Data from ORGDBstats plots supporting the inference of IGHV3-30%i02

(IGHV3-30*04 C201T G317A/IGHV3-30*18 G113C C114T (in VDJbase data set
P1_170_S1))
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Upstream regions as defined
IGHV3-30-3*01-A|69
IGHV3-30*04 C201T G317A-A|1
IGHV3-30*18-A|92
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