Supplementary Material 1: SRA Validation of DRDs mutations in Cetacea.

Orcinus orca SRA confirmation of 2-nucleotide deletion

SRA experiments searched:
SRX188933 - PRINA167475 - Baylor College of Medicine (BCM)
SRX466994 - PRINA236163 - University of Durham

BTA_DRDS

Frame 1

Frame 1

FUD gnl | SRA | SRR574971.39505034.2
Frame 1

FUD gnl| SRA | SRR574979.5021504.1
Frame

FUD gnl| SRA | SRR1164379.117403957.2
Frame

REV gnl | SRA|SRR1164379.59110407.2
Frame

FUD gnl| SRA | SRR1164379.117990837.2
Frame

FUD gnl| SRA | SRR1164379.211665310.1
Frame

FUD gnl| SRA | SRR1164379.41068261.1
Frame 1

REVgnl | SRA| SRR1164379.187744649.1
Frame 1

REV gnl | SRA|SRR1164379.80167262.2
Frame 1

REV gnl | SRA|SRR1164379.47703217.2
Frame

REV gnl | SRA | SRR574971.99248517.1
Frame

FUD gnl| SRA | SRR574971.107254492.2
Frame

FUD gnl| SRA | SRR574971.180712269.2
Frame

FUD gl | SRA| SRRS74971.215087963.2
Frame 1

FUD gnl| SRA | SRR574971.32371325.2
Frame

FUD gnl| SRA | SRR574971.142492001.2
Frame 1

FiID gnl| SRA| SRR574979.20863802.1
Frame 1

FUD gnl| SRA | SRR574979.134164582.1
Frame 1

FUD gnl| SRA | SRR1164379.157229127.2
Frame 1

RV gl | SRA| SRRS74971.133160940.1
Frame

FUD gnl| SRA | SRR574979.20550500.1
Frame 1

FUD gnl| SRA | SRR574979.35373265.1
Frame 1

REV gnl | SRA| SRR1164379.103299636.1
Frame

FUD gnl| SRA|SRR1164379.171951570.1
Frame

FUD gnl| SRA | SRR1164379.61323613.1
Frame 1

REV gnl | SRA|SRR1164379.56040787.2
Frame

REV gnl | SRA | SRR1164379.128624456.2
Frame 1

FUD gnl| SRA | SRR1164379.26885203.2

FUD gi |45997761 7| ref| NW_004438445.1[:9991...
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Lagenorhynchus obliquidens SRA confirmation of 2-nucleotide deletion

SRA experiments searched:

SRX4222897 - PRINA475306 - BC Cancer Agency Michael Smith Genome Sciences Centre (BCCAGSC)
SRX4218967 - PRINA475306 - BC Cancer Agency Michael Smith Genome Sciences Centre (BCCAGSC)

BTA_DRDS

Frame 1

Frame

FiID gnl| SRA| SRR7345555.274573577.1
rame.

FID gnl | SRA | SRR7345555.255790986.1
Frame 1

FID gnl | SRA | SRR7345555.245669205.2
Frame 1

0 gol| SRA| SRR7345555.66465885.2
Frame

F«mgnl|snA|5RR7345555.145324sz7.1
Frame 1

REV gnl| SRA| SRR7345555.164008581.2
Frame 1

FiID gl | SRA | SRR7345555.305601885.1
Frame

REV gnl| SRA | SRR7345555.277503924.1
Frame

FID gnl | SRA| SRR7345555.243987139.2
Frame

FID gl | SRA | SRR7345555.366330073.2
Frame

FID gnl | SRA | SRR7345555.168711441.2
Frame 1

FID gnl | SRA| SRR7345555.134721237.1
rame 1

REV gnl| SRA | SRR7345555,388603931.1
Frame 1

REV gnl| SRA | SRR7345555.388604195.1
Frame

REV gnl| SRA | SRR7345555.408253048.1
Frame

FiID gl | SRA | SRR7345555.446034752.2
Frame

REV gnl | SRA | SRR7345555.57108356.1
Frame

FiID gnl| SRA| SRR7345555.53347014.2
Frame 1

REV gnl| SRA | SRR7345555.111580152.2
Frame

REV gnl| SRA | SRR7345555.1205174.1
Frame 1

FiID gnl| SRA| SRR7345555.273423224.1
Frame 1

REV gnl| SRA | SRR7345555.137365386.1
Frame

REV gnl| SRA| SRR7345555.304138977.2
Frame 1

R gl SRA|SRR7345555.12354762.2
Frame

FID gnl | SRA| SRR7345555.257983271.2
Frame 1

REV gnl| SRA | SRR7345555.20241354.1
Frame 1

REV gnl | SRA | SRR7345555.228997625.1
Frame 1

FID gnl | SRA| SRR7345555.338221968.2
Lrame

FUD gi| 1511261447 | ref| NW_020837950.1 | :c384...
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Tursiops truncatus SRA confirmation of 2-nucleotide deletion

SRA experiments searched:

SRX5097660 - PRINA476133 - Johns Hopkins University
SRX200685 - PRINA20367 - Baylor College of Medicine (BCM)

BTA_DRDS

Frame 1

REV gb| QUXD02011962.1 |

Frame

FUD gnl | SRA | SRR606322.71020008.2
Frame

FUD gnl| SRA| SRR606324.53867955.2
Frame 1

FUD gnl| SRA| SRR606320.74937799.2
Frame 1

REV gnl| SRA| SRR8282859.235065079.2
Frame 1

REV gnl| SRA| SRR8282859.99649234.2
Frame 1

FUD gnl| SRA| SRR606324.36717831.1
Frame 1

REV gnl| SRA| SRR606319.68883582.1
Frame

FUD gl | SRA | SRR606321.23223815.2
Frame 1

FUD gl | SRA | SRR606322.22615761.2
Frame 1

FUD gl | SRA | SRR8282859.34502185.1
Frame 1

FUD gnl | SRA | SRR8282859.263545292.1
Frame 1

FWD gnl| SRA | SRR8282859.266122984.1
Frame 1

REV gnl| SRA| SRR606320.29545844.2
Frame 1

FWD gnl | SRA | SRR8282859.118605575.2
Frame 1

FREV gnl| SRA| SRR606319.46299407.1
Frame

FUD gnl| SRA| SRR8282859.558268197.2
Frame

FUD gnl| SRA| SRR8282859.282650109.2
Frame 1

FUD gnl| SRA| SRR8282859.17850548.2
Frame

FUID gnl| SRA| SRR8282859.132740905.1
Frame

FUID gnl| SRA| SRR606324.55872455.1
Frame

REV gnl| SRA| SRR8282859.477594606.1
Frame

REV gnl| SRA| SRR8282859.146059194.2
Frame

FUID gnl| SRA| SRR606324.8549245.2
Frame

FUID gnl| SRA| SRR8282859.36338062.1
Frame

REY gnl| SRA | SRR606319.66210981.1
Frame

FUD gnl| SRA | SRR8282859.47117412.1
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Delphinapterus leucas SRA confirmation of 1-nucleotide deletion

SRA experiments searched:

SRX2513439 - PRINA360851 - BC Cancer Agency Michael Smith Genome Sciences Centre (BCCAGSC)
SRX2896241 - PRINA360851 - BC Cancer Agency Michael Smith Genome Sciences Centre (BCCAGSC)

BTA_DRDS

Frame 1

Frame 1

REV gl | SRA| SRRS197962.124750379.1
Frame 1

REV gl | SRA| SRR5197962.101473390.1
Frame

REV gl | SRA| SRRS197962.101202730.1
Frame

FID gnl| SRA| SRRS197962.307827299.1
Frame

REV gl | SRA | SRR5197962.129506500.1
Frame

REV gnl | SRA| SRRS197962.219205818.2
Frame 1

REV gl | SRA| SRRS197962.129522795.1
Frame 1

RV g | SRA| SRRS659909.40569479.3
Frame 1

FID gnl| SRA| SRRS197962.55877689.2
Frame

REV gl | SRA | SRRS197962.286001595.2
Frame 1

FID gnl| SRA| SRRS197962.55600625.2
Frame

FID gnl| SRA| SRRS197962.55610740.2
Frame

REV gl | SRA | SRRS197962.285998513.2
Frame 1

FID gnl| SRA| SRRS197962.322553134.1
Frame

FID gnl| SRA| SRRS197962.322534224.1
Frame

R gl SRA|SRR5197962217476186.2
Frame 1

FID gnl| SRA| SRR5659909.437158181.3
Frame 1

FID gnl| SRA| SRRS197962.220483865.2
rame

REV gl | SRA | SRRS659909.48332580.1
Frame

FID gnl | SRA| SRRS197962.162034161.2
Frame

FID gnl| SRA| SRRS197962.231238922.1
Frame

FID gnl | SRA| SRR5197962.382706697.2
Frame 1

FID gnl| SRA| SRRS197962.231126222.1
Frame

FID gnl| SRA| SRRS197962.382505730.2
Frame

FID gnl | SRA| SRR5197962.305505381.2
Frame 1

REv gl | SRA | SRRS659909.375728309.3
Frame

FID gnl| SRA| SRRS197962.101662510.1

1

Frame

REV gnl | SRA| SRR5197962.344278527.2
L el

FUD gi| 1243892305 | ref| NW_019160859.1 | :c457...
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P
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A BVETGT A S EENTGT A T NG
GEEGTGGGGGCETEGGAGGGGGEGAEGETGET GGGGEE AGEGEA AGIGGTEAE G

Neophocaena asieorientalis asiaeorientalis SRA confirmation of 2-nucleotide deletion
SRA experiments searched:

SRX3870625 - PRINA433603 - Northwestern Polytechnical University

SRX2187761 - Beijing Genome Institute (BGI)

BTA_DRD5

Frame 1

Frame 1

REV gnl | SRA | SRR6923830.90684084.1

Frame 1

REV gnl| SRA| SRR6923830,329079541.2

Frame

FiID gnl| SRA | SRR6923830.131849698.1

Frame

FiID gl | SRA | SRR6923830.106047312.2

Frame

FIID gl | SRA | SRR6923830.106041849.2

Frame

Fio gl SRA| SRR6923830.14752821 1

Frame

FiID gl | SRA | SRR6923830.70934969.2

Frame 1

FIID gnl| SRA | SRR4202276.46439657.2

Frame

REV gnl| SRA | SRR4202276.159495579.2
ame 1

RV gnl| SRA | SRRA202276.132231425.2
Frame 1

FID gnl| SRA | SRR6923830.225435578.2
Frame

FID gnl| SRA | SRR6923830.103740115.1
Frame

FID gnl| SRA | SRR6923830.213028346.1
Frame

FID gl SRA | SRR6923830.227145498.1
Frame 1

RV gnl| SRA | SRR6923830.103740115.2
Frame 1

RV gnl| SRA | SRR6923830.225435578.1
Frame

FE gl SRA| SRR6923830.155298172.1
Frame

RV gnl| SRA | SRRA292276.65059851.1
Frame 1

RV gnl| SRA | SRRA292276.13425774.1
Frame 1

FIo gnl| SRA | SRR6923830.272009374.2
Frame 1

FID gnl| SRA | SRR6923830.105849691.1
Frame

FUID gi| 1376174368 | ref|[ NW_020172818.1|:c111...

ICCTACATCCAT | GATCCCCAAC

A Y BETHE M B P UNTCA BVE T
ICCTACATCCAT ~ G—GIGGIG_GGGGT_GI GAGGTGG,
AT Y HIETHE M B P UNTCA BNE T G D A EEEVID
ICCTACATCCAT ~ (_GIGCIG_GGGGT_GIGGIG(IGG
A Y HIETHT M B P NG A B 'G D A NEMV D
—ATC—G.G(-G_GGGGT(-GIGGIG(IGG
A Y BEETHT M B P UNCOA BV T A BEm VD

GGAGGAAGAG

[EETNERNEN

GATECCEAATEGEGGT _GGGGT_G GAGGITGG, GGAGGAAGAG

AT Y HIENHE v BN P UNETA'ENE T R EEEEN
AT GATIEEEEAAE GEGGT GAGEE GGG T GAEGECGAGGIGG! GGAGGAAGAG

AT Y HIENHE v BN P BNNTATENE T R E E E
ICCTACATCCAT ('—GIG('.G-GGGGT(-GI GGAGGAAGAG
A Y HETHT M B P UN A v [ - )

GGAGGAAGAGGA CAGEEETINC AGCIEGCC CHGIETET TAMACACATCTECAA
I c ST P F S R LSO L mmH | S

ICETAGATECAT A T GATEECEAAT GEGGT GAGEEC GGG TGAEGE
A Y—M-P-A_T R G DT A

G—GIGGG_GGGGT_GIGGIGG.GG GGAGGAAGAGG
A EEEVT D EEEREN

GGIGGIAGIGG/; Glg.
EERFEN

GAGEEGGGG T GAEGEGCGAGGTGG!
T R HGEEDE EEEEVETDT




Physeter macrocephalus SRA confirmation of premature stop codon

SRA experiments searched:
SRX3230023 - PRINA411766 - Beijing Genome Institute (BGl)
ERX2601910 - PRJEB24146 - CNGB

BTA_DRDS GIGIGG-GI(SIG-(S_GGG-GIGGG_G-GGI
Frame 1 A S HI K K EEm T
FID gi | 1343667939 | ref| NW_019873552.1 | :c360.. -c-chG-GTGIC-G-AlcGc—GlGGG—GG-GGl ¢
Frame 1 i N R

FUID gnl| SRA | SRR6117295.307273147.1 GGEET G T GEGEEE GAE AEC GGEET GEGGGEATEEATEA C GAAGGA!
Frame C N R CKTEEE T
REVgnl| SRA|SRR6117295.402721287.2 GEGAGGEET G T GEGEEEGAE AEC GGEET GEGGGEATEEATEA C GAAGGA!
Frame 1 G T
REV gnl | SRA | SRR6117295.179961435.2

Frame T
REV gnl | SRA | ERR2586187.28458411.1

Frame R HENM A C T
FUD gnl | SRA| ERR2586187.251799077.1 -GIGGG-GTG.G-C-AICGG_GIGGG_G(.'-GG.G-
Frame 1 i RIEHE A C A P HDEN 7T HNG'EIEE R A S HE R 'K T
FUID gnl | SRA| ERR2586187.258638251.1

Frame T
REV gnl | SRA | ERR2586187.215216830.2

Frame T
REU gnl | SRA | SRR6117295.554491554.2 -GICIGG-GTCICITIG-CICGGT-GIGGG-CT_GG-GGI -
Frame

FIID gl | SRA| ERR2586187.241606203.2 GIGGGG_GTC.G-GTIAICGG—GIGGG_GCIGGcl ¢
Frame 1

REVgnl | SRA | ERR2586187.142532162.1 GIGIGG-GTG.G-G-AICGG-GIGGG—gG-GGl —
Frame ]

REV gnl | SRA | SRR6117295.217950176.2 GICIGG-GTGIC-G-AICGG-GIGGG—gG-GGI <
Frame

REV gnl | SRA | ERR2586187.5699456.1 GICIGG-GTC._C-AICGC-GIGGG— (-GC.
Frame S EN R PK'EEE T
REVgnl| SRA | SRR6117295.369409354.2 GIGIGG-GTG.G-G-AICGG-GIGGG—GG-GGI
Frame G [ ] R T
REV gnl | SRA | ERR2586187.163577773.2 ﬂﬂ_G-AICGG-GIGGG—

Frame 1 STEE R K . T
FID gnl| SRA | ERR2586187.240142589.1 c.c-c-Alcsc-GlGGG—Gc-Gc-
Frame FDY T LG W R S MM R CK EEE T
FUID gnl| SRA | SRR6117295.178812234.2 GG-G-AICG(S-GIGGGS—GG-GG. —
Frame 1

FUD gnl | SRA| SRR6117295.375427929.2 GG-G-A.CG_GIGGG—

Frame ALS ' R K-T
REV gnl | SRA| SRR6117295.20284199.1 GIC-AICGC-GIGGG—GC-GCI
Frame 1 EDE T NGUEEE R A S N R K HE T
REV gnl | SRA | ERR2586187.280738678.2 EGAEAEC GGEETGEGGGEATEEATEA C GAAGGA!
Frame 1 DO 7T I'GEE R A S R FK'EEE T
FUID gnl | SRA | ERR2586187.119874974.1 AICGC-GIGGG—GC-GGI
Frame A S K mEm T
FID gnl | SRA| ERR2586187.311941829.2 GL’-GIGGG— G-GGI
Frame FG'EEN R A S HN R 'K HEE T
REV gnl| SRA| SRR6117295.554765856.2 GGEETGEGGGEATEEATEA G GAAGGC
Frame 1 NGEEEN R AT S HN R UKW A T
REV gnl | SRA | ERR2586187.266685162.2 C-GIGGG—GG-GGI
Frame A S K mEm T
REV gnl | SRA | SRR6117295.393629146.2 IGIGGG—GG-GGI
Frame 1 SHN R UK'EEN T
REU gnl | SRA| SRR6117295.102884918.1 CGIGGG—GG-GGI
Frame RTAT S N R 'K'HENE T
FUID gnl | SRA| ERR2586187.309858349.2 AAGGG_GG-GGI
Frame R A S K mEm T
FIID gnl | SRA| ERR2586187.309858348.2 GIGGG—GG-GGI
Frame AlS N R 'K'EEE T
REU gnl | SRA| SRR6117295.178614902.2 CEATEA G GAAGGA

Eram BN R FK

qGTEETEAAAAGTIETATE G GT GATEAT GG GG GTETTT G G GET GET G GET!
T S IVITITEME G EwE F Bwm C Cow

- —GCIG—GGGG_ (" -
K THE S NENEENNTGIEVE F BVE C C W

AQGTEETEAA G AE CETATEGGTGATEAT GG GG GIETT C G GT GETGET G GET
i % 7

Balaenoptera bonaerensis SRA confirmation of 1-nucleotide deletion

SRA experiments searched:
SRX2007374 - PRINA335553 - Institute of Marine Research
SRX2007375 - PRINA335553 - Institute of Marine Research

BTA_DRDS AGGEETTGGGAGGAAGEEG GG GAGTEAGATAGGAGTGEAGAGAAGTGEG
Frame 1 T P W NEEEEN A G'EEN S DWW R S A HEE N C
REV DF554641.1 GTGEECWGGGAGGAAGEEGGGGAG CEAGAC T TGAGGGEGCGAANAGTGTG
Frame 1 \% W Gl - L R A HEE N C

FUID gnl| SRA| SRR4011114.25039298.1
Frame 1

FUID gnl | SRA| SRR4011113.85607648.2 GTG
Frame 1 Vv P

FUD gnl| SRA|SRR4011114.21316395.1 EECTWGGGAGGAAGEEGGGGAG CEAGACTTGAGGCGEGGAANAGTG TG

GEG
A

Frame 1 P W HNEEEEN A G EEN P DU L R A HEE N C S

REV gnl | SRA|SRR4011114.133512518.1

Frame

RE"gnl|SW\|SRR40‘I1114473}99218 1

Frame 1

FUD gnl| SRA|SRR4011113.143710183.2
1

Frame

G—G—GA_GIA G—C—G-
B N Y

G-G_GA_GIA G_C_G—G_G_

=
<




Eschrichtius robustus SRA confirmation of 1-nucleotide deletion

SRA experiments searched:

SRX2901264 - PRJINA389516 - Senckenberg Gesellschaft fuer Naturforschung
SRX2776065 - PRINA384396 - Purdue University

BTA_DRDS NAGET G GEEAAT G GGATGEETTG G GAGGAAGEEGG G GAGTEAGATAG GAGT GEAGAGAATT GE! GCCT GCACTTACGCCATCTCGTCCTCACTCATCAGETTCTA|
Frame 1 NEES A N G T P WHEMSES A GEEN S D R S A NENN C SEEN R T Y AmIGS S S mEmsls S F Y
FUD gnl| SRA | SRR5495108.144818446.2 g-_gA-

Frame

REV gnl | SRA| SRR5495108.56023424.2 GECTGAACEG A ACTT

Frame 1 s R T

REY gnl | SRA | SRRS665641.101602106.2 __GA—GIAG—C—G_G—G
Fromme S mEmoln S F

REV gl | SRA| SRRS665641.142311965.1 G-G_GA_GIAG_C_G—G_G
Frame s R Vs s RN S F C
REV gnl | SRA| SRR5495108.304508258.1 (S-(-EA—Y

rame 1

FID gnl| SRA| SRRS665641.78360400.1 —GGT—GGGG-G-CIGGchc-G-GGGchc-clcTTc.GGchAlA—GT GECTGAACCS  ACTTACGE  TETC! TCETC! CTCATEAGETTET |
Frame 1 N BGE T W NENNEN A G HEN A K INC C S W N S S mEmoln S F
REV gl | SRA | SRRS665641.44506126.1 _GGT-GGGG-(-CIGGGIGG-G-GGGGIGC-GICTTGIGGGIGGIA_GT G-G_GA_GIAG_C_G—G_G
rame 1 INEEE Vv K BGH T P W ENNES A G EEN P L R A NEEN C SEEN R T Y A VvV S S S mmmsmS F C
RV gl | SRA| SRR5495108.15207391.2 GECTGAACEG - ACTTALGE ¢

Frame

REV gnl | SRA | SRR5495108.410208718.2 GEETGAACEG A AGTTAEGE A CM

Frame s R T Y

REV gnl | SRA| SRR5495108.404940377.1 (S-_GAT_YG.A ¢ |

Frame 1

REV gnl| SRA | SRRS665641.162094286.2 NAGET GG TEAA G GGGAEGEE (GG GAGGAAGEEGGG GAGCBAGAC T TGAGG GG GAARAGTG T GCCTGAACCG  ACTTACGE ~TCTCI TCCTC CTCATCAGCTTCT |
Frame 1 INEE vV K BGH T P W NENSEN A G EEN P BDW L R A NEE N C s S S mmmmim S F
REV gl | SRA | SRRS665641.46570186.2 /A T G TIEAA G GGGABGEE GG GAG GAAGEEGGGGAGC BAGAC TTGAGGGEG GAARAGTG T (-_GA_GIAG_C_ _G_G
Frame HOEEE VK BGH T P W NENEN A G EEN ° DN L R A NEE N C S W N S s S

FID gnl| SRA| SRR5495108.359228677.1 GO GG TEAA T GGGAEGEECTGGGAGGAAGEEGGGGAGC BAGAC TTGAGGGEG GAARAGTGT G-G_GA_GIAG_C_G-

Frame WEE vV ONCGY T P W NENSEN A G EES P DY L R A NEE N C s T oY

REV gnl| SRA | SRR5495108.423852781.1 MGG TEAA TGGGAEGEE MGGGAGGAAGEEGGG GAGCBAGAC T TGAGG GG GAARAGTG T GECTGAACEG / ACTTATGE / (TETE( TECTECETCA

Frame 1 VENTGS T P W NENSEN A G EEN ° LDd L R A NEE N C s ATV 0SS s mmm

FID gnl| SRA| SRR5495108.406413442.1 GEETGAATEG A ACTTATGE A CTETETEETA ETCATEAGETT
Frame 1 S mEm N vV s EEEE S

REV gl | SRA| SRRS665641.33829924.2 GEETGAAGEG / AGTTAEGE / TETE TEETE ETEATEAGETTET |
Frame 1 s Vs 5 s mmmelm S F

RE g SRA| SRRS665641.26216578.2 GECTGAACEG / ACTTATGE /\ ( TETE( TECTC(CTCATCAGETTCT |
Frame 1 S mEm N Vs S S mmmelm S F (|
FID gnl| SRA| SRRS665641.51790908.2 BECMGGGAGGAAGEEGGGGAG BAGAC T TGAGCGEG GAAAAGEG T GEETGAATEG » ACTTATGE / CTETE  TEETE CETCATEAGETTET |
Frame 1 P W MENSEM A G WEN > LD L R A NEM N C s V.S 5 S mmmm F
REV gl | SRA| SRRS665641.86439176.2 ECMGGGAGGAAGEEGGGGAG C T TGAG G G G Gl AIABIG T/ GECTGAACEG » ACTTATGE . (TETE( TEETE CETCATCAGETTET |
Frame W NENNES A G WES LR A NEEN C s V. S 5 S mEmmE S F
FD gnl| SRA| SRRS665641.164135914.2 GGGAGGAAGEEGGGGAGCEAGAC T TGAGGGEG GAARAGEG T GECTGAACEG / ACTTATGE / ( TETE( TECTC(CTCATCAGETTCT |
Frame WEMMES A G WEM © D . R A NEM N C s VS S S mmmelm S F (|
FID gnl| SRA| SRRS665641.60137980.1 GGGAGGAAGEEGGGGAGC BAGAC TTGAGGGEG GAARAGTG T GECTGAACEG ACTTACGE : ( TETCI TCCTC CTCATCAGETTCT |
Frame WESNES A G WEN L R ‘A NEEN C S mEm N S S mEmaln S F

FUD gnl | SRA | SRR5495108.54718455.2 C_G—GA—GIA G—C_G—G—G
Frame 1 S S mmmsim S F
FIID gl | SRA| SRR5495108.324348004.2 c-c—a A—GIA G—C_G—G—G
Frame s VS S S mmmelm S F (|
FID gnl| SRA| SRRS665641.90280098.2 GEETGAAGEG / AGTTAEGE / CTETE TEETE ETEATEA GETTET |
Frame 1 S mEm N vV s RS S F C
RV gl | SRA | SRRS665641.70642975.2 EGGGGAGCEAGAC TTGAGG GG GA ARABIG T GEETGAACEG * ACTTATGE : (TETE TEETE CTEATEAGETTET |
Frame 1 ‘GEEN > DI L R A NEEN C s VS S S mmmes S F (|
FUD gnl| SRA | SRR5495108.336251711.1 GGGGAGCEAGAC TTGAGGC TEGGAARAGTGT

Frame 1 SGUEEN P WDS L R 5 EEESNS C

REV gnl | SRA | SRR5665641.84835822.2

Frame

FUD gnl| SRA | SRR5495108.351997023.1

Frame

FID gnl | SRA| SRRS665641.52014476.2

Frame

Balaena mysticetus SRA confirmation of 1-nucleotide deletion
SRA experiments searched:

SRX790318 - PRINA194091 - University of Liverpool

SRX790317 - PRINA194091 - University of Liverpool

BTA_DRDS5 [EEAAEG GGAGGEETT GGGAGGAAGEEGGGGAGTEAGATAG GAGT GIEA GAGAAGT G GCCTGAACCGCACTTACG! GTCCTCACTCATCAGCTTCTACATCCCG!
Frame 1 A N G T P WHENEN A GEEN S'D'R S ANEEN C SHENI R T YTA'HE S S SHENNE S F Y HE P
FUD gnl|BL_ORD_ID | 3417 | TEAAGGGGAEGEE CTGGGAGGAAGEEGGGGAGCBAGAC TTGAGGGEC GAAKRAGTG T G-C_GA_TGIAG_C_G_G_A
Frame 1 V ENTEGH T P W NEEENEN NGUEEN P DN | R TA'EEETNT C [__B'N S SHENE S F Y HE P
FUD gl | SRA| SRR1685385.269280738.2 G_G_GA—TGIA G—C—G—G

Frame 1 S HEINS R T Y TAYU Vs s S IS

REU gnl | SRA | SRR1685385.98012068.2 GEETGAAEEG A

Frame 1 S HEN N R

REY gnl | SRA | SRR1685385.76142596.1 GEETGAAEBEG A

Frame S BN N R

REU gnl | SRA | SRR1685385.63536902.2 GEETGAAGEG A

Frame S HEE N R

REU gnl | SRA | SRR1685385.29514256.2 GEETGAAEEG A

Frame S HEN N R

REY gnl | SRA | SRR1685385.10263345.2 GEETGAAREG A

Frame 1 S BN N R

REV gnl | SRA| SRR1685385.297040727.1

GEETGAAGE G A AGTTA TGE A CINETE C TEETE cama
Frame 1 S'HESNE R T 'Y TAT V IsS

REV gnl| SRA| SRR1685385,239970482.1 G-C_GA_TGIAG_C_

Frame S S

REV gnl| SRA | SRR1685385.213955026.2 G-_GA_TGIAG-C-G— CTTCTACATCCC
Frame 1 B N R S SHEENE S F Y HE P
REV gnl | SRA | SRR1685386.41364351.1 G-G_GA_TGIAG_C_G_G_
Frame 1 S SHEEE S F Y HEP
REV gnl | SRA | SRR1685386.425653884.1 G-C_GA_TGIAG_C_G_G_
Frame BN N R S SHEEE S F Y HE P

REY gnl | SRA| SRR1685386.396274396.1 — C— c
Frame 1 T el [ ]
G-('-GA_TGIA G_C_G_G

REV gnl | SRA| SRR1685386.333293940.1 CTTCTACATCCC
S SHEEE s F Y HE P

Al
Al
Al
G_G—GA—TGIA G_C—G—G—A
Al
Al
Al

Frame 1

REV gnl | SRA | SRR1685386.335489092.1 GAGCEAGACTTGAGGGEGCGAARAGTG T G-_GA_TGIAG_C_G_G_

Frame 1 IHEN P DN L R FAVEEESNS C Emm N R S SHEENE S F Y HE P

REY gnl | SRA| SRR1685386.44353086.1 CTTGAGGGEGGAARABTG T G-G—GA—TGIAG_C_G_G—

Frame EDE | R FA'EEETNT C SHEINSE R T YFAI VIS S SHENNE S F Y HE P

FUID gnl | SRA| SRR1685385.149969940.2 GACTTGAGGGEGGAARAGTGT G-_GA-

Frame EDN | R FATEEETNT C

REV gnl | SRA | SRR1685385.267980314.1 CTTGAGGGEGGAARAGTG T G-C-GA_TGIAG-C-G_G_A
Frame 1 L R FA'EEETNT C N R S SHEENE S F Y HE P

REVgnl | SRA| SRR1685385.297562912.2 TGAGGGEGGAARAGBTGT G-C_GA_TGIA G_C_G_G_A
Frame 1 R A 'EEE"NT C S SHEENE S F Y HNE P

REV gnl | SRA | SRR1685386.422785349.1 GGEGGAARAGTGT G-C_GA_TGIAG_C_G_G_A
Frame 1 A NEE N C S SHEENE S F Y HNE P

FUD gnl | SRA | SRR1685385.320646821.2 GGAARAGTGT G-_GA—TGIAG—C_G— CTTCTACATCCC
Frame 1 WEW N C S SHEE S F Y HmE P

FID gnl| SRA| SRR1685386.1696186.1 AARAGTGT G-C_GA_TGIA G_C_G_G_A
Frame 1 N C S SHEENE S F Y HN P

FUD gnl | SRA | SRR1685386.374168648.1 AARAGTGT G-AC_GA_TGIAG_C_G_G_A
Frame 1 ENE C S QENTR T S SHEENE S F Y HE P

FUD gnl | SRA | SRR1685385.49289746.1 AGTGT G_G—GA—TGIAG-C_G_G_A
Frame 1 c S SHEEE S F Y HE P

FUD gnl | SRA | SRR1685385.14966504.1 AETGT G-C_GA_TGIAG_C_G_G_A
Frame 1 c S SHEENN S F Y HN P

REV gnl | SRA | SRR1685385.231509377.1 @nGT G-C_GA_TGIAG_C_G_G_A
Frame 1 IS EEE N R S SHEENE S F Y HE P

REV gnl | SRA | SRR1685385.291177678.1 IG-G_GA_TGIA G_C_G_G—A
Frame 1 S SHENE S F Y HE P

REV gnl | SRA | SRR1685385.166653611.1 _GA_TGIAG_C_G_G_A
Erame ] N BT VA S S S mWmmlS S PV




