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Figure S6 +Schematic describing the recombinase mediated cassette exchange of tscland
tsc2variants at the tscl/tscoci. P, loxP site; M3, loxM3 site; Pymi, nmtlpromoter; Tomti,

nmtlterminator.
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SUPPLEMENTARY FILES

Sequence 1:NP 000359.1 Gene:TSCI HGNCID:12362 Length:1164 Species: H. sapiens
Sequence 2:NP 593028.1 Gene:tscl PomBaseID:SPAC22F3.13 Length:899 Species: S. pombe

Alignment Length: 1033 Identity: 187/1033 (18%)
Similarity: 302/1033 (29%) Gaps: 480/1033 (46%)
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File S1 — Protein sequence alignment of human TSC1 and S. pombe tscl generated using
the DRSC integrative ortholog prediction tool (http://www.flyrnai.org/cgi-
bin/DRSC_orthologs.pl). Residues highlighted in red correspond to amino acids altered in

clinical cases of TSC.
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Sequence 1:XP 011520940.2 Gene:TSC2 HGNCID:12363 Length:1879 Species:
Sequence 2:NP 592909.1 Gene: tsc2 PomBaseID:SPAC630.13c Length:1339 Species:
Alignment Length: 1773 Identity: 341/1773 (19%)
Similarity: 562/1773 (32%) Gaps: 684/1773 (39%)
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H. sapiens
S. pombe

224

l6l

2717

226
341

291
401

349

458

414

516

468

570

533

626

595
689

639

739

689

804

749

863

813

928

878

975

939
1040

946

1102

973

C
e
)

©

£

—
e
£

>

—

©
]

C

J]

£
@

aQ

a

=]
)

L]

c

o

Q
@)

>

o
o)
Q
5


http://bio.biologists.org/

Biology Open (2018): doi:10.1242/bio.031302: Supplementary information

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

Human

pombe

1103

974
1168

1002
1233

1004
1298

1046
1363

1055

1428

1055

1493

1055

1558

1060

1623

1100

1687

1162

1751

1227

1808

1289

EFLLAGGRTKTWLVGNKLVTVTTSVGTGTRSLLGLDSGELQSGPESSSSPGVHVRQTKEAPAKLE

I I HE I I I I e
TF'\/DSDVESETWIRGNSLFTINVSVNSG —————————————————————————————————————

SQAGQQVSRGARDRVRSMSGGHGLRVGALDVPASQFLGSATSPGPRTAPAAKPEKASAGTRVPVQ
|l

EKTNLAAYVPLLTQGWAEILVRRPTGNTSWLMSLENPLSPFSSDINNMPLQELSNALMAAERFKE
L T T T T B O e I I Y I IR T [

HRDTALYKSLSVPAASTAKPPPLPRSNTVASFSSLYQSSCQGQLHRSVSWAGIASQREAVGCRAP
(I

ASNAEKVPGINPSFVFLQLYHSPFFGDESNKPILLPNESQSFERSVQLLDQIPSYDTHKIAVLYV
H [ 3 B N S I S SO - B RO S VR I
———————————————— ISLY-————--—---NQPLLLPSNDDSVRRAISVFDRIPVIESLKAGLVYV

GEGQSNSELAILSNEHGSYRYTEFLTGLGRLIELKDCQPDKVYLGGLDVCGE-DGQFTYCWHDDI

P P O I O O I I I v B I I B I S U I I S O O I T S I
GY-QORREADILANTNPSEDFLTFLNGLGTLFELKTDQ--KVFAGGLDRENDIDGAFAYCWKDKV

MQAVFHIATLMPTKDVDKHRCD—KKRHLGEDFVSIVYEDSGEDFKLGTIKGQFNFVHVIVTPLDY
TOMVFHCTTMMPTNIEHDPGCTLKKRHIGYDEFVTITFNESGLEYDEFDTIPSQFNFVNIVITPESE

ECNLVSLQCR KDMEGL————VDTSV———AKIVSDRNLPFVARQMALHANMASQVHHSRSNPTDI

e | . Lot s L] R T O S S I IS I 2 I
SIRRTGRQIKFYKVKALTKYDIDFSLFRRYKIVSSDALPAIVRDVTLNAAVFSHIYHRSAGD———

YPSKWIABRLRHIKRLRQR 1825

[P R | I A I O N B
YVHIWAEBRLRQLKRLREK 1306

1167

1001
1232

1003

1297

1045
1362

1054
1427

1054

1492

1054

1557

1059

1622

1099
1686

116l

1750

1226

1807

1288

File S2 — Protein sequence alignment of human TSC2 and S. pombe tsc2 generated using

the DRSC integrative ortholog prediction tool (http://www.flyrnai.org/cgi-

bin/DRSC_orthologs.pl). Residues highlighted in red correspond to amino acids altered in

clinical cases of TSC.

Downloaded from http://bio.biologists.org/ by guest on October 19, 2018

C
e
)

©

£

—
e
£

>

—

©
]

C

J]

£
@

aQ

a

=]
)

L]

c

o

Q
@)

>

o
o)
Q
5





