logo

NTDB id 66734
NTDB id 11 SA
consensus

logo

NTDB id 66734
NTDB id 11 SA
consensus

logo

NTDB id 66734
NTDB id 11 SA
consensus

logo

NTDB id 66734
NTDB id 11 SA
consensus

logo

NTDB id 66734
NTDB id 11 SA
consensus

logo

NTDB id 66734
NTDB id 11 SA
consensus

logo

NTDB id 66734
NTDB id 11 SA
consensus

SAJPND4
RS00430

SAJPND4
RS00430

SAJPND4
RS00430

SAJPND4
RS00430

SAJPND4
RS00430

SAJPND4
RS00430

SAJPND4
RS00430

RS00230 WP 060871516.

WP 001186602.1

RS00230 WP 060871516.

WP 001186602.1

RS00230 WP 060871516.

WP 001186602.1

RS00230 WP 060871516.

WP 001186602.1

RS00230 WP 060871516.

WP 001186602.1

RS00230 WP 060871516.

WP 001186602.1

RS00230 WP 060871516.

WP 001186602.1

AHRT AT GTE 1 DINEY DD AR 1 1 LR LMD
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