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VIASURE 16S V1-V4
NGS Solution

AMPLIFY
YOUR RESEARCH

to  excellence

Achieve reliable and precise results effortlessly!

Enrichment Method ���f�–�]�F���s�h�?���ñ�¡�����X���h�™�F���@�f���h�­

Sequencing platforms

Library size

�U�]�]�µ�f�F�h�ñ�X�9�s�F�®���˜�:�X�ñ�h���X�0�]���f���h�­
���F�s�¡���F���h�����¡�?���Ù�U�»�U

Input DNA requirements �î�X�•�i�X�s�7�X�Ô�s�µ�™�X�¡�ñ�f�–�]���)
�u�s�X�h�������X�­�s�X�Î�s�™�™�Ô�X�ñ���s�µ�­�X�F�h�–�µ�­�X

�î�é�é�?�ï�é�é�X���–

Nº of pools per panel 1

Supported sample types ���F�s�]�s�8�F���ñ�]�X�¡�ñ�f�–�]���¡�X�s�™�X���µ�]�­�µ�™��

Sequencing Analysis �®�s�7�­�Î�ñ�™���X�Ù�?�ß�–�]�s�™�ñ

Plexity up to 48

Hands on time �€�ì�é�X�f�F�h

*For Research Use Only (RUO).
Not for use in diagnostic procedures.
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� �s�h�¡�F�8�µ���X�™���¡�µ�]�­�ñ���s�¡�X�æ�ñ���]���¡�X�Ô�X�–�™�����F�¡�s�¡�X�¡�F�h�X���¡�7�µ���™�ß�s�)

*Sólo para uso en investigación (RUO).
No para uso en procedimientos de diagnóstico.

Método de enriquecimiento ���f�–�]�F���s�h�?���ñ�¡����

Plataformas

Tamaño de librería

�U�]�]�µ�f�F�h�ñ�X�9�s�F�®���˜�:�X�Ô�X�0�]���f���h�­
���F�s�¡���F���h�����¡�?���Ù�U�»�U

Requisitos de entrada
de ADN

�î�X�•�i�X�s�7�X�Ô�s�µ�™�X�¡�ñ�f�–�]���)
�u�s�X�h�������X�­�s�X�Î�s�™�™�Ô�X�ñ���s�µ�­�X�F�h�–�µ�­�X

�î�é�é�?�ï�é�é�X���–

Nº de pools por panel 1

Tipos de muestra admitidos �s�µ���¡�­�™�ñ�¡�X���F�s�]�t�8�F���ñ�¡�X�s�X���µ�]�­�F�Í�s

Análisis secuenciación �®�s�7�­�Î�ñ�™���X�Ù�?�ß�–�]�s�™�ñ

Plexity Hasta 48

Tiempo de trabajo �€�ì�é�X�f�F�h


