Supplementary Tables:

Supplementary Table 1: Samples used by tissue with the number of primary aligned reads with MAPQ >= 10 from our
analysis

Supplementary Table 2: Ten Ensembl annotations (one per year) used as an overview from 2014-2023 and their
download paths.

Supplementary Table 3: Gene and transcripts that were labeled as protein-coding in 2019 and 2023 but not in 2021

Supplementary Table 4: Number of isoforms expressed per gene, based on a unique counts threshold (across all samples
combined; unique counts thresholds—1, 5, 10, and 20)

Supplementary Table 5: Number of genes expressing at least N isoforms (based on unique counts, all samples combined)
from all genes, protein-coding genes, and medically relevant genes.

Supplementary Table 6: Number of genes expressing at least N isoforms (by tissue) from all genes or protein-coding
genes.

Supplementary Table 7: Genes expressing more than five isoforms in at least one tissue and the number of isoforms
expressed per tissue for those genes.

Supplementary Table 8: Number of genes expressing isoforms new since 2019 at different relative abundance
thresholds.

Supplementary Table 9: List of new isoforms (from Aguzzoli-Heberle et al.) expressed in a single tissue above our noise
thresholds.
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Supplementary Figure 1: DESeq2 PCA after filtering out technical replicates/experimental samples and those with low read counts.
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Supplementary Figure 2: Final DESeq2 PCA after sample with low clustering is removed.
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Supplementary Figure 3: Number of protein-coding isoforms expressed in each tissue across four thresholds. Number of protein-coding isoforms
that passed four different thresholds in each tissue. The pink is the normal threshold used throughout this paper. Other’s are reported for interest.
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Supplementary Figure 4: Top five transcript biotypes expressed for each tissue. When compared with <fig2e> the order of the most expressed

biotypes does not match the order of the most annotated transcript biotypes. Note, skeletal muscle and cultured fibroblasts also differ from the
other tissues in that nonsense mediated decay is a more prevalent biotype than retained intron.
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Supplementary Figure 5: Isoforms expressed per gene based on unique counts. Histograms of number of isoforms expressed per gene with at least
a. 5, b. 10, or c. 20 unique counts across all 58 samples. Nested plots show a zoomed in portion of the histogram.
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Supplementary Figure 6: Isoforms expressed per gene by tissue. Histograms of number of isoforms expressed per gene. Nested histograms show the
number of protein-coding isoforms expressed per gene.
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ENSG00000081189,MEF2C,protein_coding
ENSG00000087884,AAMDC,protein_coding
ENSG00000174407,MIR1-1HG,IncRNA
ENSG00000105048,TNNT1,protein_coding
ENSG00000130595,TNNT3,protein_coding
ENSG00000183091,NEB,protein_coding
ENSG00000196091,MYBPC1,protein_coding
ENSG00000149925,ALDOA,protein_coding
ENSG00000132716,DCAF8,protein_coding
ENSG00000170634,ACYP2,protein_coding
ENSG00000163110,PDLIM5,protein_coding
ENSG00000186439,TRDN,protein_coding
ENSGO00000198125,MB,protein_coding
ENSG00000022267,FHL1,protein_coding
ENSGO00000173641,HSPBY,protein_coding
ENSG00000178104,PDEADIP,protein_coding
ENSGO00000198467,TPM2,protein_coding
ENSG00000154553,PDLIM3,protein_coding
ENSG00000079393,DUSP13,protein_coding
ENSG00000155657,TTN,protein_coding
ENSG00000134769,DTNA,protein_coding
ENSGO00000154153,RETREG1,protein_coding
ENSG00000169714,CNBP,protein_coding
ENSG00000118418,HMGN3,protein_coding
ENSG00000178982,EIF3K,protein_coding
ENSG00000141905,NFIC,protein_coding
ENSG00000153113,CAST,protein_coding
ENSG00000122786,CALD1,protein_coding
ENSG00000221983,UBA52,protein_coding
ENSG00000075624,ACTB,protein_codin
ENSG00000163359,COL6A3,protein_coding
ENSG00000173933,RBM4,protein_coding
ENSG00000149273,RPS3,protein_coding
ENSG00000223482,NUTM2A-AS1,IncRNA
ENSG00000104529,EEF1D,protein_coding
ENSG00000184009,ACTG1,protein_coding
ENSG00000178053,MLF1,protein_coding
ENSG00000140416,TPM1,protein_coding
ENSG00000198363,ASPH,protein_coding
ENSG00000148655,LRMDA,protein_coding
ENSG00000198336,MYL4,protein_coding
ENSG00000234520,HRAT17,IncRNA
ENSG00000237125,HAND2-AS1,IncRNA
ENSG00000148180,GSN,protein_codin
ENSGO00000118194,TNNT2,protein_coding
ENSG00000154556,SORBS2,protein_coding
ENSG00000235535,TRDN-ASL1,IncRNA
ENSG00000104763,ASAH1,protein_coding
ENSG00000108946,PRKAR1A,protein_coding
ENSGO00000085063,CD59,protein_coding
ENSG00000115641,FHL2,protein_coding
ENSG00000145730,PAM,protein_codin
ENSG00000174748,RPL15,protein_coding
ENSG00000203875,SNHG5,IncRNA
ENSG00000177410,ZFAS1,IncRNA
ENSG00000104408,EIF3E,protein_coding
ENSG00000118518,RNF146,protein_coding
ENSG00000075914,EXOSC7,protein_coding
BN ENSGO00000229117,RPLA41 protein_coding
ENSG00000135930,EIF4E2,protein_coding
ENSG00000100804,PSMB5,protein_coding
ENSG00000239900,ADSL,protein_coding
ENSG00000130731,METTL26,protein_coding
ENSG00000143549, TPM3,protein_codin
ENSGO00000187109,NAP1L1,protein_coding
ENSG00000103145,HCFC1R1,protein_coding
ENSG00000251562,MALAT1,IncRNA
I ENSG00000138326,RPS24,protein_coding
ENSG00000100445,SDR39U1,protein_coding
ENSG00000104852,SNRNP70,protein_coding
ENSG00000234608, MAPKAPK5-AS1 IncRNA
ENSG00000122566,HNRNPA2B1,protein_coding
ENSG00000124570,SERPINBG,protein_coding
ENSG00000162961,DPY30,protein_coding
ENSG00000141002,TCF25,protein_coding
ENSG00000159884,CCDC107,protein_coding
ENSG00000023191,RNH1,protein_coding
ENSG00000168958,MFF,protein_coding
ENSG00000234741,GAS5,IncRNA
ENSG00000244754,N4BP2L2,protein_coding
ENSG00000142541,RPL13A,protein_coding
ENSG00000196531,NACA,protein_coding
ENSG00000197111,PCBP2,protein_coding
ENSG00000140612,SEC11A,protein_coding
ENSG00000214046,SMIM7,protein_coding
ENSG00000092841,MYL6,protein_coding
ENSG00000106603,COA1,protein_coding
ENSG00000240344,PPIL3,protein_coding
ENSG00000156508,EEF1A1,protein_coding
ENSG00000165119,HNRNPK,protein_coding
ENSG00000115053,NCL,protein_codin
ENSG00000145216,FIP1L1,protein_coding
ENSG00000167996,FTH1,protein_coding
ENSG00000123562,MORF4L2,protein_coding
ENSG00000141349,G6PC3,protein_coding
ENSG00000143774,GUK1,protein_coding
ENSG00000163463,KRTCAP2,protein_coding
ENSG00000114956,DGUOK,protein_coding
ENSG00000123349,PFDN5,protein_coding
ENSG00000067560,RHOA,protein_coding
I N\ SG00000108107,RPL28,protein_coding
ENSG00000125826,RBCK1,protein_coding
ENSG00000147996,ZNG1E,protein_coding
ENSG00000092199,HNRNPC,protein_coding
ENSG00000169689,CENPX,protein_coding
ENSG00000170889,RPS9,protein_coding
ENSG00000131051,RBM39,protein_coding
ENSG00000138757,G3BP2,protein_coding
ENSG00000144381,HSPD1,protein_coding
ENSG00000169045,HNRNPH1,protein_coding
ENSG00000115268,RPS15,protein_coding
ENSG00000163660,CCNL1,protein_coding
ENSG00000156482,RPL30,protein_coding
ENSG00000147403,RPL10,protein_coding
ENSG00000214063,TSPAN4,protein_coding
ENSG00000129103,SUMF2,protein_coding
ENSG00000182196,ARL61P4,protein_coding
ENSG00000161016,RPL8,protein_coding
ENSG00000111642,CHD4,protein_coding
ENSG00000150093,ITGB1,protein_coding
ENSG00000196549,MME,protein_coding
ENSGO00000071054,MAP4K4,protein_coding
ENSG00000083099,LYRM2,protein_coding
ENSG00000004455,AK2,protein_coding
ENSG00000093167,LRRFIP2,protein_coding
ENSG00000109332,UBE2D3,protein_coding
ENSG00000067066,SP100,protein_coding
ENSG00000166598,HSP90B1,protein_coding
ENSG00000135047,CTSL,protein_coding
ENSG00000265681,RPL17,protein_coding
ENSG00000177426,TGIF1,protein_coding
ENSG00000182718,ANXA2,protein_coding
ENSG00000130429,ARPC1B,protein_coding
ENSG00000168385,SEPTIN2,protein_coding
ENSG00000164733,CTSB,protein_coding
ENSG00000205352,PRR13,protein_coding
ENSG00000186594,MIR22HG,IncRNA
ENSG00000011465,DCN,protein_coding
ENSG00000115414,FN1,protein_coding
ENSG00000041357,PSMA4,protein_coding
ENSG00000185088,RPS27L,protein_coding
ENSG00000169813,HNRNPF,protein_coding
ENSG00000117335,CD46,protein_coding
ENSG00000269893,SNHG8,IncRNA
ENSG00000134419,RPS15A,protein_coding
ENSG00000204628,RACK1,protein_coding
ENSGO00000107521,HPS1,protein_coding
ENSG00000112769,LAMAA4, protein_coding
ENSG00000166441,RPL27A,protein_coding
ENSG00000154582,ELOC,protein_coding
ENSG00000175061,SNHG29,IncRNA
ENSG00000175482,POLDA4,protein_coding
ENSG00000008517,IL32,protein_codin
ENSG00000089157,RPLPO,protein_coding
ENSG00000166710,B2M,protein_coding
ENSG00000105835,NAMPT,protein_coding
ENSG00000183696,UPP1,protein_coding
ENSG00000206503,HLA-A,protein_coding
ENSG00000117984,CTSD,protein_coding
ENSG00000026508,CD44,protein_coding
ENSG00000109861,CTSC,protein_coding
ENSG00000242574,HLA-DMB, protein_coding
ENSG00000204482,LST1,protein_coding
ENSG00000130755,GMFG,protein_coding
ENSG00000161249,DMKN,protein_coding
ENSG00000103811,CTSH,protein_coding
ENSG00000163131,CTSS,protein_coding
ENSG00000204261,PSMB8-AS1,IncRNA
ENSG00000160593,JAML ,protein_coding
ENSG00000119535,CSF3R,protein_coding
ENSG00000225383,SFTAL1PIncRNA
ENSG00000168484,SFTPC,protein_coding
EN8600000185499,MUCl,proteinﬁcoding
ENSG00000121310,ECHDC2,protein_coding
ENSGO00000140374,ETFA,protein_coding
ENSG00000160752,FDPS,protein_coding
ENSG00000166278,C2,protein_coding
ENSG00000197249,SERPINAL,protein_coding
ENSG00000130208,APOC1,protein_coding
ENSGO00000178922,HY]1,protein_coding
ENSG00000104870,FCGRT,protein_coding
ENSG00000000971,CFH,protein_coding
ENSG00000134339,SAA2,protein_coding
I ENSGO00000149131,SERPING1,protein_coding
ENSG00000055955,ITIH4,protein_coding
ENSG00000009724,MASP2,protein_coding
ENSG00000257017,HP,protein_coding
ENSG00000243649,CFB,protein_coding
ENSG00000158874,APOA2,protein_coding
ENSG00000291164,C3P1,IncRNA
ENSG00000235200,LINC01702,IncRNA
ENSG00000170791,CHCHD7,protein_coding
ENSG00000163631,ALB,protein_coding
ENSG00000132693,CRP,protein_coding
ENSG00000104760,FGL1,protein_coding
ENSG00000066813,ACSM2B,protein_coding
ENSG00000080910,CFHR2,protein_coding
ENSG00000133226,SRRM1,protein_coding
ENSG00000231312,MAP4K3-DT,IncRNA
ENSG00000004534,RBM6,protein_coding
ENSG00000008441,NFIX,protein_coding
ENSG00000010626,LRRC23,protein_coding
ENSG00000167460,TPM4,protein_coding
ENSG00000103024,NME3,protein_coding
EN8600000197912,SPG7,proteinﬁcoding
] ENSG00000100320,RBFOX2,protein_coding
ENSG00000136854,STXBP1,protein_coding
ENSG00000166313,APBB1,protein_coding
ENSG00000087274,ADD1,protein_coding
ENSG00000070831,CDCA42,protein_coding
ENSG00000161010,MRNIP,protein_coding
ENSG00000108559,NUP88,protein_coding
ENSG00000136682,ZNG1B,protein_coding
ENSG00000163703,CRELD1,protein_coding
ENSG00000167766,ZNF83,protein_coding
ENSG00000003393,ALS2,protein_coding
ENSG00000011243,AKAPSL,protein_coding
ENSG00000119688,ABCD4,protein_coding
ENSG00000116251,RPL22,protein_coding
ENSG00000174963,ZIC4,protein_coding
ENSG00000189056,RELN,protein_coding
ENSG00000114388,NPRL2,protein_coding
ENSG00000166295,ANAPC16,protein_coding
ENSG00000144029,MRPS5,protein_coding
ENSG00000147099,HDACS,protein_coding
ENSG00000131876,SNRPA1,protein_coding
ENSG00000169567,HINT1,protein_coding
BN ENSGO00000068745,1P6K2,protein_coding
ENSG00000270647,TAF15,protein_coding
ENSG00000105053,VRK3,protein_coding
ENSG00000121067,SPOP,protein_coding
ENSG00000255717,SNHG1,IncRNA
I ENSGO00000075413,MARK3, protein_coding
ENSG00000213614,HEXA,protein_coding
ENSG00000140365,COMMDA4,protein_coding
ENSG00000179889,PDXDC1,protein_coding
ENSG00000162191,UBXN1,protein_coding
ENSG00000104960,PTOV1,protein_coding
ENSG00000205937,RNPS1,protein_coding
ENSG00000167792,NDUFV1,protein_coding
ENSG00000235954,TTC28-AS1,IncRNA
ENSG00000164828,SUN1,protein_coding
ENSG00000176728,TTTY14,IncRNA
ENSG00000141562,NARF,protein_coding
ENSG00000089063, TMEM230,protein_coding
ENSG00000099622,CIRBP,protein_coding
ENSG00000130779,CLIP1,protein_coding

r ENSG00000140264,SERF2 protein_coding
ENSG00000078304,PPP2R5C,protein_coding
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ENSG00000130724,CHMP2A,protein_coding
ENSG00000109390,NDUFC1,protein_coding
ENSG00000234456,MAGI2-AS3,IncRNA
ENSG00000182628,SKA2,protein_coding
ENSG00000180228,PRKRA,protein_coding
ENSG00000196628,TCF4,protein_coding
ENSG00000105819,PMPCB,protein_coding
ENSG00000167283,ATP5MG,protein_coding
ENSG00000115204,MPV17,protein_coding
ENSG00000169738,DCXR,protein_codin
ENSG00000266028,SRGAP2,protein_coding
ENSG00000143575,HAX1,protein_coding
ENSG00000167978,SRRM2,protein_coding
ENSG00000128739,SNRPN,protein_coding
ENSG00000131143,COX4I1,protein_coding
ENSG00000215386,MIR99AHG,IncRNA
ENSG00000103034,NDRGA4,protein_coding
ENSG00000166091,CMTM5,protein_coding
ENSG00000109180,0CIAD1,protein_coding
ENSG00000087460,GNAS,protein_coding
ENSG00000291140,AMZ2P1,IncRNA
I =N SG00000129197,RPAIN, protein_coding
ENSG00000224078,SNHG14,IncRNA
ENSG00000247828, TMEM161B-DT,IncRNA
ENSG00000110801,PSMD9,protein_coding
ENSG00000015479,MATR3,protein_coding
ENSG00000114098,ARMCS8,protein_coding
ENSG00000132639,SNAP25,protein_coding
ENSG00000289731,FAM153B,IncRNA
ENSG00000175182,FAM131A,protein_coding
ENSG00000204843,DCTN1,protein_coding
ENSG00000090581,GNPTG,protein_coding
ENSG00000132424,PNISR,protein_coding
ENSG00000141837,CACNA1A,protein_coding
ENSG00000253230,MIR124-1HG,IncRNA
ENSG00000021645,NRXN3,protein_coding
ENSG00000129159,KCNC1,protein_coding
ENSG00000100099,HPS4,protein_coding
ENSG00000186487,MYT1L,protein_coding
ENSG00000168280,KIF5C,protein_coding
ENSG00000204677,FAM153CP,IncRNA
ENSG00000198089,SFI1,protein_coding
ENSG00000007372,PAX6,protein_coding
ENSG00000126217,MCF2L,protein_coding
ENSG00000005448,WDR54,protein_coding
ENSG00000167552, TUBA1A,protein_coding
ENSG00000143933,CALM2,protein_coding
ENSG00000225470,JPX,IncRNA
ENSG00000214087,ARL16,protein_coding
ENSG00000135541,AHI1,protein_coding
ENSG00000204842,ATXN2,protein_codin
ENSG00000111907,TPD52L1,protein_coding
ENSG00000137106,GRHPR,protein_coding
ENSG00000135250,SRPK2,protein_codin
] ENSG00000237765,FAM200B,protein_coding
ENSG00000144040,SFXNS5,protein_coding
ENSG00000167733,HSD11B1L,protein_coding
ENSG00000272168,CASC15,IncRNA
ENSG00000131771,PPP1R1B,protein_coding
ENSG00000108641,B9D1,protein_coding
ENSG00000186960,LINC01551,IncRNA
| I N\ 'SG00000103121,CMC2,protein_coding
ENSG00000141504,SAT2,protein_coding
ENSG00000172995,ARPP21,protein_coding
ENSGO00000197971,MBP,protein_coding
ENSG00000100142,POLR2F,protein_coding
ENSG00000239779,WBP1,protein_coding
ENSG00000064787,BCAS1,protein_coding
ENSG00000233639,PANTRL,IncRNA
ENSG00000110200,ANAPC15,protein_coding
ENSG00000128656,CHN1,protein_coding
ENSG00000166012, TAF1D,protein_coding
—_ ENSG00000204387,SNHG32,IncRNA
[ ENSG00000243678,NME2,protein_coding
ENSG00000134779,TPGS2,protein_coding
ENSGO00000142192,APP,protein_coding
B ENSG00000160310,PRMT2,protein_coding
ENSG00000171476,HOPX,protein_coding
ENSG00000245910,SNHG6,IncRNA
ENSG00000160014,CALM3,protein_coding
ENSG00000162374,ELAVLA4,protein_coding
ENSG00000237187,NR2F1-AS1,IncRNA
ENSG00000100416, TRMU,protein_coding
ENSG00000143612,C1orf43,protein_coding
] EN5600000112514,CUTA,proteinﬂcoding
ENSG00000090060,PAPOLA,protein_coding
ENSG00000273841,TAF9,protein_coding
ENSG00000067715,SYT1,protein_coding
ENSG00000245526,LINC00461,IncRNA
ENSG00000168000,BSCL2,protein_coding
ENSG00000166946,CCNDBP1,protein_coding
ENSG00000145335,SNCA,protein_coding
ENSG00000230910,ADGRB3-DT,JncRNA
ENSG00000138398,PPIG,protein_coding
ENSG00000170445,HARS1,protein_coding
ENSG00000126088,UROD,protein_coding
ENSG00000186868,MAPT,protein_coding
ENSG00000261824,LINC00662,IncCRNA
ENSG00000077380,DYNC1I2,protein_coding
ENSGO00000122705,CLTA,protein_coding
ENSG00000108387,SEPTIN4,protein_coding
ENSG00000249087,ZNF436—AS1,IncRNA
ENSG00000107902,LHPP,protein_coding
ENSG00000125462,MIR9-1HG,IncRNA
ENSG00000058404,CAMK2B,protein_coding
ENSG00000113312,TTC1,protein_coding
ENSG00000175110,MRPS22,protein_coding
ENSG00000102003,SYP,protein_coding
ENSG00000108231,LGI1,protein_coding
ENSG00000167468,GPX4,protein_coding
ENSG00000099797,TECR,protein_coding
I ENSG00000214548, MEG3,IncRNA
ENSG00000232677,LINC00665,IncRNA
ENSG00000125952,MAX,protein_coding
ENSG00000148660,CAMK2G,protein_coding
ENSG00000206573, THUMPD3-AS1,IncRNA
ENSG00000105258,POLR2I,protein_coding
ENSG00000167965,MLST8,protein_coding
ENSG00000136717,BIN1,protein_coding
- ENSG00000214941,ZSWIM7,protein_coding
ENSG00000007392,LUCT7L,protein_coding
ENSG00000033627,ATP6VOA1L,protein_coding
ENSG00000111652,COPS7A,protein_coding
ENSG00000169062,UPF3A,protein_coding
ENSG00000008988,RPS20,protein_coding
ENSG00000005483, KMT2E,protein_codin
ﬁ ENSG00000176261,ZBTB8OS,protéin_coding
ENSG00000116754,SRSF11,protein_coding
ENSG00000050426,LETMD1,protein_coding
ENSG00000186166,CENATAC,protein_coding
I ENSG00000186577,SMIM29,protein_coding
ENSG00000291093,SVIL-AS1,IncRNA
ENSG00000245937,SLC12A2-DT,IncRNA
ENSG00000105223,PLD3,protein_coding
ENSG00000119185,ITGB1BP1,protein_coding
ENSG00000055950,MRPL43,protein_coding
ENSG00000088986,DYNLL1,protein_coding
ENSG00000197694,SPTAN1,protein_coding
ENSG00000141552,ANAPC11,protein_coding
ENSG00000006015,REX1BD,protein_coding
ENSG00000143569,UBAP2L ,protein_coding
ENSG00000102103,PQBP1,protein_coding
ENSG00000128789,PSMG2,protein_coding
ENSG00000241370,RPP21,protein_coding
B £\ SG00000196262,PPIA protein_coding
ENSG00000196295,GARS1-DT,IncRNA
I =N\ SG00000197989,SNHG12,IncRNA
ENSGO00000109846,CRYAB,protein_coding
ENSG00000244274,DBNDD2,protein_coding
ENSG00000047849,MAP4,protein_coding
ENSG00000178980,SELENOW,protein_coding
ENSG00000095794,CREM,protein_codin
ENSG00000185437,SH3BGR,protein_coding
ENSG00000230084,ZBTB47-AS1,IncRNA
ENSGO00000100412,ACO2,protein_coding
ENSG00000164919,COX6C,protein_coding
ENSG00000171735,CAMTAL,protein_coding
ENSG00000165949,IF127,protein_codin
ENSG00000165795,NDRG2,protein_coding
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Supplementary Figure 7: Clustered heatmap of number of isoforms expressed per gene. Clustered heatmap of 416 genes that expressed more than
five isoforms in at least one tissue, including the GenelD’s, Gene symbol (if available), and gene biotype (if available).



ARPP21 (ENSG00000172995): Transcripts and Expression (CPM)
Region: chr3:35638945-357944 095
Transcript Log2iCPM+1) Relative abundance (percent expression within gene)
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Supplementary Figure 8: ARPP21 isoforms, expression, and relative abundance. Isoforms expressed above a median CPM > 1. Putamen expressing
the greatest number of isoforms.



SNCA (ENSGO00000145335): Transcripts and Expression (CPM)
Region: chrd:89700345-80838315
Transcript Leg2(CPM+1) Relative abundance (percent expression within gene)
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Supplementary Figure 9: SNCA isoforms, expression, and relative expression. Isoforms expressed above a median CPM > 1.



MIR9-1HG 125462): Transcripts and (CPM)
Regon: 611/ 156404752-156430701

— woscrin Reative abundane (percent sxression it gere)
1. |
i ! =
enstosscaionoat B +HH ! e “ _oma
| L “x
| _— Jsb
I e o
— - R = =
,,,,,,,,,,,,,,, — | - }‘

- . 1 L |
,,,,,,,,,,,,,, — |
R 1 — |
rrrrrrrrrrrrrr 1 | e J‘
— | - J‘
DDDDDDDDDDD Al Lo L _ |
S = b

- B #—H | ;:_ — J)
L H % —— ‘1,
| |

e |

N
!

|

,,,,,,,,,,,,, " ' -
[ — 3 3 ]

b )
o L i H 1 [
[Er— ——t+t+——H—~<H 1

I =
T
JR— » L

s [l H
——t—4—H - :
vvvvvvvvvvvvv [ I S S— | H
IS - | | :
vvvvvv e § IS B T B B B

Supplementary Figure 10: MIR9-1HG isoforms, expression, and relative expression



PAX6 (ENSG00000007372): Transcripts and Expression (CPM)

Region: chri1:31784779-31817061

Transcript Log2(CPM+1) Relative abundance (percent expression within gene)
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Supplementary Figure 11: PAX6 isoforms, expression, and relative abundance. Isoforms only expressed at a median CPM > 1. Relative abundance
for each isoform seems similar across the brain tissues.



CACNA1A (ENSG00000141837): Transcripts and Expression (CPM)

Region: chr19:13206442-13633025

Transcript Log2(CPM+1) Relative abundance (percent expression within gene)
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Supplementary Figure 12: CACNA1A isoforms, expression, and relative expression. Isoforms expressed above median CPM > 1. Cerebellar
hemisphere is expressing the greatest number of isoforms. Relative abundance of isoforms is fairly similar across the top four protein-coding
isoforms (seafoam green isoforms).



CRELD1 (ENSG00000163703): Transcripts and Expression (CPM)
Region: chr3:9933793-0045413
Transcript Leg2(CPM+1) Relative abundance (percent expression within gene)

i
=N STO0000582542 - Fm—)—«-ﬂ—)—m—)—ﬂ-ﬂ-ﬂ-ﬂ:\ - % - E‘

1 ) —m—E )

\
R E[me_{].ﬂ_)_ﬂﬂ_)_ﬂ-[HI_D:l 1 E I ) g—%

, ———— —
|
——————
I : =3 — . i —— —1 O
ENSTO0000252070 - - R — e e ———— -
| — 3 . fpwrs—onndil—

—
.
—_—r— R —
!
. M — ——— e e —
em=— B,
ENSTO0000383811 - E']ﬂ—)—“-ﬂ—)—m—)—ﬂ-ﬂ-ll-)—”j - L d .
1 g ;
1 .
=N 5TO0000584419 =1 - ?—‘ . i
A
o
% .
susmoonnosansat - [———J00 . )
=N 5TO0000554493 - Fﬂﬂ—)—ﬂ-ﬂ—)—ﬂﬂ—)—ﬂ-ﬂ-ﬂa—”j E % J

T
1
"

=N 5TI0000553122 - Dﬂ—)—ﬂD o | o . J

evsmoononssTis - [-—HEEN 1 %‘ =

!

”w“wfm

ENSTO0000582795 -

sysmonoonsaziia - —————>—HE> - E - - ]
ENST00000584659 = I:[m: - ‘ —
.
susTonnnosazass - [ fe—H—] . R
% ]
]
1
. ]
° 1

] 2500 5000 7500 0o 0 3 :

%TW‘UI”T‘VM

b
b
a

ES sran-cesnsiarsemisaners [ Sran-duamen (pasalgangla) B Heart-awralAgpendage B Liver B Musce- Skaiet

tissue_site_detail
- - E Srain - Frontal Corex (549) E Cells - Sutured foroblasis E Hear - Lt Vennce E Lung

Supplementary Figure 13: CRELD1 isoforms, expression, and relative expression. Isoforms expressed above a median CPM > 1. Cerebellar
hemisphere expresses the greatest number of isoforms.



TPM1 (ENSG00000140416): Transcripts and Expression (CPM)
Region: chr15:63042632-63071915
Transcript Log2{CPM+1) Relative abundance (percent expression within gene)
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Supplementary Figure 14: TPM1 isoforms, expression, and relative expression.
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TNNT2 (ENSG00000118194): Transcripts and Expression (CPM)

Region: chr1:201359008-201377764
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Supplementary Figure 15: TNNT2 isoforms, expression, and relative expression
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ALB (ENSG00000163631): Transcripts and Expression (CPM)
Region: chrd:73397114-73421482
Transcript Log2(CPM+1) Relative abundance (percent expression within gene)
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Supplementary Figure 16: ALB isoforms, expression, and relative expression

CSF3R (ENSG00000119535): Transcripts and Expression (CPM)
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Supplementary Figure 17: CSF3R isoforms, expression, and relative expression
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Supplementary Figure 18: Number of isoforms verses gene expression
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Supplementary Figure 19: Percent relative abundance across isoform categories
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Supplementary Figure 20: Gene expression of DYM. Total gene expression of DYM across tissues. Density plot showing where the gene falls on the
distribution of all genes expressed in each tissue.
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Supplementary Figure 21: Showcasing the detection method we used for determining potential housekeeping isoforms. We used the gini coefficient

method (we chose Gini coefficient < 0.3 as our cutoff) as well as our original logfold change method. The X-axis shows whether the isoform we
detected came from a gene that the Joshi et. al study identified as a Gini gene.



MAOB (ENSG00000069535): Transcripts and Expression (CPM)

Region: chrX:43766610-43882450

Transcript Log2(CPM+1) Relative abundance (percent expression within gene)
g N :D:i L EE—
BambuTx1879 - ._I 1 o — = ] fi_‘a:'—‘—:i:’
I = : ' |
e =

ENST00000378069 - -
|

ENST00000487544 - H‘H‘H‘H‘H—D_ﬂ 1

ENST00000468431 - U—H—@H h-

1000 2000 3000 4000 5000 0 2 4 6 0 25 50 75

o

E3 Brain - Cerebellar Hemisphere E=] Brain - Putamen (basal ganglia) 5] Heart - Atrial Appendage = Liver S Muscle - Skeletal

tissue_site_detail
- ES Brain - Frontal Cortex (BA9) B3 Cells - Cultured fibroblasts E3 Heart- LeftVentricle B3 Lung

The dashed line

P CPM = 1. High is assumed for median CPM > 1.

Supplementary Figure 22: MAOB isoforms, expression, and relative expression
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OAZ1 (ENSG00000104904): Transcripts and Expression (CPM)
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Supplementary Figure 23: OAZ1 isoforms, expression, and relative expression
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DGUOK (ENSG00000114956): Transcripts and Expression (CPM)
Region: chr2:73926826-73958961
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Supplementary Figure 24: DGUOK isoforms, expression, and relative abundance
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