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co-2
Cco-3
CO-4
Co-5
co-7
co-8
Cco-9
co-10
co-11
CO-14
Co-16
co-21
Cco-23
CO-24
Co-25
COo-26
Cco-28
Co-29
Co-30
Co-31
Co-32
Co-33
CO-34
CO-37
Cco-38
Co-40
Cco-42
C0O-45
co-47
Co-48
CO-50
Co-51
Co-52
CO-53
CO-55
Cco-58
COo-60
Co-61
Co-62
Co-67
CO-69
co-70
co-71
Co-73
CO-75
co-78
Co-83
CO-84
Co-90
Co-92
CO-96
Co-97
Cco-98
Co-99
CO-102
CO-105
Co-107
CO-117
Co-120
Co-122
Co-123
Co-124
CO-125
CO-126
Co-127
CO-128(C3)
CO-128(E07
Co-129
CO-130
Co-B2
co-Cc1
CO-D2
CO-D5
CO-D6
Co-D7
Co-D8
CO-K(D09)
CO-L
CO-LL
CO-M9
Co-P2
CO-54
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—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGGGTTTT ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
CCGAAGCG-- ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—-CCGAGCG-- ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
-CCGAGCG-- ATCGGCGCGC
————————— T ATCTCAGCTC
—CCGAGCG—— ATCGGCGCGC
—CCGAGCG—— ATCGGCGCGC
————————— T ATTTCAGCTC
—CCGAGCG—— ATCGGCGCGC
—CCGATTC-- CTCGGTGCGC
————————— T ATCTCAGCTT
————————— T ATTTCAGCTC
—CCGATTC-- CTCGGCGC-C
—CCGATTC-—- CTCGGTGCGC
—-CCGATTC-- CTCGATGCGC

P
30

GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCCGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
GGTCGGCAGA
TGTTGGCCTA
GGTCGGCAGA
GGTCGGCAGA
GGTAGGCCTA
GGTCGGCAGA
GGTCAGCAGA
GGTAGGCCTA
GGTTGGCCTA
AGTCAGCAGA
GGTCAGCAGA
GGTCAGCAGA
AGAAAACAGA

]

40
ARAAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAT-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARTG--ATGG
ARAG-GAGGA
ARAAG-GAGGA
BAATG--ATGG
ARAG-GAGGA
ARAAG-GAGGA
AATG--ATGG
ARTG--ATGG
ARAG-GAGGA
ARAAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA

13

[
2

CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTTCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CACCGTGCGG
CCTTGAGCGA
CACCGTGCGG
CACCGTGCGG
CCTTGAGCGA
CACCGTGCGG
CACCGTGCAA
CCTTGAGCGA
CCTTGAGCGA
CACCGTGCAG
CACCGTGCAA
CACCGTGCAA
CACCGGACA-

0

CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG--CGACAC
CG-—-CGACAC
CG--CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
CG-—-CGACAC
CG-—-CGACAC
CG--CGACAC
TGGGCATCAC
CG-—-CGACAC
CG-—-CGACAC
TGGGCATCAC
CG-—-CGACAC
CA--CGGCAC
TGGGCATCAC
TGGGCATCAC
TA--CAGCAC
CA--CGGCAC
CA--CGGCAC
CA--CGGCAG

60

GGCGTGGGGG
GGCGTGGGEGEE
GGCGTGTGGG
GGCGTGGGGG
GGCGTTTGGG
GGCGTGGGGG
GGCGTTGGGG
GGCGTGGGGG
GGCGTGTGGG
GGCGTGGTGG
GGCGTGGTGG
GGCGTGGTGG
GGCGTGTTGG
GGCGTGTTGG
GGCGTGTTGG
GGCGTGGGEGEE
GGCGTGTGGG
GGCGTGTGGG
GGCGTGTGGG
GGCGTGTTGG
GGCGTGTTGG
GGCGTTTGGG
GGCGTGTTGG
GGCGTGGGGG
GGCGTGGTGG
GGCGTGTGGG
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GGCGTGTGGG
GGCGTGTGGG
GGCGTGTTGG
GGCGTGGGGG
GGCGTGTGGG
GGCGTGTGGG
GGCGTGTGGG
GGCGGGTGGG
GGCGTGGGEGEE
GGCGTGTGGG
GGCGTGTGGG

GGCGTGTG
GGCGTGTG
GGCGTGTGG
GGCGTGGTG
GGCGTGTGG
GGCGTG
GGCGTG
GATCTATGG

GG
GG

g
[oRaN]

= H

GGG
GGG

Y

GGCGTGTGGG
GATCTATGGT
GGCGTGTGGG
GACGCGTGTT
GATCTATGGT
GATCTATGGT
GGCGCGTGGG
GACGCGTGTT
GACGCGTGTT
GGGGTGTGGA

70

R
80
GGGTGGGGGA
GGGTGGTGAG
GGTTGTGAGA
GGGTGGTGAG
GGTCGTGAGA
GGGTGGGGAR
GGGTGGTGGE
GGGTGGTGAA
GGGTGGGGEGE
GGGTGGTGAA
GGGTGGTGGE
GGGTTGTGGG
GGGTGGGAARR
GGGTGGGGAA
GGGTGGTGAA
GGGTGGTGAA
GGTTGTGAGA
GGTTGTGAGA
GGTTG--AGA
GGGTGGGGAR
GGGTGGTGAA
GGTCGTGAGA
GGGTGGGGAR
GGGTGGTGAA
GGGTGGTGAG
GGGTGGGARR
GGTCGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTTGTGAGA

G GGTCGTGAGA

GGTCGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGTCGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGGTGGTGAA
GGGTTGTGGG
GGTTGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGGTGGGGAG
GGGTGGGAARR
GGTTGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGTTGTGAGA
GGTCGTGAGA
GGGTGGTGGG
GGTTGTGAGA
GGTTGTGAGA
GGTTGTGAGA
GGTT-TAGAA
GGTTGTGAGA
GGTTGTGAGA
GGTT-TAGAA
GGTCGTGAGA
GGTTG--AGA
GGTT-TAGAR
GGTT-TAGAA
GGTTG--AGA
GGTTG--AGA
GGTTG--AGA
GAGTG--AGA



CO-SE3 —CCGATTC—-
Co0-sP1 -CCGATTC--
CO-T3 —CCGATTC—-
co-z2 @ ---—- GCG——
CO-2 —CCGATTC—-

B
co-2 GGGCAGTCGT
co-3 GGGCAGTCGT
co-4 GGGCAGTCGT
co-5 GGGCAGTCGT
co-7 GGGGACTCGT
Co-8 AGGCAGTCGT
co-9 GGGCAGTCGT
co-10 AGGCAGTCGT
co-11 AGGCAGTCGT
co-14 AGGCAGTCGT
CO-16 GGGCAGTCGT
co-21 GGGCAGTCGT
c0o-23 AGGGAGTCGT
co-24 AGGCAGTCGT
co-25 AGGCAGTCGT
Co-26 AGGCAGTCGT
co-28 GGCGACTCGT
co-29 GGCGACTCGT
co-30 GGCGACCCGT
COo-31 AGGCAGTCGT
co-32 AGGCAGTCGT
CO-33 GGCGACTCGT
Co-34 AGGCAGTCGT
co-37 AGGCAGTCGT
Co-38 AGGCAGTCGT
co-40 AGGGAGTCGT
Cco-42 GGCGACTCGT
co-45 GGCGACTCGT
co-47 GGCGACTCGT
Co-48 GGCGACTCGT
CO-50 GGCGACTCGT
CO-51 GGCGACTCGT
Cco-52 GGCGACTCGT
CO-53 GGCGACTCGT
CO-55 GGCGACTCGT
CO-58 GGCGACTCGT
Co-60 GGCGACTCGT
CO-61 GGCGACTCGT
Co-62 GGCGACTCGT
co-67 GGCGACTCGT
Cco-69 GGCGACTCGT
co-70 GGCGACTCGT
co-71 GGCGACTCGT
co-73 GGCGACTCGT
COo-75 GGCGACTCGT
co-78 GGCGACTCGT
CO-83 GGCGACTCGT
co-84 GGCGACTCGT
C0-90 GGCGACTCGT
C0-92 GGCGACTCGT
CO-96 GGCGACTCGT
co-97 GGCGACTCGT
co-98 GGCGACTCGT
C0o-99 GGCGACTCGT
co0-102 AGGGAGTCGT
C0-105 GGGCAGTCGT
C0-107 GGCGACTCGT
co-117 GGCGACTCGT
C0-120 GGCGACTCGT
co-122 AGGCAGTCGT
C0-123 AGGCAGTCGT
co-124 GGCGACTCGT
C0-125 GGCGACTCGT
COo-126 GGCGACTCGT
co-127 GGCGACTCGT
C0-128(C3) GGCGACTCGT
C0-128 (E07 GGGCAGTCGT
C0-129 GGCGACTCGT
Cc0-130 GGCGACTCGT
CO-B2 GGCGACTCGT
co-Cc1 CCCCTTTCGT
CO-D2 GGCGACTCGT
CO-D5 GGCGACTCGT
CO-D6 CCCATTTCGT
COo-D7 GGCGACTCGT
Cco-D8 GGCGATCCGG
CO-K(D09) CCCCTTTTGT
COo-L CCCCTTTCGT

90

CTCGGTGCGC
CTTGGCGTGT
CTCGGTGCGC
—CCCTCGCGC
CTTGGCGTGT

CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGCCGATCGT
CGTAGACCG-
CGCCGATCGT
CGCCGATCGT
CGTAGACCG-
CGCCGATCGT
CACTGATCGT
CGTAGACCG—
CGTAGACCG-

100

GGTCAGCAGA
GGTCAGCAGA
GGTCAGCAGA
GGTCCGCCCA
GGTCAGCAGA

ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC

ACGTCGCGCC
ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGCG
ACGTCGC
ACGTCGC
ACGTCGC
ACGTCGCGCC
ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC

ACbTCbCGC
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ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC

ACGTCGCGCC
ACGTCGCGCC
ACGTCGCGCC
GCATCGTGTT
ACGTCGCGCC
ACGTCGCGCC
GCATCGTGTT
ACGTCGCGCC
ACGTCGTCCC
GCATCGTGTT
GCATCGTGTT

110

ARAG-GAGGA
ARAG-GAGGA
ARAG-GAGGA
ARAGCGAGTC
ARAG-GAGGA

CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
CGCRATCCGC
CGCAATCCGC
TGC--CTCGT
CGCAATCCGC
CGCAATCCGC
TGC--CTCGT
CGCAATCCGC

TGC--CTCGT
TGC--CTCGT

14

120

CACCGTIGCAA
CACCGTACAG
CACCGTIGCAA
CCCCGTGACG
CACCGTACAG

CGCbebTG

CGCGCGGTGT
CGCGCGGTGC
CGCGCGGTGE
CGCGCGGET
CGCGCGGET
CGCGCGET
CGCGCGGET
CGCGCGET
CGCGCGGET
CGCGCGGET

[PEaNA NG
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[N NY!

CGCGCGG
CGCGCGG
CGCGCGG G

HHHHD—]

CGCbe T
CGCGCGGET
CGCGCGET
CGCGCGGET
CGCGCGGETG
CGCGCGGTG
CGCGCGGTG
CGCGCGGTG
CGCGCGGTG
CGCGCGGETG
CGCGCGGTGE
CGCGCGGTGT
CGCGCGGTGC
CGCGCGGTGE
CGCGCGGTG
CGCbC T
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C
CGCbe T GC

CGCbebT
CGCGCGGET
CGCGCGGET
CGCGCGGET
CGCGCGET
CGCGCGGET
CGCGCGGTGT
CGCGCGGETGC
CGCGCGGTGE
CGCGCGGTGC
CGCGCGGTGE
CGCGCGGTGT
TGATCGCT--
CGCGCGGTGT
CGCGCGGTGE
TGATCGCT--

(PR RSN NGNG]
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C
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CGCGCGGTGC C
CGCACGGCGT C

TGATCGCT-—
TGATCGCT--

AP I
130

CA--CGGCAC
CA--CAGCAC
CA--TGGCAC
GA--CGACGC
CA--CAGCAC

—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
CGCCCGTGGE
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGG
CGAGCTGTAC
C-ACCCGTGG
C-ACCCGTGG
CGAGCTGTAC
—ACCCGTGG
—ACCCGTGG
CGAGCTGTAC
CGAGCTGTAC
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Qo000
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140

GACGCGTGTT
GGCGCGTGGG
GACGCGTGTT
GTCGCG-ATG
GGCGCGTGGG

GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GACCATACCC
GA--ACCCTT
GACCATACCC
GACCATACCC
AR--ACCCTT
GACCATACCC
GACCGARACTA
AR--ACCCTT
GA--ACCCTT

150

GGTTG--AGA
GGTTA--AGA
GGTTG--AGA
AGTGGTGGTT
GGTTA--AGA

T
GCCCGCAGCC
GCCCGCAGCC
GTGTGTTGCA
GCCCGCAGCC
ACCCTCAGCC
GTGTGTTGCA
GTGTGTTGCA



CO-LL
CO-M9
CO-P2
CO-54
CO-SE3
CO-SP1
CO-T3
CO-72
CO-2

co-2
Cco-3
Cco-4
Co-5
co-7
co-8
co-9
Cco-10
co-11
co-14
CoO-16
co-21
Cco-23
co-24
Cco-25
COo-26
Co-28
co-29
CO-30
Co-31
CO-32
CO-33
CO-34
co-37
COo-38
C0-40
co-42
Cco-45
co-47
CO-48
Co-50
CO-51
CO-52
COo-53
CO-55
CO-58
CO-60
Co-61
CO-62
Cco-67
Co-69
co-70
co-71
Co-73
Co-75
Cco-78
co-83
co-84
CO-90
Co-92
CO-96
Cco-97
CO-98
CO-99
co-102
CO-105
co-107
co-117
CO-120
Cco-122
co-123
Cco-124
Cco-125
CO-126
co-127
CO-128(C3)
CO-128(E07
Cco-129
CO-130
CO-B2
Cco-C1
CO-D2
CO-D5
CO-D6

GGAGATCCGT
GGCGATCCGG
GGCGATCCGT
TGCTATCCGA
GGCGATCCGT
GGAGATCCGT
GGCGATCCGT
GACARACCGT
GGAGATCCGT
[
170

GCGGGLCGCTC
GCGGGCGCTC
TCTAACAGTC

CACCGATTGT
CACTGATCGT
CACTGATCGT
TCGTAATTCT
CACTGATCGT
CACCGATCGT
CACTGATCGT
TGC--GTCGC
CACCGATCGT

.iso...

GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
GGACCGCGAC
ACTTTGCGAC
GGACCGCGAC
GGACCGCGAC
ACTTTGCGAC

CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGTA
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-
CCCAGGT-

GCCG————— CGCGTGGCGT
GCCG—————— CGCACGGCGT
GCCG————— CGCACGGCGT
CCCG————-— CGCACGGTGT
GCCG—————— CGCACGGCGT
GCCG————— CACGCGGCGT
GCCG————— CGCACGGCGT
TCCGGTCTGT CTCGGGAGGC
GCCG————— CACGCGGCGT
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C-ACCCATGG
C-ACCCGTGG
—ACCCGTGG
—ACCCGTGG
—ACCCGTGGE
—ACCCGTGG
—ACCCGTGG
TGTC---GT
C-ACCCGTGG

Q00

Qo0

GACCGGACTA
GACCGGACTA
GACCGGACTA
GACCATACTC
GACCGAACTA
GACAGGACTA
GACCGGACTA
GACCCTATCG
GACAGGACTA

ACCCGCAGCC



co-a47
co-7a
co-67
co-az
co-125
co-28
co-so0
cO-96
co-1z28(C3)
co-84a
co-os8
cO-73
co-75
co-pz2
co-B2
co-b7
coO-69
co-o7
co-a8
co-e1
co-53
38 | co-130
co-55
cOoO-50
co-e2
co-99
co-120
co-bs
co-58
co-90
co-83
co-129
co-s2
co-107
co-126
co-29
co-s51
coO-70
co-as
co-7s8
co-92
11| co-127
co-124a
co-127
cB
CccC-Chinese )
H CLi-VvVietnam
cc-chinese()
cc-Chinese(2)
co-7
{ co-33

- co-30

cc-Cchinese(3)
52_| cc-Fukien
co-a
59 | CO-3
23|l co-s

55 18l co-10s

17 co-9
co-21
3 co-16
co-128(E07)
co-2
1 co-11

co-122
co-23
co-ao
co-123

a4 co-z2a
co-31

(=
Yy

co-3a
co-8
co-10

co-37
co-ze
11 co-102
“1 co-38
co-14

co-25
co-32
cz

98 r CO-SP1
a0 _|3 3 E co-z
co-LL

70 | CO-D8
co-mo
7 ag | co-T3
51| SO-P2
s4lco-ses

as

co-sa

co-z=2

CcLz2-Vietnam
CO-K(DO09)

= co-pe
a4 co-c1

co-L

0.1

5 o [F S - LIS 5 252 (UPGMA 32)
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F o L R[E) S AR 1TS2 w12 DNA #% HEg4H R (Nucleotide Composition) 43 fii

TRk RuE-EEES  [2F PEINE BRDE(BE SRR

Nucleotide Mol% Mol% Mol% Mol% Mol% Mol%
A 15.02 18.56 15 14.86 17.68 16
C 36.05 32.5 36.67 36.54 34.3 32
G 38.79 32.28 38.33 39.11 34.83 38
T 10.14 16.66 10 95 13.19 14
G+C 74.84 64.78 75 75.64 69.13 70
A+T 25.16% 35.22 25 24.36 30.87 30
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