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....|....|....|....|....|....|....|....|....|....|

GAPDH NG_007073.2 ACTTGCGCCCCGCTCCCTCTTTCTTTGCAGCAATGCCTCCTGCACCACCA

GAPDH C-1 CAC.AGTGATT.......................................

GAPDH C-2 CAC.AGTGATT.......................................

GAPDH C-3 CAC.AGTGATT.......................................

GAPDH 01.1 -----------.......................----------------

GAPDH 02.1 --------------------------------------------------

GAPDH_Pb1 -------------------------------------.............
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....|....|....|....|....|....|....|....|....|....|

GAPDH NG_007073.2 ACTGCTTAGCACCCCTGGCCAAGGTCATCCATGACAACTTTGGTATCGTG

GAPDH C-1 ..................................................

GAPDH C-2 ..................................................

GAPDH C-3 ..................................................

GAPDH 01.1 --------------------------------------------------

GAPDH 02.1 ------------------------------------------........

GAPDH_Pb1 .............-------------------------------------

110 120 130

....|....|....|....|....|....|

GAPDH NG_007073.2 GAAGGACTCATGGTATGAGAGCTGGGGAAT

GAPDH C-1 ...............AATCGAA.TCCCGCG

GAPDH C-2 ...............AATCGAA.TCCCGCG

GAPDH C-3 ...............AATCGAA.TCCCGCG

GAPDH 01.1 ------------------------------

GAPDH 02.1 ...............---------------

GAPDH_Pb1 ------------------------------


