  Figure 2–Source Data 2. Effects of HSA21 on gene expression of other mouse chromosomes analyzed by RNA-seq.
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MMU 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 X Y Total

Total genes on each MMU 3321 3633 2815 2838 2792 2196 3421 1581 2122 1602 2906 1509 1514 1772 1242 1150 1667 846 1018 2599 1564 44108

Gene in Eu with FPKM≥1 N 866 1146 734 886 946 674 1026 683 804 659 1123 511 501 490 550 407 671 370 447 475 7 13976

% 26.1% 31.5% 26.1% 31.2% 33.9% 30.7% 30.0% 43.2% 37.9% 41.1% 38.6% 33.9% 33.1% 27.7% 44.3% 35.4% 40.3% 43.7% 43.9% 18.3% 0.4%

Analysis among genes with FPKM≥1

Gene with TcMAC21/Eu<0.8 N 61 41 38 56 44 30 45 42 41 29 57 16 24 26 27 16 42 27 19 31 0 712

% 7.0% 3.6% 5.2% 6.3% 4.7% 4.5% 4.4% 6.1% 5.1% 4.4% 5.1% 3.1% 4.8% 5.3% 4.9% 3.9% 6.3% 7.3% 4.3% 6.5% 0.0%

Gene with TcMAC21/Eu>1.2 N 87 90 82 56 74 72 77 46 71 61 90 42 33 46 52 24 59 39 43 42 5 1191

% 10.0% 7.9% 11.2% 6.3% 7.8% 10.7% 7.5% 6.7% 8.8% 9.3% 8.0% 8.2% 6.6% 9.4% 9.5% 5.9% 8.8% 10.5% 9.6% 8.8% 71.4%

Gene with TcMAC21/Eu between 0.8 and 1.2 N 718 1015 614 774 828 572 904 595 692 569 976 453 444 418 471 367 570 304 385 402 2 12073

% 83% 89% 84% 87% 88% 85% 88% 87% 86% 86% 87% 89% 89% 85% 86% 90% 85% 82% 86% 85% 29%


