SMPid |Locaton |map |cmCount |mCount |nmCount |wSNP%  |cSNP% cm3core |nmScore |Ref |MPB |PmiA) |F'rr::: |F'H:E'| |Pr1:T: P& |F'nm|'Cj- | PnmiiG) |=‘nr'1:T:
0 | 4 1] 7| 83.07%| 6383 243 522 C G ] o 0 ] 0.09 o.oe 8a8.7 D.02
1 3303 54 ] 1] BE| 99.70%| 100.0D% ] TEES| G c o ] D ] 0.09 897 002 D.02
2 41055 54 55 4 38| 48.21% 41.48% 38 337 C A 5807 2868 613 8.13| ohoa 0.11 0.0 0.0
3 471 54 2 4 E7| 93.26%| B7.75% .88 G775 A G 4237 7.2 3415 1564 0.09 0.1 9969 0.1
2 40087 54 ] 1 53| 99.64%| 100.00% ] 44 33 C T 328 236 009 4349 015 o.oe 0.0g  BRE4
5 038a0| 54 ] 0 73| 99.44%| 100.00% ] 88 T c ] o 0 ] 018 bod4 026 0.1
i ag058| 54 ] 1 B5| 93.61%| 100.0D0% ] ga.51| A G 47 153 65638 2307 0.1 0.11 9861 1.16
7 ag811| 54 ] 1 37| 99.67%| 100.0D0% ] INEl A G 25 25 25 25 0.09 0oe 9967 D.12
a Gg828| 54 ] 1] 35| 99.68%| 100.0D% 0 2476 T c ] o 0 ] 011 28 68 0.0 D.02
g 70014 54 ] 1 BG| 99.54%| 100.0D0% ] T4 83 C T 70.35 28 008 1.53 012 o.oe 022 BRs4

10 70285 54 ] 1 B5| 99.46%| 100.00% ] TOEBR| T c 008 9387 008 582 008 Do4E 0.33 0.0
1 70818 54 ] 1 68| 99.70%| 100.0D% 0 8317 G A 5 008 a2ga 111 T o.oe 0.0 0.0
12 71153 54 ] g 63| 99.70%| 100.0D% ] B116) T G 0.28 1 7o48 2224 0.09 o.oe 887 0.0
13 7180 54 ] 2 32| 99.70%| 100.0D% 0 2675 G A 588 1389 282 009 T o.oe 0.0 0.0
14 T71248| 54 ] 1] 41| 99.58%| 100.00% ] 27 C T ] o 0 ] 0.09 0.1 021 BO.SE
5 73159 54 ] 1 70| 99.68%| 100.0D0% ] 8Bl G A 9245 009 734 009 9008 o.oe 0.0 D.12
18 74528 54 ] 2 56| 97.82%| 100.0D0% ] 5004 C A 41.08 1553 1008 3327| @742 o.oe 1.87

17 74209 54 ] 1 34| 99.69%| 100.0D0% ] 2024 T c 25 25 25 25 0.1 ] 0.0

18 54 ] 1] 26| 99.70%| 100.0D0% ] 2448 T G ] o 0 0 0.09 o.oe 8a8.7

18 750 54 ] 1 67| 94.21%| 100.0D0% 0 T ET| C T 377 2809 241 8571 0.09 o.oe 1.58

20 75218) 54 ] 1] B5| 93.78%| 100.0D% ] TOEE| G A ] o 0 ol ©8B.7E 1.01 0.0

s 73248 54 ] 1 51| 99.70%| 100.00% 0 4237 T c 008 4275 039 4875 0.09 aa.7 008

22 Ta1eR 54 ] 3 28| 99.55%| 100.0D0% ] 2024 G A 10.3% 559 4574 3323 9055 022 011

23 78383 48 ] 1] 23| 99.63%| 100.0D% ] 141 T c ] o 0 0 018 BOE3 0.0

24 76810) 54 ] 1] EO| 99.05%| 100.0D0% 0 6387 C T ] o 0 ] 015 o.oe 0.65

25 73408| 54 ] 1] 51| 99.62%| 100.00% ] 4328 T c ] o 0 0 o177  BbogE2 0.0

20 79439 54 0 4 71| 93.40%| 100.0D0% ] 68| G A 7347 1.02 1035 1513 8.4 1.38 01

27 a0z14| 54 ] 3 B3| 99.68%| 100.0D% 0 TETT| G A 2238 3927 3|23 213| goaoa o.oe 0.0 ;

23 a0eas| 54 1 1] BE7| 93.51%| BEBEER 0.87 T2IA7| C T ] o 0 ] 0.09 o.oe 0.0 BBy

29 34150 54 ] 4 52| 99.70%| 100.0D0% ] 3366 T G 0.08 1.26 8709 1154 0.09 o.oe 887 0.0

SNPs Table: With each alignment, a SNP result table can be generated for each reference sequenced. This identifies locations with a level of mismatches that is higher than some
threshold value. Where: Location=location of the SNP on the reference sequence, map=sequence complexity, cmCount=the number of crisp bases that match the reference,
mCount=the number of non-crisp bases that match the reference, nmCount=the number of non-match bases that cover this location, cSNP%=nmCount/(cmCount+nmCount),
wSNP% is cSNP% after adjusting for reads and base weights, ncSNP%[L] = average(Pnppase[L]) / (average(Pgyppase[ L]) + average(Prepase[LL])), cmScore=the sum of the weight of
the reads that cover this location with a crisp base, nmScore=the sum of the weight of the reads that cover this location with non-matched bases, Ref=Reference base, MPB=Most
probably base, Pm(nucleotide)=the average probability of each nucleotide that cover this location with a non-crisp base, Pnm(nucleotide)= the average probability of each
nucleotide that covers this location with a non-match base. We can see that SNPs ids 0 and 2 are heterozygous SNPs since they have about equal values for cmCount and nmCount
which results in both cSNP% and wSNP% being about 50%. All other SNPs are homozygous with cSNP% and wSNP% near 100%. When wSNP% is higher than cSNP% it
indicates that the mismatch bases and their reads at these SNPs have higher weight. Higher weight reads are less likely to have sequencing errors which allows them to align more
accurately. As an example, the SNP with an id = 12 is a homozygous SNP with 63 mismatches and zero crisp matches which gives a cSNP% value of 100%. It also has 8§ non
crisp matches with ncSNP% value of 77.46%, which is the result of an average probability to the reference base (T) of 22.24% and 76.46% for the SNP base (G).



