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Anng}stlon Base level Intron level Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intron level
SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP
RefSeq 90.7 49.0 955 60.7 879544 933603 908 525 945606 92.0 585 940607 882 549 947 608 90.1 521 89.6 58.2 87.6 534 93.7 61.0
GENCODE (manual) 842 633 940 947 874 655 918 940 847 677 920 944 853 67.3 9250947 891 660 932 950 845649 887 91.3 827 664 924 953
GENCODE (automatic) 940 31.2 947 234 841 334 96.1 245 880 341 967 225 941339 051256 924 356 965245 894 324 968 247 86.1 353 962 236
PacBio (MCF7) 828 470 899599 863432 916593 84.146.0 900 572 872397 905592 844376 90.3 59.2 85.0 379 913 581 79.1 483 91.1 59.7
EST 77.7 782 76.2 78.0 77.0 781 76.6 78.3 771 785 74.0 76.0 76.5 78.9
RefSeq + GENCODE + PacBio + EST 80.9 95.3 79.2 947 80.1 95.1 79.7 95.3 80.3 95.6 79.4 920 79.5 9538
. Liver Lung Ovary Pancreas Prostate Testis Whole Blood
Ann;)‘;:)mon Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intron level
SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP
RefSeq 903 515 924 60.7 912 496 959 589 888 496 93.8 605 90.9 509 94.0 59.2 913 492 956 599 937 503 982 576 93.0 454 959 56.9
GENCODE (manual) 834 674 91.0 947 814 642 946 920 864 642 922942 845673 923 922 86.3 63.7 94.1 935 88.7 644 976 908 89.7 594 948 89.3
GENCODE (automatic) 86.1 432 96.8 248 894 312 97.1 239 943 381 96.7 246 921 431 96.7 243 927 371 972222 945315 975224 913298 969 234
PacBio (MCF7) 82.7 401 911 60.0 83.1 39.0 914 58.1 83.8 388 892595 849417 914 588 84.0 37.7 904 587 846 383 891569 883360 915571
EST 75.7 78.7 78.2 76.0 76.6 78.2 766 76.4 778 772 80.1 744 786 73.8
RefSeq + GENCODE + PacBio + EST 785 953 81.7 92.7 794 948 795 92.7 81.0 94.1 839 915 81.8 90.1
ESCA HNSC LIHC LUAD LUSC
Annotation
(%) Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel Base level Intronlevel
SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP SN SP
RefSeq 91.1 452 964 56.8 886 51.9 98.1 59.9 914 514 984 585 87.7 469 963 59.7 894 508 97.6 59.6
GENCODE (manual) 88.0 60.6 96.5902 892 57.0 980 950 883559 977922 869 521 986 949 891 548 97.8 946
GENCODE (automatic) 92.8 30.7 976 234 914 338 972 239 895337 976236 876 302 974 238 907 344 959 231
PacBio (MCF7) 826 352 920 571 802 391 901 578 848 413 917 573 850 353 912576 820 383 899 56.3
EST 79.6 743 80.4 77.9 80.3 75.7 80.8 77.7 81.2 747
RefSeq + GENCODE + PacBio + EST 83.8 91.2 849 958 84.0 93.0 84.4 957 83.7 944
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Figure S13. Accuracies of BIGTranscriptome-TS and boundary comparisons of BIGTranscriptome
(A) Shown are the accuracies of BIGTranscriptome-TS (19 tissues and cancer) at the base and intron
levels compared with those of four different sets of annotations (RefSeq, manual and automatic
GENCODE, PacBio, and EST) and a combined set of annotations. SN: sensitivity and SP: specificity.
(B-C) Shown are the relative distances from the ends of GENCODE transcripts with the same splicing
pattern to the ends of BlGTranscriptome isoforms (blue) versus to the ends of MiTranscriptome
isoforms (orange). (B) for the 5’ end and (C) for the 3’ end. (D-E) Shown are the relative distances
from the ends of the PacBio (MCF7) transcripts with the same splicing pattern to the ends of
BIGTranscriptome isoforms versus to the ends of MiTranscriptome (orange). (D) for the 5’ end and (E)
for the 3’ end.
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