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1 5.20e-020 4 1.40e-017 4 10 0.42 0.50 AA 5 PAL,TR GC
G

A
C

CA
T
GA

G
A
C
GAGTA

G
CG

C
AT
G
C
CT
G
AC

G
TA

CCT
C
TA
G
CA

C
T

TA
C
G T

AA
G

2 1.10e-019 5 1.10e-017 3 10 0.42 0.58 AA, ME 2, 3, 4 C
T

C
T
GT
C
A G

A
C
A
GACATGC

G
A

A
GT

CTA
G

C
T
AG

TG G
A
C

G
A
C

3 3.60e-019 7 8.50e-017 5 11 0.46 0.59 AA 2, 3 PAL C
AC

A
G
C
A
TAGCT

A
G
AA T

C
T
C

G
C

G
T
AT

G
C
G
TGA
C

AC
G
T

A
T
C
G

G
T
C
AGCTT

4 1.10e-017 9 3.10e-013 15 21 0.88 0.95 AA, BP, MD, ME 3, 5 TR T
G
A

C
A
G
TACGAT

G
C

G
T
AGTA

C
G

A
C
G C

G
A
T
G
AT
C
G

ACTGATGC AC
T
GT

G
T
A
G

A
G

C
T
G

A
T
GA

G
A
T
C
G

T
A
C
G
ATCGC

GGC
A
G

5 1.50e-016 14 4.20e-013 16 17 0.71 0.91 AA 1, 3 TC
G
A

T
G

A
T
G
C C

G
A
T
GGT

C
A
GG

C
A
G
C

T
G
A

AC
T
GG

A
C
G
AT
G
CT

G
A
GC

GTC
G

6 2.70e-016 15 4.00e-015 10 6 0.25 0.44 AA 1, 2, 3, 4, 5 CAA
CA

T
A
C
G C

ACCAA
GA

GGGT
AT

G
T
G
CT

G
T
G

7 6.40e-015 20 7.00e-013 18 12 0.50 0.78 AA 3 TR T
C

A
C

T
CCA TG

A
C

TA
G
CA

C
GTCAG

A
A
T
G

A
G
CT

A A
C

C
G
A

TG
C
A G

AGC
A

8 7.70e-015 21 1.10e-013 13 7 0.29 0.55 AA, ME 1, 2, 3, 4, 5 C
G
A

A
T
G

AG
T
CA

T
C
GG

TGA
T
G

T
A

A
C
G

G
T
A

A
G
CAT

G
CCA

TA
G

A
GT

9 1.20e-014 24 5.60e-013 17 11 0.46 0.78 AA 3, 4, 5 T
A

T
A

C
AA

T
T
A

A
GC

G
G
C
AGT

C
GCT

A
C

A
G
T
C

A
G
TC

G

10 4.60e-014 27 4.40e-011 33 17 0.71 1.00 AA 1, 3, 5 C
A

A
GGG

CTC
T
G

T
C
A
G

CT
A
GGCTG

AT
G

A
T
C
G

A
C
G

A
T
C
GA

G G
TG

11 6.60e-014 28 6.40e-012 24 9 0.38 0.49 AA, ME 1, 2, 3, 4, 5 PAL,TR ATACGG
C

C
AGGC

G
A
G
CG

CCT
C

C
G

A
C
G

CTGAG
T
CG

C

12 7.60e-014 29 7.90e-012 26 14 0.58 0.97 AA 2 PAL T
A

G
A
C
ATCGG

C
A

AT
C
G

G
T
CTC

G
ATG
C

TA
G
C

G
T
A

C
GG

C
G
C
AA

G
TA
G
C

G
T
A

C
G
A

G
A
CT

AGC
G

13 1.50e-013 32 2.90e-011 32 14 0.58 0.78 AA, ME 1, 2, 3, 4, 5 T
G

G
C

T
C
AC

G
A
T
C

T
C
G

AT
C
G

G
A
C
ATG
CG

C
T
A

C
A
GG

A
C
G

A
T
GA

G
C
T
G

G
CG

T
C
G

14 2.00e-013 34 1.00e-011 27 12 0.50 0.83 AA 4 T
A

T
G T

G
ATGCC

A
AGTCG

A
T

T
G
A

T
A
G

T
G
A

G
A
TA

G
ATC
GT

A
C

G
TG

CC
A

G
A
CA

CT
C

A
T

15 1.10e-012 37 5.70e-011 34 10 0.42 0.65 AA 1 PAL C
AAC

G
T
C
A G

A
G
C

C
T
AT

G
T
G
CA
T
GA

T
G

C
A
TT

G
C
T

G
T

G
C
T

A
C
TA

T

16 1.10e-012 37 2.50e-010 41 15 0.62 0.92 AA 2 A
C

C
A

TC
G
A
TAGCA

G
T
C

T
C
G

A
T
G
CT

C
G
A
C
ATGCCGA

T
C
GA
C
T

A
G
C

T
G
AG

A
AT
G
CC

G
A

TC
A
G

T
G
CA

T
C
GC

A
GTCAC

G
AG

A

17 1.50e-012 40 1.80e-010 37 17 0.71 1.10 AA 1, 2, 5 TR C
T
G

C
T
G

A
T
GC

G
C
G
AGC

A
G

A
G

A
G

A
G
C

CA
T
GC

A
G

CT
G
AA

C
G

T
G
A

CA
T
G
TCA
G
CT
G
A

T
C
G

T
A
C
G

TA
G
CA

C
A
G
C
TT

G
T
A
G

T
G

T
G
A

18 1.90e-012 42 8.00e-010 45 16 0.67 0.87 AA, BP, ME 2 A
G

C
T
G

A
C
G

G
A
C

T
A
CA

TGCA
T
GA

G
G
T
AGTC

A
G A

G
T
G
ACTG AC

T
GA

C
G

CAT
GGA

T
G

19 7.00e-012 47 1.80e-010 37 9 0.38 0.71 AA 1, 2, 3, 4 T
C
A

T
G
AA

CAA
T
C
GA

G
A
GC

GC
A

C
T
A

T
G
CT

A
ACT
GT

AG
T

C
A
T

A
T

C
G
A A

CA
20 1.40e-011 49 1.20e-009 48 9 0.38 0.49 ME 1, 2, 3, 4, 5 T

A
T
G G

T
A
GA

G
A
T
GC

GG
A
AG
T
CA

T
C

T
A
C

A
T

C
G

T
C
GCA

TC
G

21 3.40e-011 51 1.30e-008 52 17 0.71 1.10 AA 1, 4 TR T
A
G

A
G
T

C
T
G

C
A
G
ACTGT

G
T
G
CTG
A T

G
AA

G
T
G
A

C
A
GATCA

G T
G
AG

AA
G

T
A

T
A
G

C
A
TA
C
G

TG
C
A

G
A
T

22 4.10e-011 52 2.20e-007 59 20 0.83 0.82 AA, BP 1, 2 A
TGA

T
C
GA

C
TC
G
A
CA
TGT

G
T
A
C
G

C
G
T
A

A
T
G

C
A
GA

GA
G

A
T
G

CT
A
G

A
T
G

T
C
G

23 1.60e-010 53 7.60e-009 50 13 0.54 0.93 AA 1 PAL,TR T
CTA

CA
T

TACGGT
C
A A

G
C

GA
T
C
AGCTA

T
C
G

CGA
TA

GC
GATA

C
G

G
A
C

TG
A
CT

AGG
C
A

24 2.40e-010 55 7.10e-007 64 27 1.10 1.30 AA 1 TR T
G

C
T
A
G

T
A
G

C
T
G

T
C
A
G
TACG AT

G
C T

G
AGCTA

GG
C

TA
C
G

A
T
G

T
A
C
G
TCGA TCAGT

A
G

C
A
T
GG

C
AGT
C

TC
A
G
TACGAT

C
GG

T
A

A
T
GG

A
C
A
T
G

25 6.10e-010 60 4.20e-008 54 10 0.42 0.58 AA 3 AT
G
TAGC C

AA
CAGGT

A
G

T
G
A
CA

26 3.50e-009 64 5.20e-008 56 10 0.42 0.83 AA 4 TR T
C

T
A
C
TAG
C
GCTATA

G
C

G
T
C

A
T
C

T
C
ATGCA

CC
T
CTAGTCGAA

G
C T

A G
A

C
A
G
TCG
A G

A
TCAGAC

A
G

G
A A

27 4.90e-009 65 5.70e-007 60 12 0.50 0.66 AA, ME 1, 2, 3, 4, 5 G
C

A
CA

C
A
G
TGA

G
C
A
G

C
A

A
C
G

G
A
C

T
G
A

C
G

T
A
GT

G
G
C

GC
T
A

C
A
G

A
G
C

28 1.00e-008 66 7.00e-007 63 13 0.54 0.88 AA 2 G
T
A

T
C
G

A
C
G

G
T
AG

A
TGA
CA

T
A
C
G

T
G
C

C
T

T
A
G

C
G
A

C
G
AAA

C
G
GAC
T
TAG
CC

T
AA

G
G
T
A

29 4.70e-008 70 1.40e-005 73 22 0.92 1.20 AA 3 A
G

T
C
G
TA
CGG

T
A

C
A
G
TACGACTGG

AA
G

A
G

T
G
A

T
A
G

A
T
GACATGC

G
AG

A
A
C
GC

A

30 5.70e-008 72 1.10e-006 66 9 0.38 0.71 MD, ME 1, 2, 3, 4, 5 A
G
TGC

GT
C

T
G
AGA

G
T
CT

C
G
TA

GG
31 6.00e-008 73 7.40e-007 65 10 0.42 0.78 AA, ME 3, 4 AA

GC
G

G
A

C
A
G

CT
G
AA

G
A
G

A
C
G

G
A
TGC

A
TG
A
CG

C
A
T
C

G
C
T

C
T

32 1.70e-006 77 1.10e-004 80 16 0.67 1.10 AA, ME 1, 2, 3, 4, 5 T
AGGG

CTAT
C
GT

G
AT

G
ATC
G
TA
G
C

G
T
CT

A
GT
A
CT

33 1.00e-005 81 1.80e-002 102 65 2.70 2.50 BP 1 A
G
CT

A
C
T
A
GA

G
C
G

TA
C
GT

G
A

AT
CGC

G
T

T
A
C
G

CT
A
G

T
A
GT

GC
G

T
C

34 1.10e-005 82 1.70e-004 84 11 0.46 0.83 AA 1 G C
G
AG

A
CT
A
GA

T
G

A
G
TAGC CTA

G
CT
A
G A

T
GGAGTCG

CAGCT
A

35 1.10e-005 82 1.60e-004 83 16 0.67 1.40 AA 3 T
A

C
GA

C
A
G
C

CG
T
AG

TA
T

G
A
T

C
A
G

T
G

C
G
AC

AAT
G

C
G

36 2.20e-005 85 4.70e-005 77 80 3.30 3.50 ME 1, 2, 3, 4, 5 T
G

T
A
G

G
T
C

T
C
G
AA

G
AT
C
G

G
A
T

T
G
A

T
G
A

TC
A
GT

G
T
G
A

A
G
TT

C

37 4.40e-005 88 7.90e-004 89 10 0.42 0.58 ME 1, 2, 4, 5 T
GG

CAA
G T

C
G
C
T

C
G
T

T
G
A

T
A
G

C
T
AA

GGGT
C
A
G

38 1.20e-004 92 1.40e-003 92 8 0.33 0.56 ME 1, 2, 3, 4, 5 TGG
A

A
C
GA

TAT
G
C

A
T
G

A
C
GT

GG


