Scale 5 kb 1 hg3s
chr7: | 155,801,000 | 155,802,000 | 155,803,000 | 155,804,000 | 155,805,000 | 155,806,000 | 155,807,000 | 155,808,000 | 155,809,000 | 155,810,000 | 155,811,000 | 155,812,000 |
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