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702 59.2 6.9 95.63%
718 116 4.96 94.91%
736 43.2 6.78 94.85%
91601 59 11.6 94.62%
91602 154 3.96 95.00%
91603 147.5 4.4 95.14%
91604 103.5 5.7 94.88%
91605 58 5.88 95.44%
91606 37.8 13.8 94.47%
91607 137 5.44 94.97%
91608 55 13 95.01%
92301 121 3.94 94.75%
92302 42.2 8.27 94.61%
92305 33 9.44 94.84%
92306 49.4 12.5 94.62%
92309 118 6.68 94.70%
92310 55 12.1 94.61%
92311 45.2 13 94.61%
92312 52 10.8 94.31%
92315 56 7.36 94.74%
c7 59 12.6 94.86%
C10 123 4.87 94.69%
Cl4 149.5 4.38 94.13%

R1.23BGIBE ARG S E B XS ZBIRT-PCRAEMIRE.
B YIARE LGN T HERIRaw_Q3015 8

702 Negative NA Positive  99.91%  Victoria 29 -
718 Negative NA Positive  99.97%  Victoria 28 —¥ ‘
736 Negative NA Positive  99.68% Victoria 31 -
91601 Negative NA Positive  100.00%  Victoria 22 —H ‘
91602 Negative  NA Positive  100.00% Victoria 20 —
91603 Negative NA Positive  99.99%  Victoria 23 — ‘
91604 Negative NA Positive 99.93% Victoria 27 —3
91605 Negative NA Positive  99.93% Victoria 27 —% ‘
91606 Negative NA Positive  99.99% Victoria 20 —
91607 Negative NA Positive 100.00%  Victoria 21 — ‘
91608 Negative NA Positive 100.00% Victoria 23 —
92301 Negative NA Positive 100.00% Victoria 26.73 —3 ‘
92302 Negative NA Positive 99.60% Victoria  29.98 —
92305 Negative NA Positive 98.43% Victoria 24.75 —% ‘
92306 Negative NA Positive 100.00%  Victoria 21.44 —%
92309 Negative NA Positive 100.00% Victoria 20 —H ‘
92310 Negative NA Positive 99.99% Victoria 25.35 —H
92311 Negative NA Positive 99.98% Victoria  26.98 - ‘
92312 Negative NA Positive 99.99% Victoria  25.43 —
92315 Negative NA Positive 99.99% Victoria  24.71 — ‘
c7 Negative NA Positive 100.00% Victoria 24.14 —
C10 Negative NA Positive 99.96% Victoria  23.11 —% ‘
Cl4 Negative NA Positive 100.00% Victoria 23.44 —H
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BFEEWE BEEW FREW EGN(Query) EIrOE(Query) ERE(Ref) LN (Ref) il FRER HRE=EE

C7 438 LN PE1 B-segl 1 2,369 1 2,369 2,369 2,369 100.00%
C7.438 101 PB2 B-seg2 1 2,368 13 2,380 2,368 2,396 98.83%
C7. 438 LO1 PA B-seg3 1 2,293 3 2,295 2,293 2,305 99.48%
C7 438 LO1 HA B-segd 1 1,861 1 1,867 1,867 1,882 99.20%
C7 438 LO1 MNP B-segs 1 1,835 10 1,844 1,835 1,844 99.51%
C7 438 LO1 MNA B-segb 1 1,544 1 1,544 1,544 1,557 99.17%
C7_ 438 _LO1 M B-seg7 1 1,189 1 1,190 1,180 1,190 100.00%
C7 438 L0 NS B-seg8 1 1,082 5 1,082 1,082 1,097 98.63%
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