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Gene-level expression table
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% of reads unmapped: too many mismatches

94.13%
0.00%
3.93%
0.02%

A B C D E F G H I

1 |gene_id full_name chromosome transcript_id(s) length effective_expected TP FPKIM

2 TSPAMNGE tetraspaniné :99883667-99854388 ENSTO0000373020_TSPANG-001,EMNSTOOOOO- 2206 2027.02 5 0.14 0.14

3 | THMD tenomoculin X:958233753-99854882 EMSTO0000373031 TNMD-001,ENSTO00004E 940.5 TJel.68 (i 0 0

4 |DPML dolichyl-phosphate mannosyltransferase subunit 1, catalytic 20:49551404-49575092 ENSTO0000371582_DPR1-005,EMNSTO000037 108054  901.56 1001 63,23 63,34

5 |5CYL3 SCY1 like pseudokinase 3 1:1e9818772-1698623408  ENSTO0000367770 SCVL3-003,ENSTO000036  4187.34  4008.35 248,18 253 3.53

& |Clorf112 chromosome 1 open reading frame 112 1:169631245-169823221 ENSTO0000286031_Clorf112-001,ENST0000C 271821  2539.23 119.84 2.69 2.69

7 |[FGR FGR proto-oncogene, Srefamily tyrosine kinase 1,27938575-27961788 EMSTO0000374003_FGR-002,EMSTO00003740  2358,32  2179.94 4302 128,08 128.3

8 |CFH complement factor H 1:196621008-196716634 EMSTO0000359637_CFH-002,ERSTO0000367L  3026,59 2847.6 21 0.42 0.42

9 FUCAZ fucosidase, alpha-L- 2, plasma £:143815348-143832827 ENSTO0000002165_FUCAZ-001,ENSTO0O003E  2331.36  2152.38 838.15 22.18 22.21
10 |GCLC glutamate-cysteine ligase catalytic subunit 6:53362139-53481768 EMSTO0000229416 GCLC-001,EMST0000050L  3445,47 3266.5 2457 42,84 42,91
11 |NFYA nuclear transcription fackar v subunit alpha 6:41040684-41067715 ENSTO0000341376_MFYA-001,ENSTO000035: 329713  3118.14 451 8.24 8.25
1Z |STPGL sperm tail PG-rich repeat containing 1 1:24683483-24743424 EMSTO0000003583 STPGL-00L,ENSTOO0003: 282364 264467 a3 118 113
13 MIPALZ  NIPAlike domain containing 3 1:24742284-24739466 ENSTO0000003312_MIPAL3-001,EMNSTO00003  3669.62  3490.64 463 7.55 ThIT
14 |LASIL Lasl like, ribhosome hiogenesis factor X B4732462-64754650 EMSTO0000312331 LASIL-201,ENSTO000037  2365.33  2186.51 324 8.44 843
15 EMPP4  ectonucleotide pyrophosphatase/phosphodiesterase 4 (putative) 6:46097730-45114436 ENSTO0000321037_EMPP4-001 4651 4472.02 1636 20,83 20,87
16 |SEMASF  semaphorin 3F 3:50192478-50226508 EMSTO0000002829 SEMASF-00LEMSTO0000 302636 2847.32 382 T.64 T.E5
17 CFTR cysticfibrosis transmembrane conductance regulator 7.117105838-117356025 EMSTO0000003084_CFTR-001,EMSTO0000426  1856.09  1685.18 i} 1} L1}
18 ANKIB1  ankyrin repeat and IBR domain containing 1 7:81875548-52030698 EMSTO0O000265742 ANKIBL-001,ENSTO000D: 458814  4408.25 36l 4.66 467
Isoform-level expression table
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1 |transcript_id gene_id full_name chromosome length  effective_expected TP FPKM IsoPct

2 ENSTOD000373020_TSPANE-001 TSPAME  tetraspanin & X:99883667-99894988 2206 2026.39 10,79 0.36 0.35 78.81
3 ENSTO0000434424 TSPANE-002 TSPAME  tetraspanin & X:99883667-99894988 820 640.4 a o o a
4 ENSTO0000498771_TSPANE-003 TSPAME  tetraspanin b Hi99883667-99894988 1025 845.39 121 0.1 0.1 2119
5 ENSTO0000373031_TMMD-001 THMD tenamodulin Hi99839799-99854882 1333 1159.39 a o o a
6 |[ENSTO0000485371_THNMD-002 THMD tenomodulin Hi99839799-93854882 542 362.72 [i} i} i} [i}
7 |[ENSTO0000371562_DPM1-005 DPML dolichyl-phosphate mannosyltransferase subunit 1, catalytic  20:49551404-45575092 1161 961.39 76,13 528 517 10.44
8 |[ENSTO0000371583_DPM1-201 DPMIL dolichyl-phosphate mannosyltransferase subunit 1, catalytic  20:49551404-45575092 356 776,39 [1} 0 0 [1}
9 |ENSTO0000371584_DPM1-003 DPMIL dolichyl-phosphate mannosyltransferase subunit 1, catalytic  20:49551404-45575092 1073 893.329 31.93 243 2,39 4.82
10 [ENSTO0000371588_DPR1-001 DPMIL dolichyl-phosphate mannosyltransferase subunit 1, catalytic  20:49551404-49575092 1075 §95.29 557.12 42,31 41,47 83.7%
11 ENSTO0000413082_DPR1-004 DPIMIL dolichyl-phosphate mannosyltransferase subunit 1, catalytic  20:49551404-49575092 672 492,46 [1} 0 0 [1}
12 ENSTO0D000466152_DPRA1-002 DFML dalichyl-phosphate mannosyltransferase subunit 1, catalytic  20:43551404-43575092 1097 917.39 B.76 0.5 0.43 0.99
13 ENSTO0000434752_DPhA1-006 DFML dalichyl-phosphate mannosyltransferase subunit 1, catalytic  20:43551404-43575092 789 £09.41 a o o a
Comparison results
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1 Gene  Full_name Chromosome dill 2 ctri3 average_control stdev_control casel tase2 case3 average_case fold_change(wase/ctrl) log2(fold_change)  p-value BH_FOR_adjusted_p-value FO)
2 [TINCR  tissue differentiation.i n-protein coding RNA  19:5558178-5568045 011 0.01 0.03 0.05 058 0sd 1 0.7 148 O06RSE36S 93 ¥
3 |LPaR3  Iysophosg 1:85777295-85356856 0.46 0.8 0.6 36EEEE667 474 545 546 485605 0.007416215 ¥
4 |GPRE3 G pratein-coupled receptor 83 1138110477991 34585 Lo 0 o0os 0.0z 03 019 03 0.04596864 ¥
5 |PZRY1Z  purinergic receptor P2v12 151055166-151102600 015 026 D36 0.256666667 a5l om 1 2200701299 0.3916955 N
6 |ST13PS  §TL3, HspT interacting pratein pseudogens § 11:16203529-16204630 017 013 018 0JSE66SE7 0.026246693 0.08 0.24 076 220787234 0.5797058 05630301 N
7 |AFF2TL AFFZintronictranscript 1 HG1459 PATCH1ATEZES6-147629105 0 0.09 018 0423333333 D.08TI0539 0.7 084 0 0.263333333 2297257297 1185937571 0L464B06S 06354082 N
8 |S0x15  SRY-box1s 177431496 7433483 045 0.44 D32 0303333333 0118977122 061 045 103 0636666667 0,744595818 2296703297 0.1102363 0.2552306 N
9 |RPSLIFS ribosomal protein 511 pseudogene 5 12:183402287-133402772 0.5 1.3 01§ 037 0087865353 0.57 0.57 0.7 0,62 0.070710678 2.29679629%6 0.01048686 0.06082254 N
10| PNDEZ  thioredoxin domain containing2 18:9865763-9883772 014 039 0.5 0393333333 0.10%645E95 097 095 075 0673333333 0.238937812 2.295854545 1196779864 01104196 0.2553284 N
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5. Volcano plot
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6. Heatmap




