Supplementary information

Table S1: Primer list

Primer name Sequence

mmKalnc1_RP CACAAAGGCCACTTTCTCCT
mmkKalnc1_FP CTCCCCCAGTCATGAACC
mmKalnc2_FP TCGGGAGAAATCAAAGATGG
mmKalnc2_RP GGATCCATTCTCCATCCTCA
mmKailnc3_FP TGGGTCAGATGAACAGAGCA
mmKalnc3 RP GAGGAGGGGCTTGATGAGAT
mmKainc4.1_FP GTCAACGCCAGCTCTTTGTC

mmKainc4.1_FP

CCTGGCTTCTGATGCTGTACTA

mmkKalnc4.2_RP

TGTTACAGTGGGAGTCTGATGG

mmkKalnc4.2_FP

ATGCTTGGAATGGAAACTGTCT

mmKalnc5_FP AAGCTGGACATCTTCCTACAGC
mmKalnc5_RP GAACGACTCAGGTTCCATTGTC
mmKalnc6_FP GTGGAGAACTCGGGTAAAAATG
mmKalnc6_RP AGTGATTTTCATTGTCCCAAGG
mmkKalnc7_FP TGTGTTGCAATACCAAGCTTTA
mmkKalnc7_RP GAGCTTCACTCGAGGCACTG

mouse Kalirin-7(Kal7)_FP

GATACCATATCCATTGCCTCCAGGACC

CCAGGCTGCGCGCTAAACGTAAG

(
mouse Kalirin-7(Kal7)_RP
mouse Kalirin-9(Kal9) FP

GCCCCTCGCCAAAGCCACAGC

mouse Kalirin-9(Kal9) RP

CCAGTGAGTCCCGTGGTGGGC

mouse Kalirin-12(Kal12)_FP

CAGCAGCCACGTGCCTGCAGC

mouse Kalirin-12(Kal2)_RP

TCTTGACATTGGGAATGGGCCGCAC

mouse full-length Kalirin_FP

GCCTTTCTCAGCAAACACACTGGGG

mouse full-length Kalirin_RP

ATTCCCCAGTCTGAGCCAGCTGC

mmGapdh_FP

CTACACTGAGGACCAGGTTGTCT




mmGapdh_FP

TCATACCAGGAAATGAGCTTGAC

mmMalat1_FP

GGCGGAATTGCTGGTAGTTT

mmMalat1_RP

AGCATAGCAGTACACGCCTT

mm_circ_000686_FP

AGTGGGATTTATACCTGCATAGC

mm_circ_000686_RP

GGAGGAGATGGTGTATGTTGC

huKALNC2_ FP

GTGTGGTCCTGGTGAGGATG

huKALNC2RP

CCCATGATGGAGATGACACC

human Kalirin_FP

CATGGTGAGGCCTTTCTCAGCAAAC

human Kalirin RP

CAGGTGTCGAGCTGCCTTGTAGAT

huGAPDH_FP GGGAGCCAAAAGGGTCATCA
huGAPDH_RP TAAGCAGTTGGTGGTGCAGG
humalat1_FP CGCTTGAGATTTGGGCTTTA
humalat1_RP CTTCCTGTGGCAGGAGAGAC
hu18SrRNA_FP GTAACCCGTTGAACCCCATT
hu18SrRNA_RP CCATCCAATCGGTAGTAGCG
hu45SrRNA_FP TCGCTGCGATCTATTGAAAG
hu45SrRNA_RP AGGAAGACGAACGGAAGGAC
huTUBB3_FP GCTCAGGGGCCTTTGGACATCTCTT
huTUBB3_RP TTTTCACACTCCTTCCGCACCACATC
huGFAP_FP CCTCTCCCTGGCTCGAATGC
huGFAP_RP GGAAGCGAACCTTCTCGATGTA
huSOX2_FP CATGTCCCAGCACTACCAGA
huSOX2_RP TACCGGGTTTTCTCCATGCT
huNESTIN_FP TCTTTGCTCCCAGTCCTGAG
huNESTIN_RP GGGCTCTGATCTCTGCATCT
huMAP2_FP CTGCTTTACAGGGTAGCACAA
huMAP2_RP TTGAGTATGGCAAACGGTCTG




Window Position
Scale
chr3:

KALRN/ENST00000682506.1
KALRN/ENST00000683571.1

Human Dec. 2013 (GRCh38/hg38) chr3:124,020,413-124,727,776 (707,364 bp)

200 kb }

| 1241000001 124,150,000  124,200,000]  124,250,000]

|:4,3oooool 124,350,000] 124,400,000/ |2usoooo|
Gene

Set from (

N bl H—t Yer

{ hg3s
m,soooool

0 3 Epsemel 100

124,550,000) 124,600,000 124,650,000/  124,700,000|

}

t H- LLALRIR
IIIRSOBZI ENST00000612737.1 |

3

KAL 1
KALRN/ENST00000483658.2
KALRN/ENST00000683592.1
KALRN/ENST00000477496.5
KALRN/ENST00000448253.6
KALRN/ENST00000488825.5

KALRN/ENST0000036001
KALRN/ENST00000682890.1
KALRN/ENST00000684186.1
KALRN/ENST00000684276.1
KALRN/ENST00000682625.1
KALRN/ENST00000683280.1
KALRN/ENST00000684441.1

7 KALRN/ENST00000683124.1

KALRN ENSTDOOOM?I)S& | N

-

KALRNEN:

Al

KALRN/ENST00000393496.5
KALRN/ENST00000494648.1 ¥ KALRN/ENST00000471431.1 b=y

t
KALRN/ENST

# N

1

KALI

1} 4
KALRN/ENST00000291478.9

KALRN/ENST00000484542.1 H

KALRN/ENST00000462213.2 ¥

Lia

KALRN/ENST00000684480.1 §
Bl

H |
T

Hpaaaassssy
[T NSttt

[ eeaausssssssssss |

.1
KALRN/ENST00000683512.1 b=+

1
RP11-71H17.9/ENST00000683807.1 W
RP11-71H17.7/ENST00000568966.2 §

KAL
KAL

KALRN/ENST00000683428.1

MIRS002/ENST00000584713.1 |
KAL

b o

}
T
KAL
KALRN/ENS’
KALRN/ ENSTOOOOOG&S&27 1

5

71

.1

46.1

1
RNU6-143P/ENST00000516942.1 |

KALRN/ENST00000683922.1 bbbt
KAL 1 H—H-HH

4

=N

¥
ot

LM N

Window Position
Scale
chr16:

Mouse Dec. 2011 10) chr16:33,968,642-34,574,882 (606,241 bp)
1
{ mm10o

34,400,000/

34,250,000| 34,300,000/ 34,350,000/ 34,450,000 34,500,000/ 34,550,000/

Your Sequence from Blat Search

kbf
34,000,000/ 34,050,000/ 34,100,000 34,150,000/ 34,200,000/

H

mmu_circ_0000686
Set from

Version M25 (Enumbl 100)
Kalm E.NSMUSY00000|56668

Kalm/ENSMUST00000114973.8
Kalm/ENSMUST00000132002.1
Kalm/ENSMUST00000076810.11
Kalm/ENSMUST00000231657.1
Kalm/ENSMUST00000114963.7
Kalm/ENSMUST00000142817.7
Kalm/ENSMUST00000114966.7
Kalm/ENSMUST00000232157.1
Kalm/ENSMUST00000114964.7
Kalm/ENSMUST00000114961.7

Kalm/ENSMUST00000132569.1 1
Il
1

-
!
T

4+
o &

H
i
T

}
Kalm. ENSMUSTOOOOO!Z“SO 1

L
THErT
[l

b4k

T

1"
14953.7
Kalm/ENSMUST00000114949.7

491.7

1_

333

14947.1

e

Window Position
Scale
chr9:

Zebrafish May 2017 (GRCz11/danRer11) chr9:4,155,171-4,440,557 (285,387 bp)

100 kb |
4,250,000/

{ danRer11

4,300,000/ 4,350,000/ 4,400,000/
Your Sequence from Blat Search

drDURGA

NCBI RefSeq genes, curated and predicted (NII

xl}l ', NR_*, XR ', NP_", VP %) - Annoutlon Robm NCBI‘Danlo nﬂo Annotation Rohno |06 (2019-10-28)

kalma
kalma
kalma
kalma
kalma
kalma

Figure S1. View of the Kalrn gene locus of human, mouse and zebrafish, taken from UCSC
genome browser.
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Query_hsKALNC2(ENST00000488825.5) =
48 ouhn = i ¥ 1,097
Query_hsKALNC2(ENST00000684441.1)
2] P W 2430

hsKALNC2(ENST00000488825.5)
Sequence ID: Query_45089 Length: 1344 Number of Matches: 1

Range 1: 49 to 247 Graphics

Score Expect Identities Gaps Strand
210 bits(132) 7e-58 178/206(86%) 8/206(3%) Plus/Plus

Query 1 AGGCAGGCATTTGCTTAGAGCAGGCTGCGTGTGAGCCCAACATC-CGAGAATCTGGCCTC 59

LELLRLEEETERREEEE et cer peeeerr e 1t il
Sbjct 49  AGGCAGGCATTTGCTTAGAGCAGGCTGTGTGCGAGCCCAGCGTCAAGTGATTCCGGCCTC 108

Query 60 (II';'CI (Iill\(li}'(liGGTTGGTGGTGGTGGCGGGATGAGGCTGTGCCCTGGAGACTGAC TGTGAAGG 119

LLLEEE CEEERe el peel L Ll T
Sbjct 109 CTCGAGTC------- AGCGGTGGTGGGATGAGGC TCTGCCGAGGGGACTGGCTGTGAAGG 161

Query 120 ATGAGTTCAGGGTGGGATGACGGACCGCTTCTGGGACCAGTGGTATCTTTGGTATCTCCG 179

[ELECLEEEEEEEEEEE et e e e et e ee e e et ee e e et Frertiirry
Sbjct 162 ATGAGTTCAGGGTGGGATGACGGACCGCTTCTGGGACCAGTGGTATCTCTGGTATCTCCG 221

Query 180 CTTGCTTCGGCTTCTGGATCGAGCTT 205

LELULE TELED LERLLEEEL 1l
Sbjct 222 CTTGCTCCGGCTGCTGGATCGAGGTT 247

hsKALNC2(ENST00000684441.1)
Sequence ID: Query_45088 Length: 2520 Number of Matches: 1

Range 1: 1 to 90 Graphics

Score Expect Identities Gaps Strand
134 bits(84) 5e-35 87/90(97%) 0/90(0%) Plus/Plus

Query 113 GTGAAGGATGAGTTCAGGGTGGGATGACGGACCGCTTCTGGGACCAGTGGTATCTTTGGT 172

LEERRLLLELEELEEEEEE L L L L eiitee LiLl
Sbjct 1  GTGAAGGATGAGTTCAGGGTGGGATGACGGACCGCTTCTGGGACCAGTGGTATCTCTGGT 60

Query 173 ATCTCCGCTTGCTTCGGCTTCTGGATCGAG 202

[LLDLELLLEEEE FRLEE TEEELLELL
Sbjct 61  ATCTCCGCTTGCTCCGGCTGCTGGATCGAG 90

Figure S2. Sequence alignment of mmKalnc2 and hsKALNC2. NCBI blast was used for the
alignment, mmKalnc2 was the subject and hsKALNC2 was the query.



