGAATTTGAAGAAATAA 144 75 144 75,91 44,29 3 4 48 15 LSA0292

LSA1863_162_231 LSA1863 ACAAAAAGACATGATCTGGCCTGATCAAATTTGGCCTTGGATTATCGCCTATGATGTTTGGAACTTCGCC 483 162 231 75,33 42,86 5 5 40 13 LSA1026

LSA1864_121_190 LSA1864 GGACTACCTATTATTTTAACGATTTTTGTTTGGCCAACGACGGCCGGACCTGATAGTAGTACTGGGACAT 309 121 190 75,91 44,29 5 5 40 14 LSA1703

LSA1865_402_471 LSA1865 CTTTTATGGTTGGGCGCTCGCGACGCAGATCATTCAATGGTTGGTGACCAACCTGCAAGAATCGAAAGTT 540 402 471 77,67 48,57 4 7 42 15 LSA0198

LSA1866_211_280 LSA1866 GAATACTTGGCCAGTCATCTCATGGCAAAAACTGATAGCTTTCAAGCACAGATGTTAATTACGGCGTTGT 468 211 280 74,74 41,43 5 5 40 14 ref|NC_004431.1|:4710695-4711123

LSA1867_160_229 LSA1867 TTACTCGGCCACACTGGTAGCGACTTTTTCATCGAAACCGGTTTTGAATTTAGCTTCGGCCAAAATATTT 567 160 229 74,74 41,43 5 5 40 15 ref|NC_002655.2|:4800652-4801644

LSA1868_126_195 LSA1868 TCAGGATGCGGATCGGCTGCAGTTAATCTTGATGTACCGGCAATTACAGTTTAGCTTGGCAGAGATTCAG 765 126 195 77,09 47,14 3 5 38 18 LSA1697

LSA1869_738_807 LSA1869 TGAGCCCGAAATCTTGATGAATATGTATCGTGACCTGATTTTGGCCGATCATCCGCAATATGATGTGACG 1527 738 807 75,91 44,29 4 5 40 14 LSA1336

LSA1870_642_711 LSA1870 TCAACAAATTGGAACGGCCGAAGCGATTTTTAACCAACCGAAAAACGACTTTGTCCGTGAATTTTTCGAT 939 642 711 74,16 40 5 7 42 14 ref|NC_000913.2|:c2920122-2918770

LSA1871_593_662 LSA1871 GGATTTTACGCGATTTCCCAGAAGCCATGACAACTGAACTGATTACAAGCCTCCAAAATAAAGGCGTTCA 1335 593 662 75,33 42,86 4 5 37 13 ref|NC_002695.1|:3625606-3626001

LSA1872_1061_1130 LSA1872 TATTATTGATGGGCGCTTTTGAAGGGTTCGGACTTGGGATGAGCTTTAACGTCTTGCAAATTAGTGTCCA 1473 1061 1130 75,33 42,86 4 4 0 0

LSA1873_321_390 LSA1873 AGGGTCATTAGAAAGTGACTCCAGCAAGGTTAAGGTGGACCAGGCCAATGTAACAGCCTTACTCGATCAC 588 321 390 77,67 48,57 3 5 37 15 ref|NC_004431.1|:c1140564-1139941

LSA1874_212_281 LSA1874 CGCAATCCGAATTATCGCAAGGAATGTTATCGCGCTATATTCAGCGCCTCGCTAAGAACCGGTTGGTTGA 483 212 281 77,67 48,57 2 5 40 15 ref|NC_004431.1|:4042889-4043485

LSA1875_755_824 LSA1875 TCGCTTTAAGCTTAATTGGCTCCGGTCAGGGTTCAGTTGCGCCTATCGATATGATGAAATCCTTGAACGC 942 755 824 77,09 47,14 3 5 38 16 ref|NC_000913.2|:2827069-2827842

LSA1876_479_548 LSA1876 ATACGCATTTAACGGCTAAAGCACAAAGCTGGGCTTGTTTAGCCGGTTCGACGATCGTTGCTTTTATTTA 687 479 548 75,33 42,86 4 8 38 15 ref|NC_002695.1|:996224-997135

LSA1877_586_655 LSA1877 GGTAATGTTGGTGTGGATAAAGTGAGCGGTCTACGTCAATTACAGACGCGTTACCAAATTACCGATGATG 843 586 655 75,91 44,29 3 6 40 15 LSA0360

LSA1878_1413_1482 LSA1878 GGATTTGGAATCAATTACATCATTGAATGATGCCTTGATCGATTTCAAGGGTGCTTTGATCTTTACATCT 1581 1413 1482 72,4 35,71 3 7 37 14 LSA0799

LSA1879_1229_1298 LSA1879 AAGCTTACATCGGGGTCTTAATCGATGACTTGGTTACTAAGGGTACTAAGGAACCTTACCGTCTATTAAC 1893 1229 1298 74,74 41,43 4 5 38 13 LSA0185

LSA1880_1079_1148 LSA1880 TGATTCAAACGTCAATTTTAACGAGTGAAGGGGTGACTGATTTGGAAGCCCAAATCGCCAAACTCTTCTT 1389 1079 1148 74,74 41,43 4 7 38 15 ref|NC_000913.2|:c2422531-2421758

LSA1881_586_655 LSA1881 GTCACTTTAGAGCCAATGCCAGCGTTTGAACGGAAGATTGTTCATGGCTATTTAACGAACAACCGTCACG 723 586 655 76,5 45,71 3 6 40 14 ref|NC_002655.2|:489768-490895

LSA1882_1558_1627 LSA1882 TATACATTTGGATATCTCTTTTCAATGGGAATTTACGCCAAGGCGCAAAGTGCACCGCACTTTGAAGCGG 1794 1558 1627 75,91 44,29 4 8 41 14 ref|NC_000913.2|:407893-408174

LSA1883_174_243 LSA1883 TGCCGGTCTTTTAACCCTTATCGAACAAGCTAACACGGCGTTTTTCGATCACTTTCATCTCTTTGGTGAT 351 174 243 75,33 42,86 5 6 38 14 ref|NC_004431.1|:c4233384-4232356

LSA1884_131_200 LSA1884 ATAACTTCTCACGATTCCTGTTGTGGTTAGCTGATATCTTTGGTGGTAGTTATGGTTGGGCCATCGTTGC 834 131 200 75,91 44,29 3 6 37 15 ref|NC_004431.1|:4434811-4436316

LSA1885_221_290 LSA1885 ATTTGTTGCAACCCGTTGACTTTTTGGTGATCGCAAGACGTGGCGCTAACCAATTAACGATGGCAGAAAC 363 221 290 76,5 45,71 5 5 38 14 ref|NC_000913.2|:c861829-859397

LSA1886_66_135 LSA1886 ACGTATGAATACTAAGAACGGTCGCAAGGTACTTGCAAGACGCCGTGCTAAGGGCAGAAAAGTATTATCT 141 66 135 75,91 44,29 4 6 41 15 ref|NC_004431.1|:853494-854855
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5S_22_91 5S GATACACCTGTTCCCATGTCGAACACAGTAGTTAAGCTTCTTAGCGCCGATAGTAGTTGGTGGGAAACTA 117 22 91 76,5 45,71 3 6 42 13 ref|NC_000913.2|:c150953-149715

TM_actualgc_content

74,67 41,26 37,55 14,31

77,67 48,57 90 61

68,89 27,14 0 0

LCS0001_107_176 LCS0001 TGGAACGGCTTAAACGGTATGATGTGACTGGTGTAATGTTTAAAGATCAGTTTGATCATGCAGTACAGAA 237 107 176 73,57 38,57 3 6 40 14 ref|NC_000913.2|:2042887-2050038

LCS0002_70_139 LCS0002 GAGAACTCTATGAGCATAAAAGATTTAAGTAATCCAGGCGAACAAAGTAAGAGCAGTAAGATTGAGAGCG 351 70 139 73,57 38,57 4 4 37 14 ref|NC_002655.2|:c1457608-1455791

LCS0009_232_301 LCS0009 GAGGATAGAGGACTATATCCTAATTTGACTGTTGAACAGCAAATTGTTTTTTTTGCCGAGTTGCGTGGAC 903 232 301 74,16 40 8 6 38 14 LSA0961

LCS0010_659_728 LCS0010 CAATACATCTTTCTGAAATAGCTGTTTTTGAAAGATTGATATTTTCATTTTTTGAGGGAGTGTCACTATA 858 659 728 69,47 28,57 6 7 38 14 ref|NC_000913.2|:1527946-1528428

LCS0011_49_118 LCS0011 GCAAAAATGGGAGCACGTGATGTTGAATCCAGCATGAATGCAGACTCAACACCAGTTTTAGCATCAGTCG 207 49 118 76,5 45,71 5 6 38 15 LSA1224

LCS0012_2491_2560 LCS0012 GGAATAAATAGGTCTCTCGAATGCCAGAAAAATATTAGTATGTGCCATGGTCTAGGAGGTATCATTAACT 2778 2491 2560 72,99 37,14 5 4 35 14 ref|NC_004431.1|:3235491-3237467

LCS0013_269_338 LCS0013 GTAGTATGAAAACATTCTTAGATAGATTGGGAGCATGGACACATACTTATGGATTAGCGGGGAAAAGAGC 720 269 338 74,16 40 4 6 35 13 LSA0894

LCS0014_838_907 LCS0014 GTAAGTAACTTAGTAAATTTAATGCCGGCGTATCAACAAATTATAGTCGCACTTGAGCGTATTAATAATT 1608 838 907 70,64 31,43 3 6 40 14 LSA0644

LCS0015_64_133 LCS0015 TATTTAAAAGCTATACATGGTATTTGGATAAATATGTTTGTATTTAGTCTAGCGGGATTAGGAGTATACA 282 64 133 69,47 28,57 4 6 37 14 LSA0454

LCS0016_185_254 LCS0016 TTATCCATCTACTCAAGTTAGAAAGCAAAATGTCTCAGTTTGATTTCAACCAATTAGGTATTTGGTATGT 378 185 254 70,64 31,43 4 5 38 14 LSA0591

LCS0017_111_180 LCS0017 TACGACACACTCTTATTTGCAGAAGCATTTTAGTAGTATATCAGGTCATAATAATACCGCGAGTATTCAT 801 111 180 71,81 34,29 4 5 37 15 ref|NC_004431.1|:c3582790-3580571

LCS0018_78_147 LCS0018 TTCAGGAATGTTAAAAGCATACGAATTAATACTCGCTACATTTTTTTTAATAGTTGCTGTAATTTACTTT 174 78 147 68,3 25,71 8 6 40 15 ref|NC_002655.2|:c3794480-3793911

LCS0019_950_1019 LCS0019 TAATGCTAGCACTAGTGAGTTATTATGGTGGAGTCTTAGTAATGTCACATAACACGCTGCATTTTTTAAC 1245 950 1019 72,4 35,71 6 5 34 15 LSA0460

PRV0001_384_453 PRV0001 GGTTCGTTATGCTCTAGCAGAGTTCAGAGATTTGAAGAGTAGTTACGCAAAAACTATGTTTCGATTACTA 936 384 453 72,99 37,14 5 5 35 15 ref|NC_002655.2|:1706125-1707651

PRV0002_102_171 PRV0002 TAAGTGCCTTAAAAAATCGATTGAACAGTACCTACCAATAGTTAAAAGGCAGGATATAGAGCATGAGTGA 171 102 171 72,4 35,71 6 6 44 15 LSA0148

PRV0003_89_158 PRV0003 TTAGAGCAAACTATGTAGAAACTGTACATAGTAACGGGGTGAAAACCTTGGTGGTAACAGTTACTGGTTA 570 89 158 73,57 38,57 4 8 41 13 LSA0186

PRV0004_778_847 PRV0004 ACGTTCACAAATGATTTGCACAAGGGAAGACGTTTTGACTACATTCTTGCTAACCCGCCTTTCAATTTGA 1533 778 847 74,16 40 4 5 34 14 ref|NC_002655.2|:1542072-1543049

PRV0005_204_273 PRV0005 TACATTAACTTCAAAAGGCACAAAAATGCCTCGGGGTGACAAGGATGCCATCATGGACTTTGAGTTTTCT 987 204 273 74,74 41,43 5 5 35 14 LSA1704_1

PRV0006_891_960 PRV0006 TACTACAATGAACTACGCAATGGTAAACCAAACTAACGTAAAAATATCTCATAGGAAGTATATTGGATGA 960 891 960 70,64 31,43 5 5 34 14 ref|NC_000913.2|:2763940-2765013

PRV0007_2633_2702 PRV0007 AGTTCTTGGACGAAGTTCAGAATATGCCGCAAAAGAATGTGGCATTGGACTTGTTGGAACGATTACTAAA 3165 2633 2702 74,16 40 4 5 38 15 LSA0362_1

PRV0008_458_527 PRV0008 CTTCTTTGTTGCGGGTGTCAAGTTCTAATGCTATAAAGTATGCTTCTAAACAAATATTAGGGAAACCTTT 789 458 527 71,81 34,29 3 6 37 15 SKA0005

PRV0009_17_86 PRV0009 GTGCATTTGCTAGTCTAATTGGTAAACCACAATCAACCATTGCTAGGATTGAAAATGGATCGATGAATGC 162 17 86 73,57 38,57 4 5 35 14 LSA0850

PRV0010_178_247 PRV0010 ATTCGTTCTAAGAGAGCTTCAAATATTCAGAGAGCTATCTATTTCCAAGTACAAGGATCTCAGTACTTAA 351 178 247 71,81 34,29 3 6 31 14 ref|NC_002655.2|:c5469600-5467846

PRV0011_129_198 PRV0011 TTATATGCATCAAATTGTCCTACCAATCAAAGATTCGAATGTACTTAATGATGTTCAAGATACTTTACTC 720 129 198 70,06 30 3 5 37 14 ref|NC_000913.2|:4248978-4250306

PRV0012_91_160 PRV0012 TTGTTTGAAGCTTCTGTCAATGAACCTGACGAGATTAAAAAGAATTTGTATGATTCCTTATACACTTATA 213 91 160 70,06 30 5 5 41 14 ref|NC_002695.1|:1370630-1371832

SKA0001_168_237 SKA0001 TGCACGATACGAAGAAGGAAAGAGAATTCCAGACATTGATACTTTAATAGCGTTATCGAAATTATACGAA 264 168 237 71,81 34,29 3 5 41 14 ref|NC_004431.1|:c2224049-2222220

SKA0002_117_186 SKA0002 AGAAGCCAAACAAAATAGAATCTTTTATGATTATAAAAGAAAATTTCGTCCAGCGGTTACTCGCTTTACA 273 117 186 70,64 31,43 4 8 37 15 ref|NC_002655.2|:1975722-1978373

SKA0003_49_118 SKA0003 GGCGGTGCTAGATCATATGGCAACGGTGTTTACTGTAATAATAAAAAATGTTGGGTAAATCGGGGTGAAG 180 49 118 74,74 41,43 6 5 38 14 ref|NC_002695.1|:c952339-951341

SKA0004_50_119 SKA0004 AACTAATTATAGGTGGTACTAACAGAAATTATGGGAAACCCAATAAAGATATAGGAACGTGTATTTGGTC 138 50 119 71,23 32,86 3 5 47 14 ref|NC_002695.1|:c4693035-4690651
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SKA0005_950_1019 SKA0005 CACTTGATATTGTGCCTATTCCAATATTTGATTGTATACGCATCCTAGGTATTCTAATTGACAACGCTAT 1287 950 1019 71,81 34,29 3 6 37 14 LSA0129

SKA0006_401_470 SKA0006 GGATTGATGCATTCAGAGAAAGCCAAGAGCGAGCGTTTACGTTTTCAATTGGTTCGCAAGTGTTTTCAAT 744 401 470 74,74 41,43 4 5 38 14 LSA1084

SKA0007_1408_1477 SKA0007 ACTGAGAAAAGAGCAATCAAACGAGCAGAACAATTAGTTGGACCGATTAAGATTGAAAATGTTAGTTATT 2160 1408 1477 71,23 32,86 4 5 44 15 LSA1372

SKA0008_1129_1198 SKA0008 CAACAGCTAAGACTCCAAATTATACGTAACGTACCAAAGGCACTTATTCTAAATGGAACTATTAATAATA 1386 1129 1198 70,64 31,43 3 5 41 13 ref|NC_000913.2|:c4579485-4578091

SKG0001_24_93 SKG0001 AACTGAATCTAAAAACAACATCGAAGCTCTCTTGCACTTACTAGAAAAGCGTCCTGTAAAATCCAGTGAA 162 24 93 72,99 37,14 5 4 42 14 ref|NC_002695.1|:2942173-2942427

SKG0002_5_74 SKG0002 AAAACGCAAAAAGCCTAACAATTCAAGAAATGAAATCTATTACAGGTGGTAAATACTATGGTAATGGCGT 168 5 74 71,23 32,86 5 5 81 26 SKG0003

SKG0003_6_75 SKG0003 GAATACACGTAGCTTAACGATCCAAGAAATAAAATCCATCACAGGTGGTAAATACTATGGTAATGGTGTT 168 6 75 72,4 35,71 4 4 81 26 SKG0002

SKG0004_429_498 SKG0004 AGGAAAGAACTTTGTTTCAGAGAAGCAGAGAAATAACAGTTTACTCAAGTTTATTCCTATTTTGAGACAG 1188 429 498 71,23 32,86 4 5 37 13 ref|NC_002695.1|:c2785342-2784596

SKP0001_36_105 SKP0001 AAAAATAAACGGTGGTATGGCAGGAAATAGTTCTAATTTTATTCATAAGATTAAACAAATTTTTACCCAT 111 36 105 68,3 25,71 5 6 50 18 LCS0012

SKP0004_47_116 SKP0004 CAGGTGGAAAATATTATGGTAACGGTGTACACTGTGGAAAACATTCATGTACCGTAGACTGGGGAACAGC 186 47 116 75,91 44,29 4 5 38 15 LSA0077

SKP0005_33_102 SKP0005 GGATCGCGGAGAACGGGCAAATGATATTATAGGCCAATTGTTGCTAGATCTGAACCATGATCCAAAAAAT 297 33 102 74,74 41,43 6 5 41 13 ref|NC_000913.2|:c4514700-4512376

SKP0006_1296_1365 SKP0006 GTATTTTGTAAATCCGTTACAGAATATCATCAATTTACAGACTAAGTTACAGAGCGCGAGGGTAGCCAAT 2157 1296 1365 72,99 37,14 4 7 37 13 LSA0739

SKP0007_1104_1173 SKP0007 TGATATTTCATCAGTTAAAATTGGACAAAGACTACGTTTGAAAATTACGCGGAATGTTCCAAGACCAATT 1377 1104 1173 71,23 32,86 4 6 37 14 ref|NC_002655.2|:c2873900-2872779

SKP0008_39_108 SKP0008 ACAAATTCTTGGAGGAAAACGTGCTAGCTTTGGTAAATGTGTAGTTGGTGCTTGGGGAGCTGGTGCAGCT 108 39 108 77,09 47,14 4 5 100 70 SKQ0001

SKP0011_57_126 SKP0011 GAAAAGATCTATTCGCTCGCTTTCCGAGGAATACGGTGTTTCTCCAGCCGCAATTCATAACTGGGTTAAA 264 57 126 75,91 44,29 4 5 40 14 ref|NC_002655.2|:5383211-5383786

SKP0012_255_324 SKP0012 AATGAATCGGCGATTTAAAAAACCTGGCACTCATGTGGATCATTCACAACGCCCCAATTTAATCAAGCAC 768 255 324 74,74 41,43 6 5 37 15 ref|NC_000913.2|:c1241168-1239558

SKP0020_56_125 SKP0020 TAAGTAGCATTAAGGGTGGTTTTTCTCCTATTGGAATTGCGTATAATGTCGCCCATTCACTTTGGAAACA 174 56 125 73,57 38,57 5 5 37 13 ref|NC_002655.2|:c1941021-1940038

SKQ0001_44_113 SKQ0001 TTCTTGGAGGAAAACGTGCTAGCTTTGGTAAATGTGTAGTTGGTGCTTGGGGAGCTGGTGCAGCTGGTTT 204 44 113 77,67 48,57 4 5 92 65 SKP0008

SKQ0002_51_120 SKQ0002 ATTATTGATAACCATATTATTGCTACCCGCTATTCTTGATCAAGAATATCATGCAATATTCTATCTTTTA 183 51 120 68,89 27,14 4 9 45 14 ref|NC_002655.2|:4700079-4701845

SKQ0003_225_294 SKQ0003 ATACGGCTATATCCATCAGAAATTAATAAAACTTGATCGAAAAAGACTGCGCGATTTTAATTTGGGCTAC 336 225 294 71,81 34,29 5 7 41 16 ref|NC_002655.2|:c4459233-4458949

SKQ0004_8_77 SKQ0004 AACGGTACCATTGCAGTAACAGCTATCAAGCTGAACTTGAAGCACAAACAACAGCCGTGCCATTCATTTT 198 8 77 75,33 42,86 4 5 42 17 LSA0650

SKQ0005_38_107 SKQ0005 ATCAAAGTAATTTTGACTCAAACCGGATTTATCAACTCGATGCGCTAGCGTTATCAACCCTGTCGACAAA 126 38 107 74,16 40 4 5 44 14 ref|NC_004431.1|:72901-73746

SKX0002_138_207 SKX0002 TGGTTTTTCGGGTTGTCTCTTAGGAGCTAAACGACGGCCAGGTAACGAATACACTTCCAAAAATGCGGAA 915 138 207 76,5 45,71 5 5 35 13 ref|NC_004431.1|:c3823177-3822074

SKX0003_87_156 SKX0003 TGAGAATAGTCCTGGCACAAATTCCACTGAGGTTGACCATCAAAATGCGACAAATGTAACAGAAGAAGAA 282 87 156 74,16 40 4 4 41 14 LSA0160

SKX0004_41_110 SKX0004 AAATCAAAGGAGGAACTCCTGGAGGATTTGATATCATTTCTGGCGGTCCTCATGTCGCCCAGGATGTATT 138 41 110 76,5 45,71 3 6 44 15 ref|NC_000913.2|:2577658-2579661

SKX0005_641_710 SKX0005 TAGATTATAAGAGTAGAATGATATTCTTTCCAGAAGAGTATTCTTGTAGGTTCCCATTGGCAAAAAACAA 759 641 710 70,64 31,43 6 5 37 14 ref|NC_002655.2|:c2204390-2203338

SKX0006_745_814 SKX0006 TATAAAAATATGCTACTAGGTCTCAAGGCAATGCAAAATGAATCTGCGATCGATGAAGGGTATTTAAATA 1314 745 814 71,23 32,86 5 5 34 14 LSA0421

SKX0007_1188_1257 SKX0007 ATTAGGTTCTACTACGTTATTGTGGGTAGGTACGTACTTAGTAATCGAAGGGAGCTTGTCTATTGGACAA 2172 1188 1257 74,16 40 3 5 35 13 ref|NC_002655.2|:1828438-1829346

SKX0008_14_83 SKX0008 AAAGTTTAAGCAAAGAAGAATTGGTACTTGTAGTCGGTGGCTATACTGCTAAACAATGCTTGCAAGCAAT 210 14 83 72,99 37,14 3 6 45 17 ref|NC_004431.1|:c161524-160235

SKX0009_115_184 SKX0009 GCATTGGGTGGAACTCCAATTTCTATTGGAGCCGGATGCTTAGTCGGTGCAGGACAAGATTGGATTTCAC 192 115 184 77,67 48,57 3 7 38 13 ref|NC_000913.2|:c2961738-2961175

SKX0010_17_86 SKX0010 AAAAGGATCTCTTTTTAACTGCTTCTATAGCGATAATTGGGCTGACAGCAATATACTTTTCAAATACATT 339 17 86 70,64 31,43 5 5 37 16 ref|NC_004431.1|:c301428-300643

SKX0011_8_77 SKX0011 CAATCAAAAAATTAGATTTACAAGCTATGAAAGGTATTGTCGGGGGAAAATACTACGGTAATGGATTGTC 186 8 77 71,81 34,29 6 5 40 17 ref|NC_002695.1|:943160-943873

SKX0012_76_145 SKX0012 AACGATGACAAGATAATTTCAGACAGTCCATTAGAAATAACTCTAAAGAAATACAGAATAGAGCTACAGC 294 76 145 71,23 32,86 3 5 34 14 ref|NC_004431.1|:2202763-2203686

SKX0013_14_83 SKX0013 TAATTTTCTCTGCTGTAATCTCTTTAATTGCATTGGGTAACTATCTAAAGAAGAAAGATTTACCTTCGAA 159 14 83 70,06 30 4 6 44 14 LSA0891

SKX0014_187_256 SKX0014 GCAGACTTAAATGCACTACCAACGGTAGTCACTGTTGAAAACCCATTTAAAATCAAGCAATATTCTCGTG 1092 187 256 73,57 38,57 4 7 38 13 LSA1357
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SKX0015_847_916 SKX0015 GAAGAACTAAGTGATCACCAATTGGTTCAAATTAATTGGTATTTGAATTCACGGCCACTTAAATGTCTTA 963 847 916 71,23 32,86 3 7 35 15 ref|NC_000913.2|:c4173049-4172099

SKX0016_176_245 SKX0016 ATACCGATGAGATTATCGGGTACAAATATTCGGTGACCATCCTAGAAGGACAGTTCCGTAAAAAAGCAAC 405 176 245 74,74 41,43 6 5 35 13 ref|NC_000913.2|:624108-625283

SKX0017_958_1027 SKX0017 AGTAGCTTTGATCGTTCCTTGAACTGGTATGAATACGGTGGACCCATGGCATTAACTCAGGCACTCTTTT 1203 958 1027 75,91 44,29 4 4 34 15 ref|NC_000913.2|:2282398-2284158

SKX0018_277_346 SKX0018 AAAGAATGGGTTCTTCAGGGCTGTCCAGAAATTCGATTGGACTCAGGTATGGTTTTGTACAGCGTTCAGG 381 277 346 76,5 45,71 4 5 37 14 LSA0618

SKX0019_382_451 SKX0019 GATCGTCATGGAAAGCCAGAGATGAAACCAGTCTTCTTTGACAACTTACCTTTTGAGGAAATTGAGAAAA 498 382 451 73,57 38,57 4 4 32 14 LSA0657

TET0001_327_396 TET0001 TTTATACTATAGCCCTGTTAGTACTCCAGCAGATTTTCGGATGCTTACTCCTATTGTACTGGAGCAAGCC 531 327 396 75,33 42,86 4 6 37 13 LSA0839

TNL0004_1000_1069 TNL0004 AATACTATTTTTCTAAATCCGGCTATTAGTAGTGTCGGAAAAACAGAGGCACAGCTGAATGAGGCAGGCA 1335 1000 1069 74,74 41,43 5 6 38 14 ref|NC_004431.1|:c3120951-3120766

TNL0006_38_107 TNL0006 TCGTTGCCGATTTGAGCCAGATGTCAATGATTATCCATCAGACGCATTGGTACATGCGTGGACCCAACTT 468 38 107 77,09 47,14 3 6 38 14 LSA0975

TNL0009_425_494 TNL0009 TGCTTCTTGGCGGTGAATATAGAGAAATAACTGGAGCTTTTGTAGGTTCAATGGCTTCGACAAATTTAAA 768 425 494 72,99 37,14 4 5 37 15 LSA0660

TNL0010_222_291 TNL0010 AATTAAAGGTATGGTTGCAGCAGAAGTTTCAGATGAACGCTCAGCTTATATGACACGTGGACATAACAAT 426 222 291 73,57 38,57 3 4 40 14 LSA0086

TNL0011_67_136 TNL0011 AAATCAAAAGGACATGAGGTCCTTGATTTCGGGACATATGACCACGTACGTACTCACTACCCTATCTATG 516 67 136 75,33 42,86 4 7 37 13 ref|NC_004431.1|:3418896-3421970

TNL0012_255_324 TNL0012 TGTTAGTCCAGCTTTTTATAAAATCTCAGGAAACACTAGAAACTGTATTGCTATCTTACACGAGGGTAGC 963 255 324 72,99 37,14 5 5 35 15 ref|NC_000913.2|:2533856-2534365

TNL0013_84_153 TNL0013 ACGTGGTGCTTTGAAACGTTTGATGGCACAGTATCAAGATACAGAACCAACTGTAGCTCAAATGGAAGAA 981 84 153 74,74 41,43 3 5 37 14 ref|NC_004431.1|:c1583520-1582867

TNL0014_118_187 TNL0014 GATAGTCTTGTAGTAGAAGCAGGAAGCTGTATTGCAGAGGCTCACAATTCTCAGACAGCTATGTTGGCTC 318 118 187 76,5 45,71 2 6 38 15 ref|NC_002695.1|:c3796846-3796187

TNL0015_1394_1463 TNL0015 AAGAAACTAATGTCCTTGTTCTTTGTGCAGGTGGAGGTACAAGTGGCTTGCTTGCCAATGCCTTGAACAA 1707 1394 1463 75,91 44,29 3 6 34 15 LSA1251

TNL0016_570_639 TNL0016 TCTTGCCAAAGTCTTCCAATCACACCACAATATGATGGTTTCTCATGCACGTGCTGTGAAATTGTATAAA 1434 570 639 73,57 38,57 3 5 41 14 LSA0126

TNL0019_831_900 TNL0019 ACGACAGGTAACGAAAGTTTTACCTATAGATACTTCTAAAAAGTCCTATGACATTACGATCCTTAATTAA 900 831 900 70,64 31,43 5 6 35 13 ref|NC_004431.1|:1443968-1445635

TNL0020_637_706 TNL0020 CATAGCTTTACTGTGGACCGTGGCACTGAGTTTAGTGGGCTAGTATCACTTGAATCACAATATGGTATTA 930 637 706 74,74 41,43 3 4 35 13 ref|NC_004431.1|:2566835-2568424

16S_1_77_146 16S_1 TTGAAGGAGCTTGCTCCTGATTGATAAACATTTGAGTGAGTGGCGGACGGGTGAGTAACACGTGGGTAAC 786 77 146 77,67 48,57 3 6 35 13 ref|NC_000913.2|:2471542-2471988

16S_787_483_552 16S_787 GGTACAACGAGTTGCGAGACCGCGAGGTTTAGCTAATCTCTTAAAACCATTCTCAGTTCGGATTGTAGGC 785 483 552 77,09 47,14 4 5 32 14 ref|NC_002695.1|:c57405-56584

23S_1_853_922 23S_1 GTTCTCTCCGAAATAGCTTTAGGGCTAGCCTCGGAATATTGGATCATGGAGGTAGAGCACTGTTTGGACT 1460 853 922 77,09 47,14 3 5 34 12 LSA0172_1957

23S_1461_872_941 23S_1461 CATTCGTAGAGTGTAAAGGTATAAGAGAGCTTGACTGTGAGATTGACAAATCGAGCAGGGACGAAAGTCG 1459 872 941 75,91 44,29 3 5 31 13 ref|NC_004431.1|:c3526136-3522336

GSU0001_1_2012_2081GSU0001_1ACCCATTATATGTCAAGGACCACGGTAGTGATCAGTTGACGATGGATGATTACATGCATACCCAATTGAT 2357 2012 2081 74,74 41,43 3 5 34 15 LSA0373

GSU0001_2358_1776_1845GSU0001_2358ACCAAGGTAGTGGTAATATGGTTACAAATCGTTTTGCAGTAAACCGAAACGGGGATTGGTTCTACTTCAA 2356 1776 1845 74,16 40 4 5 37 13 ref|NC_002695.1|:c2244706-2244122

LSA0172_1_1504_1573LSA0172_1TCATCAATGGGCAATAACGCAGGATTATATATCACTCAAAATCCCTATAAATTGGCCATCAATATGAAGG 1956 1504 1573 72,4 35,71 4 5 38 14 LSA1796

LSA0172_1957_1509_1578LSA0172_1957AAAACAGCCATACGCCGTCAGCGTTGAGGATTACTACACCTCTAAGGGTTGGACTTTAAATGTTAAACAA 1956 1509 1578 74,74 41,43 4 5 38 14 LSA1719

LSA0212_1_673_742 LSA0212_1GCCGAATTAGATGTTTCGAATTGGGATACAAGCCAAGTGACGACAATGGCTTATACTTTTTCGGGATGTT 1568 673 742 74,74 41,43 5 6 31 13 ref|NC_000913.2|:c1905084-1904275

LSA0212_1569_1498_1567LSA0212_1569GGCAACTACTAAACGATATACCGGTCATTATCGAACGAAATTGACGTGGTCACTATCAGTTGGCCCATAG 1567 1498 1567 75,91 44,29 3 5 40 13 ref|NC_002655.2|:c3970334-3968922

LSA0332_1_491_560 LSA0332_1AAATTTATGCCAACTACTGGTTATGGTTAGTCGGCGGGGCTTGTTATTTCCCAGTATTGCTCGGAAGTAC 1311 491 560 75,91 44,29 4 6 38 15 ref|NC_000913.2|:c543270-542485

LSA0332_1312_478_547LSA0332_1312GATTTGATTGATTGTCACTTGGCGTTCTACGAAATTTCGGCTGAGTTAACGATGCAATTACATGAAATCG 1311 478 547 73,57 38,57 3 5 37 14 ref|NC_000913.2|:100765-102240

LSA0362_1_475_544 LSA0362_1AGTTTAGATGTGTTATTAAACGAAATGTTGAGTTTACAAACCAAAGAAGTGGTTGTGAATCATGATGTCC 1302 475 544 71,23 32,86 3 5 37 15 LSA1388

LSA0362_1303_369_438LSA0362_1303CTACCACTATGTCCAACCAACATTAAGAACTGATAGTCGCGAAATTGATTTAGTCGATGGCCGTCATCCG 1302 369 438 75,91 44,29 3 5 40 14 LSA0011

LSA0534_1_2038_2107LSA0534_1GATGTAGACACAACGACCGGTAAATTTAGTATCGATACTGATCCATTAGTCGCCGGAGATGTGGCAGTAA 2982 2038 2107 75,91 44,29 3 6 41 16 LSA0752

LSA0534_2983_2100_2169LSA0534_2983TGTGACATTGCCAAGCGGTAAACAAGTGAAAGTAACAGTTGATTCAAACAGCAACTTCACATTACCAATC 2982 2100 2169 73,57 38,57 3 5 35 15 ref|NC_002655.2|:1518939-1521074

LSA0624_1_1041_1110LSA0624_1ATTAGCTGCTAAGTATCAATGGCCGACGACTGAAACATTACCAACTGTTTTAAGCGCCGACCAGCTAGAA 1356 1041 1110 75,91 44,29 4 6 35 14 LSA0568
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LSA0624_1357_647_716LSA0624_1357AACATGAATTGACAAGTTATTTGCCACAATTACAAGCTTTTGAGGACCAAGCAGCCCTCGAAACGGCAAT 1356 647 716 74,74 41,43 4 5 38 14 LSA1239

LSA0708_1_1020_1089LSA0708_1CGCACTTAAGGCAACATACACAGAAAAAGTCGCAACACTAACTGATTTGAAAAATGAGTTAGCAACCTTG 1781 1020 1089 73,57 38,57 5 6 42 14 LSA0006

LSA0708_1782_1638_1707LSA0708_1782ATGAGAGTGAGACACAATTTATCGTTATTACGCATCGTAAAGGCACCATGACCCAAGCCAACCGGTTATA 1780 1638 1707 75,33 42,86 3 5 38 15 ref|NC_004431.1|:4772643-4773380

LSA0912_1_1189_1258LSA0912_1TACAAAACCCCATTTTTTGTCAGCATTCAACATAGAGGGCTGGCTAGTTTGAACCCCCAAGCACCGTTTT 1418 1189 1258 75,91 44,29 6 6 38 14 ref|NC_004431.1|:461499-462266

LSA0912_1419_520_589LSA0912_1419ATTAGCGATTCAAATTACACGACCTAGTCAACCGAGCCAGTTACCACAATTTAAATTGCATTGGCAATTG 1417 520 589 73,57 38,57 3 6 35 14 ref|NC_002695.1|:1704673-1704951

LSA0955_1_950_1019LSA0955_1CAATTGCTAAGATGGCCGCTAAAATTGCGGTTGGTCTAACACTCGACGAAATCTATAACCCAATTACCGG 1592 950 1019 75,91 44,29 4 5 38 16 ref|NC_000913.2|:331595-332683

LSA0955_1593_1053_1122LSA0955_1593ACGTGAAAGCACCAGTTTTCTCATTTTCAAAACTAACCCGCGTTGATAGTCTCTTAGGACCTGAAATGAA 1591 1053 1122 74,16 40 4 6 37 14 ref|NC_002695.1|:c730925-729393

LSA1034_1_1371_1440LSA1034_1AGCTTACGATCAGTCGCAAGCTTTTAAGAACCTCGTAGCAGATTCTCAACAAAATCGCTTACTATTTGAA 1667 1371 1440 73,57 38,57 4 5 38 13 LSA0180

LSA1034_1668_912_981LSA1034_1668ATCAATTTAATCCCAATCGCAACGCACTTTTGATGAATCTCGATGATTTATTGGATAGTGTTAAGTTAGC 1666 912 981 71,81 34,29 4 5 35 15 ref|NC_000913.2|:1599514-1601049

LSA1141_1_984_1053LSA1141_1GTTATATGTCTTACAAACACGGGTTGGCAAACGCACCGCACCGGCTGCTTTTAGAATTGCTGTGGATTTA 1311 984 1053 76,5 45,71 4 4 38 14 ref|NC_004431.1|:4185560-4187056

LSA1141_1312_767_836LSA1141_1312ACCACCATGCCGTGACCCCTAAAATAATGTTGCCGCTAATTGGCACAGCGACTGAAATGGCATATCTAAA 1311 767 836 76,5 45,71 4 5 35 14 ref|NC_004431.1|:2204464-2205300

LSA1261_1_548_617 LSA1261_1AACTCGATGAAAATTTGCCCGTCATTAACCGTTTCTCAAGTATGATTCTCAAAACAGACCAACAGATTCC 1374 548 617 73,57 38,57 4 4 38 14 ref|NC_002655.2|:c3674387-3671688

LSA1261_1375_947_1016LSA1261_1375TTGGGAATATCTTCCTGATTAAGGCTTATATCGTTAGTCCAGTAGCACTCTTACTACTAGCCGTCTTCCT 1374 947 1016 74,74 41,43 3 5 37 16 ref|NC_004431.1|:c2684060-2682723

LSA1335_1_834_903 LSA1335_1GATTCTCTCTAAATTAGTGGTTGGAAATTTCAATTTTGATCAAATGCCAAAAGGCGAACCCAATATTTTC 1308 834 903 71,23 32,86 4 5 0 0

LSA1335_1309_815_884LSA1335_1309TTACGCAATACGATACCTTTAGAGATACGGTTGCACTTAACTTGACTAACAAGGCACTCGGGAAACCGCA 1308 815 884 75,91 44,29 3 5 38 13 ref|NC_004431.1|:3883592-3884293

LSA1406_1_415_484 LSA1406_1GGTGATCGTGATTTAACACAACTAACGACGGATAAAACGACCGTTAATATCACAGTCAAAGGTGTCAACG 1331 415 484 74,74 41,43 4 5 40 14 ref|NC_000913.2|:1383535-1384596

LSA1406_1332_604_673LSA1406_1332CCAAGCCTTTGTTCCAAGTCACCCAGACTGGCAAATGTTTGCTTCTGATTACTCGCAAATCGAATTACGA 1330 604 673 75,91 44,29 3 5 35 13 ref|NC_000913.2|:c3048689-3047595

LSA1568_1_570_639 LSA1568_1GATTGGTGATCGGACCAATATGGCGTTTATGAATAGTAACGTTACTTATGGTCGAGGTGTTGGGGTTGTG 1332 570 639 75,91 44,29 4 6 37 18 LSA1634

LSA1568_1333_1172_1241LSA1568_1333TTATCTTATTAGCCGCAACAATCATGATTCCAGGGCTCAATGGCTTATTCCATGTCTCACACCTTGATTT 1332 1172 1241 74,16 40 3 5 35 14 ref|NC_004431.1|:c3114834-3113245

LSA1704_1_1042_1111LSA1704_1ATTACCGCCGATCAAATCTACCATGTTTCTGGTAACGGTTATGCACCTGAGGGGCAAATTCAACAAGCTG 1331 1042 1111 76,5 45,71 4 5 42 13 ref|NC_000913.2|:c2947122-2945779

LSA1704_1332_914_983LSA1704_1332ACAGGTCAAACCTTAATGAACAAACACGACATCTTCCAGATGGCCTATGTGTCGGTCTTAATGGCGTTGA 1330 914 983 75,91 44,29 3 5 41 14 LSA1802

LSA1730_1_674_743 LSA1730_1CGATTACGATGAAGAAGTCCGATAAACTTTCATTTAGTGATCCGGATACCGGTAATGACTATCCGTTAGT 939 674 743 74,16 40 3 6 37 14 ref|NC_004431.1|:5226472-5227896

LSA1730_940_845_914LSA1730_940ATATCAGCATTGGCTTACATGTCCCAGAGACAACTAAACGGGATAATACAACCTATACAACGACTTTAGA 939 845 914 73,57 38,57 3 5 37 16 ref|NC_004431.1|:c4236140-4235124

LSA1731_1_1869_1938LSA1731_1TGAATTAGACTCAAACTTGACCGTCAAAGGTGATGTAACGTTAACTTACTATGATGCGAATGACACGCAG 2654 1869 1938 74,16 40 3 5 37 14 ref|NC_000913.2|:c674006-671424

LSA1731_2655_2403_2472LSA1731_2655TATTAATGGTGAACTACAAGATGAAGGTTACAGCGGATATGGATGGCGACGTAAACAACGATGGGCTTTT 2653 2403 2472 74,74 41,43 4 4 41 14 ref|NC_004431.1|:c3154989-3154510

LSA1800_1_1504_1573LSA1800_1CAGAAACTAAATAATGCACTTCAAAGTGCGGGGACTAGTGTTACTGCTACAGCTAATCAACTTGCCTCAT 1586 1504 1573 74,74 41,43 4 6 40 13 ref|NC_002655.2|:3548334-3549392

LSA1800_1587_931_1000LSA1800_1587ATTGAAACACTCAAACTATAGCTATGTCCCTAACTACGGTCATGCTTTAGCACCATACGTGCTTTCATTA 1585 931 1000 73,57 38,57 3 5 34 13 LSA0909

LSA1606_1_29_98 LSA1606_1AAGTTATCCTCGTCGGCGACGGCGCTGTTGGTTCTAGCTACGCTTATGCTTTAACATTACAAGGTATTGC 489 29 98 77,09 47,14 3 5 41 14 ref|NC_002655.2|:c1765923-1765393

LSA1606_490_203_272LSA1606_490AAGGTGCTACATTCTACGGTATCGGTACTGCATTAGCTCGTATTACTAAGGCTATCTTAGATGACGAAAA 489 203 272 74,16 40 4 5 40 13 ref|NC_000913.2|:c1578829-1577657

Note: dual sense oligos TM_actualgc_content

Note: positive control with dual sense oligos 74,61 41,11 Avg. 37,66 14,38

77,67 48,57 Max 100 70

68,3 25,71 Min 0 0


