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Statistics

Sequences: 918

Identical Sites: 15,510 (95.6%)
Pairwise |dentity: 98.8%
Coverage (restricted):

Mean:-  Std Dev:-
Minimum: - Maximum: -
Forward: - Reverse: -

Ref-Seq: 97.3% (16,215 of 16,660)

Read Lengths (restricted):
Mean:-  Std Dev:-
Minimum: - Maximum: -

Confidence Mean: (restricted
Expected Errors: (restricted
Error Free Odds: (restricted
At least Q20: (restricted

At least Q30: (restricted
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Nucleotide Statistics:
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Nucleotide Statistics:
Length: 16,668 bp

Sequences: 3,323

Identical Sites: 13,135 (79.2%)
Pairwise |dentity: 96.9%

Coverage (restricted):
Mean:-  Std Dev:-
Minimum: - Maximum: -
Forward: - Reverse: -

Ref-Seq: 99.5% (16,570 of 16,660)

Read Lengths (restricted):
Mean: - Std Dev: -
Minimum: - Maximum: -

Confidence Mean: (restricted
Expected Errors: (rest

Error Free Odds: (re
Atleast Q20: (rest
Atleast Q30: (rest d
Atleast Q40: (restricted
Rough Tm: (restricted

Freq % of non-gaps
A: 105,44€ 32.4%
C: 50,920 27.9%
G: 42,450 13.0%
T: 8¢,817 26.7%
R: 1 0.0%
GC: 133,370 41.0%
All:325,€34 100.0%
== 2 0.1% (of any)




