A) Sea lamprey

MNC_046099.1:670971..770152 Pefromyzon marinus isolate kPetMar! chromosome 31, kPefldari pri, whole genome shotgun sequence
TTOK 765 K TE0 K TS K T30 K T45 K T40 K T35 K 730 K 725 K T20 K TG K TI0 K TO05 K TO0 K 885 K 690 K 685 K G530 K 675 K

Genes, NCBI Pefremyzon marinus Annotation Release 100, 2020-03-20

LOG116947683 [+234H—HE TPP1 LOC116947666 [+7 I =

¥M_o3zee3sss. ———H——t+————"+1——>+H>118 xP_032818577.1

LOC110847668 SCYL1

XP_032810556. 1l-<--H—H xM_032083885.1 XM_032083843 ——HHA—————H—————H xP_032818534.1
Genes, Ensembl Rapid release 2022-06
1 + —t-H - ENSPM 14423 [+ 4} i H—H—
ENSPMAGI0000013473 ENSPMAGO00000485 11 ENSPMAGI00000364
ENSPMAP00000044514 il ENSPMAT 000000867121 ENSPMAT 00000045213 f——HH->—4——+ = ——1k #—H ENSPMAPD0000028274.1 ENSFMAT 00000079772, 11
ENSPMAG00000034855
ENSPMAT 00000012570, NN

ENSPMAGOD000038480
ENSPMAPO0000022251 §0-[lll ENSPMATO0000030210.1

RMNA-seq exon coverage, aggregate (fillered), MNCEI P yZon marinus s 100 - log 2 scaled
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B) Great white shark

MC_054503.1:3108984 3289365 Carcharodon carcharias isolate sCarCar2 chromosome 37, sCarCar2.pri, whole genome shotgun sequence

3,280 K 3,270 K 3.260 K [3.250 K. 3.240K 3.230 K 3.220K 3.210K 3.200 K 3180 K [3.180 K. 3ATOK 3,160 K 3,150 K 3,140 K 3130 K 3120 K
Genes, NCBI C. Annotation 100,2021-05-03
LOG121273038 Bt H +—+ { eyl [+10]
} t | XR_D0§041041.1
zfpl1 odead [+4]FH—t—f——
XP_041035023 A————tf——] XM_041170080.1
Genes, Ensembl Rapid release 2021-10
| | ENSCHSGO0D20011428 [+3] [ e e H——H-4 -+ | ENSCHSG00020011101 [46]
ENSCHSG00020011485 ENSCHSGO0020011342
ENSCHST00020021825 —p—t—fl=—| ENSCHSF00020019823 1 ENSCHSP00020018574 [H-HEW ENSCHSTO0020021668 1
RNA-seq exon coverage, aggregate (fillered), NCBI C. i ion Rel 100 -log 2 scaled
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C) Thorny skate

MW_022630143.1:238530.297225 Amblyraja radiata isolate CabotCenteri unp ic scaffold, = 1.1.pri 5157, whole genome sholgun sequence
240 K 242 K 244 K 248 K 245 K 250 K 252 K 254 K 258 K 258 K 260 K 262 K 204 K 268 K 283 K 2T0K 272 K 274 K 276 K 278 K 280 K 282 K 284 K 286 K 238 K 200 K 282 K 284 K 206 K

Genes, NCBlAmblyraja radiata Annotation Release 10020210331

mrpl48 soyll

KP_032872073 K + - - ~+ XM_033016182.1 XP_032872087. ll-———E-H———+H—————<—=xM_033018188.
18069320 cdcal
[XM_033016 136, sl xP_0328720771 KM_033016184. 4t | I HP_D32872075.1

LOC116968322
HH————————————{ XR_004410727.1
Genes, Ensembl Rapid release 2020-06
ENSARAGDDODS01T548 [+14.]-.|. ENSARAGDO0005017263 ENSARAGOD005017236
ENSARAT00005028527 f—>—g>—{s ENSARAPODD05027208.1 ENSARAPD0005027286 | = } ENSARAT00005028608
ENSARAGQO005017848
ENSARAPOD005027188. |—J—<J—<| ENSARATD0005028504.1

RMA-seq exon coverage, aggregate (fillered), NCEBI ja radiata A tation Rel 100 - log 2 scaled
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D) Zebrafish

NC_007125.7:45572823 45697433 Danio rerie strain Tuebingen chromosome 14, GRCz11 Primary Assembly
45,895 K 45.000 K 45,683 K 45,830 K 45.675 K 453,670 K 45.885 K 45.660 K 45,835 K 45.850 K 45,645 K 45,840 K 45.035 K 45,630 K 45,825 K 45.020 K 45615 K 45810 K 45605 K 45,600 K 45.505 K 45,580 K. 45.535 K 45.580 K

Genes, NCBI Danio rerio Annotation Release 106, 2017-06-26
si:ch211-278i12.4 soyll
¥P_D17214552 f————f——E#—«————————J| XM_017350083.2 XM_001 332472 d——>—l>————>——H— xP_o01332508.

B zgc:104285 [+5]

rem1ib

NP_957308 %

1
I 1420101431 s:ch21-278i12.8

XM_000291281. 301 XP_000220536 1
Genes, Ensembl release 110

ENSDARGO0000100858 ENSDARG00000079354 [+ J———f——H——s—H>—H>——-+——H->—]
ENSDARPO0000126940 T4 } ==+ < J| ENSCARTO0OD0162278.2 ENSDARGI0000105412 L]
} <t | ENSDARGO0000026026 [+4] ENSDARGO00000088570 ENSDARPO00D0142302. f =] ENSDART00000173248 2
ENSDART00000 183316 J S ENSOARGOO0000TES2E
ENSDARGO0000105388 ENSDARPD0000102754. f——=—J] ENSDART00000110420.3
B ENSDART00000173154.2 ENSDARGO000007E150
ENSDARGO000008D850 ENSDART00000167018. 4] ENSDARPO0000132120.1

ENSDARTOD000164772.3
RNA-seq exon coverage, aggregaie (fillered), NCEI Danio rerio Annotafion Release 1086 - log 2 scaled
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E) Japanese medaka

WC_019865.2:12275286..12347871 Oryzias latipes chromosome 10, ASM223467v1
12,280 K 12,235 K 12.280 K 12,285 K 12,300 K 12,305 K 12,310 K 12315 K 12,320 K 12325 K 12,330 K 12335 K 12,340 K 12,345 K

Genes, NCBI Oryzias lafipes Annctation Release 103, 2018-02-15

LOC101172987 scyl 1
HP_023814240.4 I 1 1 XM _ 1.1 XP_004073265. I Il——H1———<—BECWIHN XM_004073217.4 AM_004073212 A———HH>—HHH—HHE———————— = XF_004073268.1 XM_D23050023. 1}—
LOG101157138 B——H—L0C101157548 [+&
%P_004073205. 1FUE—————H XM_004072157.4
Genes, Ensembl Rapid release 2022-04
—H | 1) 4l ENSORLC +8] ENSORLG000000026824 [+20HiF——H~-HHH>lHl——— =i ENSORLGOD000002650 [+ e}
ENSORLGO0000002572 M—IENS ORLGOD0D000D2645 [+

ENSORLP00000002204 34 —————}! ENSORLT00000003205.3
RMNA-seq exon coverage, aggregate (fillered), MCEI Oryzias latipes Annotafien Release 103 - log 2 scaled
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F) West African lungfish

NC_056738.1:3 b 2 P P isolate FY-201&-M chromosome 6 part1, PAMN1.0, whole genome shofgun sequence
345 W 345,200 K 345,400 K 345,600 K 345,300 K 346 M (346,200 K 346,400 K 348,600 K 345,300 K 347 M 347,200 K 347,400 K 347,600 K 347,800 K 348 M 348,200 K
Genes, NCBI ion Rels 100, 2021-10-20
LOC122805547 LOC1228.. SoYLY
XM_D44075783. F : + +——H Fo——t-+-] XP_043031608.1 exon| | HM_D44075764. 1 : : —=— —rt ==t =~ H—xP_042031690.
122805290 LOC122805648 LOG122805548 LOG1Z.,.
= XP_043031313.1 < xF_n083653280.1 XR_006385331. 8 exnk
RMNA-seq exon coverage, aggregate (filtered), NCBI P Rel 100 - log 2 scaled
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G) Coelacanth

MNW_005519042.1:2861027..29938822 Lafimeria chalumnae isolate SAIAB 97564 unplaced genomic scaffold, LaiChat 32, whaole g ] q
2,885 K 2.980 K 2,985 K 2,080 K 2875 K 2870 K 2,963 K 2,080 K 2,855 K 2.950 K 2,045 K 2840 K 2835 K 2.830 K 2,025 K 2,920 K 2815 K 2910 K 2,805 K 2.800 K 2.885 K 2,880 K 2,535 K 2,830 K 2AT5 K 2870 K 2,885 K

Genes, NCEBI L.

Annoiation Rel 101, 2015-10-26

FRMO& SCYL
XM_005888811. 2=} -+ | XP_005888073.2 XM 1.3 ot ———l xP_ 3.1
LOG102380870
XM_D14484040. fll—-——>—t—>———->— xP_014330526.1
Genes, Ensembl release 110
ENSLAGG0000018250 ENSLACGD00000 18188
ENSLACT 00000020823 -HH——————+—HHH ENSLACPO0000020783.1 ENSLACT 00000020848 ————————H>———H———>—d———l ENSLACP00000020708.1
ENSLACGD0000018280 ENSLA.

ENSLAGT 00000020850 f—————4+———=—- ENSLACPOODO00Z0E10.1 | miRNA

RMNA-seq exon coverage, aggregate (fillered), NCEI Latimeria chalumnae Annotation Release 101 - log 2 scaled
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H) Tropical clawed frog

MNC_030650.2:33649865..33396673 P picalis strain Nigeri 4, UCBE_Xitro_10.0, whole genome sholgun sequence
33.300 K 33.830 K 33ETOK 33,860 K 33.350 K 33340 K 33.830 K 33,520 K 33810 K 33.800 K 33790 K 33,730 K 33TT0K 33.760 K 33TIDK 33,740 K 33.730 K. 33.720 K 33.T10K 33,700 K 33.680 K 33.680 K 338TOK 33880 K

Genes, NCBI Xenopus frepicalis Annotation Release 104, 2019-12-13

——}{ dc25245 [27]  tmavuac LOC105847280 LOC101731863 Lo
aultted +6H | tRNAVaI XR_004222312. WEEHE XR_D01 70706 INEHI XP_002038754 JIH———f—HH xM_002938708]
imaiuau dS [+4] =it LOC118410348 oyt
RNAdle]  tmavuac | #R_00£222314.1 NM_001016148 3=HIFF=H=Hil== nP_oo1018148.1
tRNAVEI | LOC116410350

f;:,‘:_‘j“, tmav-uac I XR_004222315.1
T | LOC118410348

LOC116410351 | XR_004222313.1

XR_004222318.4

tmav-uac

RNAVEI |

tmav-uac

tRNAVE |
Genes, Ensembl release 110
==} ENSXETGO0000006052 [+4] ENSXETGO0000043543 B} ENSXETG0D000023087 [+

ENSXETT00000 118775, IJl————IJ—] ENSXETP00000103655.1 EHEFETGOI0025113
ENSXETG00000023110 ENSXETT00000050005. F—H——H—HiHH— ENSXETP00000050005.4
ENSXETT000000500 12 =i —HJIll ENSXETPO0000050012.4

RNA-seq exon coverage, aggregaie (fillered), NCEI icali i 104 - log 2 scaled
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) Common Toad

MC_053395.1:49451859..50255125 Bufo bufo chromesome 10, aBufBufi.1, whole genome sholgun sequence
48,500 K 48,550 K 48,800 K 48,650 K 49,700 K 48,750 K 40,500 K 48,550 K 48,000 K 48,850 K 50M 50,050 K. 50,100 K 50,150 K 50,200 K 50.250 K

Genes, NCBI Bufo bufo Annotafien Release 100, 2021-03-30

FRMDE LOC120880167 LOC120880185
XM_040408285. +H—H———] XP_040265220.1 XR_005774470. 4 HH %R_005774477.1 XP_040286520 H-H—
LOG120880294 LOC120880483 seYL
XR_005774500. 1l XR_005774480.1 XR_005774535.9 XM_040410587. f->—HH——H—Hi———xP_040288521.
LOC120850166

XR_005774478.4
Genes, Ensembl Rapid release 2022-05
ENSBBFGO0005015408
ENSBEFT00005023887 f——y EMSBBFPOD00S021590.1 ENSBBFP00005022121. H—H—|
ENSBBFG00005015604 [+Hi—HH—>—H—Hi———>|
RMNA-seq exon coverage, aggregate (fillered), NCBI Bufo bufoAnnotation Release 100 -log 2 scaled
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J) Caecilian

122 450 K 122,400 K 122,350 K. 122,200 K 122,250 K 122,200 K 122,150 K 122,100 K 122,050 K 122 M 121,060 K
Genes, NCBI M ilia unicolor A tation Rel 100, 2019-08-03
FRMDE
XM _03021525 1 Ao XP_030074111.1 XM _030217304 f—tt } }
LOC115470031
XR_003943770. f——1

RMNA-seq exon coverage, aggregate (fillered), NCBI Mi ilia unicolor A tation Rel 100 - log 2 scaled
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K) Green anole

MW_003339348.1:112953.156707 Anolis carclinensis unplaced genomic scaffold, AneCar2.0 chrUn0609, whole genome shofgun sequence

113 K 120 K 122 K 124 K 126 K 128 K 130 K 132 K 134 K 138 K 138 K 142 K 144 K 146 K 145 K 150 K 152 K 154 K
Genes, NCBlAnolis I it ion Rel 102, 2016-05-31
fmd [+0] fi————HH-H— - H i —— dusdl
XM_008123028. 31— —————HI—XP_008121235.
LOC100553344
¥M_0180898357. +———E————JE xXP_016853846.1
Genes, Ensembl release 110
ENSACAGDO000012833 ENSACAGOO0O001Z
ENsacaTo0000012028 HE--HI—E-—H——8——1 ENSAGAPO0000012870.3 ENSAGAT00000012957 4——l—>—ICB-ENSACAPODO0001 2704,
ENSACAGDOO00012930
ENSACAT0000001 2853 JE————3 ENSACAPO00D0012807.2
RMA-seq exon coverage, aggregate (fillered), NCEIl Anclis i i Rel 102 -log 2 scaled
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L) Western terrestrial garter snake

MC_045557.1:10344999..10913938 Thamnophis elegans isclate rThaEle1 chremesome 17, rThaEle1 pri, whole genome shefgun sequence
10.810 K 10,805 K 10.900 K 10,885 K 10,890 K. 10,885 K 10,880 K 10,875 K. 10870 K 10.865 K 103680 K 10,855 K 10.8350 K

Genes, NCBI Thamnophis elegans Annctation Release 100, 2020-02-02

FRMDE I —<«———<——] LOG116520010 [+10] <k H - — 1 B 1 | PRRC1 [+4]
XM_032234182-4+——} } } '} H 1 '} O HP_ Al
16519975 XP_032089662 fll—
—J XM _032334008.1
Genes, Ensembl Rapid release 2020-04
ENSTELG00000010279 ENSTELGOO000010265
EMNSTELPOOCOD014218-4 { ENSTELTO0000014063.1 ENSTELPOOC00014 100 A=} H-t } 1 5 | 3 1 ENSTELTO0000014044
ENSTELGO00000010286
ENSTELT 0000001486 f———f———————f———F———————1| ENSTELP0O000014224.1 ENSTELPO00000141 88 All—
ENSTELGOOO00010276
ENSTELPO00000 14210 I ENSTELT00000014855.1

RMA-seq exon coverage, aggregate (fillered), NCEI Th elegans A tation Rel 100 - log 2 scaled
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M) Common box turtle

NW_020664440.1:30926291.3 pene carolina friunguis isolate 2854851 unp ic scaffold, T_m_triunguis-2.0 ,wihole g ] q
31.060 K 31050 K 3040 K 31.030 K 31.020 K 31.010 K 3ITM 30.080 K 30,980 K 30.970 K 30.960 K 30.950 K. 30.940 K. 30,830 k

Genes, NCBI Terrapene carolina friunguis Annotafion Release 102, 2019-07-18

FRMDS [+8] Wilp—pmitmf—tHH- LOC112102352 SCYL1
5A45 XR_002007736. HEENE XM _028850405 F—+———+—++——HH——+Hl xP_o28508180.1

——] XM_024103583 3
Genes, Ensembl release 110

ENSTMTG00000003858 ENSTMT 00000003827
ENSTMT T00000005340=H=ef—e{=| ENSTMTFO0000005162.1 ENSTMTTO000C + 4t HHE H— ENSTMTPC 124
RMNA-seq exon coverage, aggregate (fillered), NCEI [ carolina fri ion Rel 102 - log 2 scaled
f=14

1 B | Lae 1 st (1] AR ”“ -m-m-muwm E fabaded 11001 LM ll».ll E
—




N) American alligator

MNC_081838.1:3294999. Alligator mississippi iz isolate rAllMis 1 chromosome 15, rAllMis 1, whole genome shofgun sequence
3,395 K 3300 K 3.385 K 3,380 K 3,375 K 3,370 K 3,385 K 3.360 K 3.355 K 3.350 K 3,345 K 3340 K 3335K 3,330 K 3.325 K 3,320 K 3,315 K 3,310 K 3.305 K 3.300 K

Genes, NCBI RefSeq Annotation GCF_030867095.1-RS_2023 09
NRXNZ [+16+—l TIGD3 SCYLT [sE]—H—HH HH HHHE
XP_019328520.200<0 W XM_018483081.2 20H
FRMDS [+8] SHHH-—HHm XM_056718534. 1

THHIN SLC25A45 [+6]
———— XR_000457444.1
RMA-seq exon coverage, aggregate (fillered), NGBl RefSeq Annotation GCF_031313905.1-RS5_2023_09 - log 2 scaled
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O) Chicken

MC_052570.1:27047..54663 Gallus gallus isolate bGalGall chromosome 39, bGalGall.mat.broiler. GRCg7b, whole genome shotgun sequence
28 K 20K 30 K MK 32K 33K 34 K 35K /K 3T K 38K K 40K K 42 K 43 K 44 K 45 K 48 K 4TK 43 K 48K 0K 51 K 52K 53 K 54 K

Genes, NCBI Gallus gallus Annotaficn Release 106, 2022-03-03

LOCH2530942 sorLt Eli——————i4———aHH———————1aHa-a
> | XP_025001 308, IS I « XM_025145828.3 TRET1 [+41HE
FRMD® [+8]
Genes, Ensembl release 110
ENSGALGD0010000481 [+4t—l—>—]-1-E—-I-—0——1-EE= ENSGALGO00100005858 ENSGALGOOG10000501 [+sjil——N——8——B-4——8HHi——31——i——n——1mim-n
OTRET ENSGALT00010001237. SEN-— i
ENSGALT00010001057 iHl—>—|

5 > |
RNA-seq exon coverage, aggregate (filtered), NCEI Gallus gallus Annofation Release 106 - log 2 scaled
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P) Zebra finch

MNC_054763.1:943986..969713 Taeniopygia gutiata isolate Blue55 chromoseme 31, bTaeGut1. 4. pri, whole genome shofgun sequence

969 K o8a K 907 K 986 K D85 K 284 K 963 K 082 K 981 K 960 K 959 K 858 K 95 956 K 055 K 954 K 953 K 952 K 951 K 950 949 K D4d K 947 948 K 45 K
Genes, NCBI Taeni ia guttata Annotation Rel. 106, 2021-05-24
scyu [l —————— - ——-liH——
SN F_041567022)1 TRPT1 p4l——f—>—
FRMDS [+4]l———-—H-E—— L E—
RMA-seq exon coverage, aggregate (fillered), NGBl Rel 106 -log 2 scaled
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Q) Platypus

MC_041730.1:5090146..5237531 Omithorhynchus anatinus isolate Pmale09 chromosome 3, mOrmnAnal_pri.v4, whole genome shoigun sequence

Genes, NCBI Omi ion Rel 105, 2021-03-09
LOGI14810751
XM_020080310.2— | JHIEN xP_023018152.1 | XR_003758446.1 xp_o22915083 1HIH=HA
=] SLC25A45 [+5] LOC103167258 oYL
XR_435005 3 HENC ¥M_020080131 J-Hi—-—Hi—H-H--xP_028915084.

RMNA-zseq exon coverage, aggregate (filtered), NCEI O

105 -log 2 scaled
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R) Koala

MW_0138344131.1:3600127..3772687 Phascolarctos cinereus isolate Biloo 61053 unplaced genemic scaffold, phaCin_unsw_v4.1 phaCin_unsw_w4.1.fa.scafd0180, whole genome shofgun sequence

3,610 K 3,620 K 3,630 K 3,640 K 3,650 K 3,660 K 3,670 K 3,680 K 3,680 K 3,700 K 3.710 K 3.720 K 3.730 K 3.740 K 3,750 K 3,760 K
Genes, NCEI Ph: cinereus 100, 2017-05-10
FRMDS [+ 1 4] ==l —>— LOC110195548 LOGI10185483 H
XR_002320012. Wl— XR 7.4+ |
—HH-l 5LC25A45 [+8] = L L) |
LOC110185420 SCYL1 [+ 41H-H——==H=H-H

XR_002320895. 41
Genes, Ensembl release 110
ENSFCIGU0000035108 [+&H——HHH———s1 ENSPCIGO0000038102 ENSPCIG00000011644 ENSPCIG00000011846 ENSPCIG00000011652 [+ SIHHH——lH—H—HHH
ENSPCITO0000068424 ——d1 ENSPCITO0000018455. ENSPCIT00000018456.
—e}-H— ENSPCIGOD0000268215 [+8] 1 1 ENSPCIG00

ENSPCIG00000011648 ENSPCIPO0000043857 JHH-
ENSPCIT00000012453 3

RNA-seq exon coverage, aggregaie (fillered), NCEI P -1 ion Rel 100 - log 2 scaled
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S) Human

MNC_000011.10:65360968 65542777 Homo sapiens chromosome 11, GRCh35.p14 Primary Assembly
65,370 K 05,330 K 65,380 K 85,400 K 65,410 K 05,420 K 65,430 K 05,440 K 65,450 K 05,460 K 85,470 K 85,480 K 85,480 K 85,500 K 83,510 K 85,520 K 83,530 K

MCBI RefSeq Annotafion GCF_000001405.40-RS_2023_10

FRMDE [+13] t t t H——tt + I R S FAUP4 [+ ===l ENEMAL MaLaT1 [+3 1 I I SNRPGP18 M=
HR_186313.1
I —=H-—H SLCZ5A45 [+20] NEAT1 L MASCRNA SCYL1 [+16] ittt
NR_131012 EIE > > NR_0D28272.1 LINCO2736 NR_1445601
WIRB12 MR_187200.9H NR_187301.1 TALAM1
NR_030342.1 hsa-miR&12 I NR_145459.1
Genes, Ensembl release 110
ENSGO0000128381 [+ 1 df=t 4 | t > 174 [+5Hil} ENSG00000251562 [+5a] NN ENSGO0000270528 [HHIH
ENST00D00803826.1
WHESIDIIE ENSGO0000182241 [+26] ENSG00000290057 ENSGO0000172727 ENSGC m 70243 [+4] H
3 iy
ENSG00000255478 ENST00000702707 4 ENST00000837245.3 B ENST00000823006 2 e A Al U 142186 [+22HH +— - BHI
ENST0000, f——s—ri ENSG00000277509 ENSGO. ENSG00000289883 1 ENSTOD000802344.2
ENSTO0000613347.) miRNA | W ENST00000701343.1 ENSGO0000285740
ENSG00000245532 [+ I » > ENST00000893120.1
ENSGO0000278144 ENSG00000275848 ENSG00000288756
ENSTOD000620242.) ENSTO0000618084.) ENST 00000885037 ] ENSTO00008E8737.2
ENSG00000273050 ENSG00000280061
ENST00000620525.) | ENSTO00DOT02718.1
ENSGI0000274072
ENSTO0000611200.
ENSGO0000278217

ENSTOODD0E18240.)
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RNA-zeq exon coverage, aggregate (fillered), MCEl Homo = apiens Annotation Release 110 - log 2 scaled
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